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Abstract  

Developmental changes in GABAergic and glutamatergic systems during frontal lobe 

development have been hypothesized to play a key role in neurodevelopmental disorders seen 

in children born very preterm or low birth weight, but the associated cellular changes have not yet 

been identified. Here we studied the molecular development of the GABAergic system specifically 

in the dorsolateral prefrontal cortex, a region that that has been implicated in neurodevelopmental 

and psychiatric disorders. The maturation state of the GABAergic system in this region was 

assessed in human post-mortem brain samples, from term infants ranging in age from 0 to 8 

months (n=17 male, 9 female). Gene expression was measured for 47 GABAergic genes and 

used to calculate a maturation index. This maturation index was significantly more dynamic in 

male than female infants. To evaluate the impact of premature birth on the GABAergic 

system development, samples from one-month-old term (n=9 male, 4 female) and one-

month corrected-age (n=8 male, 6 female) very preterm infants, were compared using 

the same gene list and methodology. The maturation index for the GABAergic system 

was significantly lower (–50% p<0.05) in male preterm infants, with major alterations in 

genes linked to GABAergic function in astrocytes, suggesting astrocytic GABAergic 

developmental changes as a new cellular mechanism underlying preterm brain injury.  

Contribution to the field  

Extremely preterm birth carries a significantly increased risk of neurodevelopmental 

disorders, including autism and schizophrenia. A common feature of these disorders is 

an alteration of the GABAergic and glutamatergic neurotransmitter system in the 

prefrontal cortex, a region involved in working memory and social cognition. Here, we 

show that the maturation of the GABAergic system is more dynamic in male compared to 

in female term prefrontal cortex, potentially rendering males more susceptible to perinatal 

neurological insults. Astrocytic GABAergic system maturation was particularly delayed in 

male preterm prefrontal cortex. Defining a composite maturation index allowed 
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meaningful temporal interpretation of cellular changes across variable human 

pathological samples. Understanding preterm prefrontal cortex alterations can provide 

insights into the perinatal environment’s impact on psychiatric disorders. 
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Original Research 

Introduction 

Premature birth, affecting 10% of live births, is a leading cause of neonatal 

morbidity that can induce long-term neurological impairment (Adams-Chapman & Stoll, 

2006; Arpino et al., 2010; Blencowe et al., 2013; Knuesel et al., 2014; Marín, 2012; 

Meldrum et al., 2013).  Extensive alterations in frontal lobe development have been 

reported in children born very preterm (<32 weeks gestation) and at very low birth 

weight(Hodel, 2018). Alterations include decreased prefrontal gray matter volume and 

surface area throughout childhood and adolescence. Decreased frontal white matter 

volume and poorer white matter integrity in frontal-lobe tracts have also been reported, 

suggesting that cortical development may be delayed or permanently impaired(Volpe, 

2009). Specific deficits in executive functioning in preterm children, particularly in males 

have been documented across childhood and adolescence (Hodel, 2018; Nosarti et al., 

2006).  

Mid-to-late gestational brain development includes neurogenesis, migration, 

dendrite arborization and synaptogenesis, which are heavily dependent on GABA and 

glutamatergic neural systems and are at risk of disruption in the extra-uterine environment 

after preterm birth (Ben-Ari, 2006, 2014; Represa & Ben-Ari, 2005). Both neurons and 

astrocyte participate to the metabolism of GABA and glutamate as well as their transport 

and signaling (Ishibashi, Egawa, & Fukuda, 2019). Consistent with observation, ex-vivo 

studies of the preterm brain have demonstrated specific loss of GABAergic neuron 

populations in males (Lacaille et al., 2019), alteration of GABA receptor subunits and 

disorganized neuronal migration and differentiation (Robinson, Li, Dechant, & Cohen, 

2006; Shaw, Palliser, Dyson, Berry, & Hirst, 2018; Shaw, Palliser, Walker, & Hirst, 2015).  

Recent magnetic resonance spectroscopy imaging studies have suggested that 

GABA concentrations may be lower in preterm than term infants, but cannot assess the 

components of the GABAergic system that may have been altered during development. 

Recent reports have shown lower GABA and glutamate concentrations at term-equivalent 

age and a negative correlation with functional connectivity in small cohorts of preterm 

infants (born <35 weeks gestational age) compared to healthy full-term infants (Kwon et 
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al., 2014; Tanifuji et al., 2017; Tomiyasu et al., 2017). Additionally, GABA concentrations 

were shown to correlate negatively with increasing gestational age at birth and were lower 

in the preterm infant brain at term equivalent age compared with healthy term controls 

and older children (6–16 years) (Basu et al., 2020). Similar imbalance between neuronal 

excitation and inhibition in the prefrontal cortex (PFC) (Marín, 2012) and decrease in 

prefrontal GABA concentrations have been associated with a number of psychiatric 

disorders, including autism spectrum disorder (ASD)(Schür et al., 2016), known to affect 

a high proportion of prematurely born surviving adults(Adams-Chapman & Stoll, 2006; 

Arpino et al., 2010; Knuesel et al., 2014; Marín, 2012; Meldrum et al., 2013; Ream & 

Lehwald, 2018).  

Despite emerging links between psychiatric disorders and prematurity, the specific 

impact of preterm birth on the early maturation of neurotransmitter systems needs to be 

determined and compared between sexes. Thorough assessment of maturation 

assessment of the GABAergic system, which comprises the proteins necessary for GABA 

biosynthesis, degradation, release, signaling and reuptake by neurons and astrocytes, in 

the developing human frontal cortex is necessary to understand how prematurity results 

in psychiatric disorders in the absence of visible lesion and why male infants are more 

susceptible to develop such pathologies. 

 Here we delineate the molecular development of the GABAergic system in the 

dorsolateral PFC (Brodmann area 10; BA10), which plays a role in attention and working 

memory (Wang et al., 2018) and is altered in preterm infants and cases of psychiatric 

disorders(Hodel, 2018). Using an array of genes, we first assessed the maturation state 

of the GABAergic system from 0 to 8 months in human preterm post-mortem brain 

samples. We then showed that the development of the GABAergic system is delayed in 

male preterm infants, with major alterations on the astrocytic function. Taken together, 

this study shows that the maturation of GABAergic system is more dynamic in male 

infants potentially rendering them more susceptible than females to perinatal insults. 
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Materials and Methods  

Human Samples 

Human samples were obtained from the NIH Neurobiobank at University of Maryland, 

Baltimore, MD (ID #709). BA10 sections from 17 male and 9 female term infants ranging 

from 0 to 8 month were obtained to assess the normal maturation of the system at 

perinatal ages (i.e. cross sectional study, Table 1A,B). Additionally, sections from 7 male 

and 6 female preterm infants were obtained to compare their development to age-

matched term infants (i.e. comparative study, Table 1 A,C ). Mean age of death (absolute 

age) was 1.5 months in term infants and 3.7 months for preterm infants delivered between 

26 and 34 weeks of gestation (average corrected age 1.1 months). Sex, completed 

gestational weeks and cause of death varied, but the majority were due to sudden infant 

death syndrome and none were attributed to CNS infection, hemorrhage or malformation 

(Table 1B,C).  Genetic diseases or anatomic birth defects were excluded. Brodmann 

Area10 (BA10) formalin-fixed brain samples were cut into 0.5-cm-thick coronal slices and 

preserved in 10% neutral buffered formalin; matched frozen tissues were preserved at -

80C.  

 

Real-Time PCR (RT-PCR) 

BA10 tissues were homogenized in TRIzol™ Reagent (ThermoFisher, Waltham, MA, 

USA, 15596018); total RNA was extracted with the RNeasy Mini Kit (Qiagen Venlo, 

Netherlands, 74104) and quantified with a Nanodrop ND-2000C (ThermoFisher). 1 µg of 

RNA was used to make cDNA with the iScript cDNA Synthesis Kit (Bio-Rad, 1708891). 

All primer pairs were designed and validated in-house for efficiency and specificity. RT-
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PCR experiments were performed on cDNA samples in presence of SsoAdvanced 

Universal SYBR Green Supermix (Bio-Rad, Hercules, CA, USA, 1725271) with specific 

primers at 100 nM using the ABI Prism 7500 Sequence Detection System 

(ThermoFisher). The cDNA-generated signals for target genes were normalized with 

transferrin receptor protein 1 (tfrc). The regulation was determined with the 2-∆∆Cq method. 

Results are expressed as fold change (FC) to the control group. 

 

Western Blot 

Human samples were homogenized in RIPA lysis buffer with proteinase inhibitors (Santa 

Cruz Biotechnology, Dallas, TX, USA, sc24948). Protein extracts, 40 μg per lane, were 

loaded onto 4–20% gradient gels (NuSep Inc, Germantown, MD, USA, NB10-420). Gels 

were electrotransferred to a 0.2 μm nitrocellulose membrane (Bio-Rad, 1620174). Blots 

were blocked in 5% milk in TBST for 1 h, and then incubated at 4 °C overnight with one 

of the following antibodies raised against: AATM (1:1000, sc-271702, Santa Cruz 

Biotechnology), AQP4 (1:1000, sc-390488), CX30 (1:1000, sc-81802), CX43 (1:1000, sc-

271837), EAAT1 (1:500, sc-515839), GABRA1-6 (1:250, sc-376282), GAPDH (1:2000, 

sc-32233, GAT-3 (1:250, sc-376001), GDH1/2 (1:1000, sc-515542), GEPH (1:1000, sc-

25311), GS (1:1000, sc-74430), MAOB (1:250, sc-515354), SNAT5 (1:1000, sc-515813), 

VIAAT (1:500, sc-393373), GBRD (1:250, Novus Biologicals, Littleton, CO, USA. NB300-

200) or GABRG1 (1:100, Alomone labs, Jerusalem, Israel, AGA-016). Bands were 

detected with appropriate horseradish peroxide-conjugated secondary antibodies, 

reacted with chemiluminescent ECL substrate (Bio-Rad, 1705060) and visualized with a 
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BioRad ChemiDoc Imaging system. Band intensity was measured using the ImageJ 

program (NIH) and normalized with GAPDH.  

 

Immunohistochemical procedure 

Formalin-fixed tissues were cryoprotected in a 30% sucrose solution and embedded in 

Tissue-Tek® O.C.T. Compound (Sakura® Finetek, Torrance, CA, USA). Blocks were cut 

into 25-µm-thick sections on a cryostat and mounted on Superfrost Plus (ThermoFisher) 

glass slides. Frozen sections were allowed to equilibrate to room temperature for 2 hours 

before staining. 

Procedure: Tissue sections were rinsed in PBS-Triton 0.3% (PBS-T) then blocked in PBS-

T with 10% normal donkey serum (NDS) followed by overnight incubation at 4°C in PBS-

T-10% NDS with primary antibodies raised against: Calbindin (1:1000, Swant, Marly, 

Switzerland, CB300 or CB38), Calretinin (1:1000, Millipore Sigma, AB1550), Gad65-67 

(1:200 Santa Cruz Biotechnology, sc-365180), GFAP (1:1000, Agilent Dako, Glostrup, 

Denmark, Z0334), Neuropeptide Y (1:500, Immunostar, Hudson, WI, USA, 22940) or 

Somatostatin (1:300, Santa Cruz Biotechnology, sc7819). For secondary detection, 

appropriately matched Alexa Fluor-conjugated secondary antibodies (1:500, 

ThermoFisher) were incubated 90 min in PBS-T at room temperature. Sections were 

incubated with DAPI, mounted in Fluoromount G (ThermoFisher) and coverslipped before 

epifluorescence examination with a slide scanner (Leica DMI6000 B, Leica, Wetzlar, 

Germany). 

Quantification: Cell density was assessed in the upper layers (UL), lower layers (LL) and 

the subcortical white matter (SC-WM) of BA10 and expressed in cells per mm2. Cortical 

(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission. 
The copyright holder for this preprintthis version posted December 15, 2021. ; https://doi.org/10.1101/2021.12.14.472624doi: bioRxiv preprint 

https://doi.org/10.1101/2021.12.14.472624


layering was determined with DAPI counterstaining. Cell quantification was performed 

using the Qpath software (Edinburgh, UK). All counts were performed blind to condition. 

 

Statistics 

All experiments and analyses were performed blind to conditions. Statistical analysis was 

performed using PRISM software (GraphPad Software 6.0, San Diego, CA, USA). Normal 

distribution of each dataset was analyzed by Shapiro-Wilk test. When two conditions were 

compared, data were analyzed with a nonparametric Mann-Whitney test. When four 

experimental groups were assessed and two variables were taken into consideration, 

data were analyzed with a two-way ANOVA with Fisher LSD, Sidak’s or Tukey’s multiple 

comparisons. The maturation index and the developmental trajectories of transcripts and 

proteins in term infants was quantified by fitting linear regression slopes to measure 

development through postnatal months. To compare the difference of two slopes, data 

were analyzed with an ANCOVA The null hypothesis was rejected for alpha greater than 

5%.  
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Results 

 BA10, also known as dorsolateral prefrontal cortex, is one of the brain regions most 

frequently altered in psychiatric diseases. To address whether prematurity alters the 

maturation of the GABAergic system, a cross sectional developmental study was 

designed. The expression of 47 transcripts related to the GABA system were determined 

in pathology specimens from male and female term infant across multiple early postnatal 

time points (Table 1A,B; Fig. 1A-D). Screened genes encoding different components of 

the GABAergic signaling system included: GABA receptor subunits, metabolic enzymes, 

transporters, ion channels associated to the GABAergic function, interneuron specific 

markers, GABA receptor anchorage proteins and enzymes involved in the metabolism of 

glutamate and GABA (Table 2).  

 

The maturation of the GABAergic system is more dynamic in male than female term 

infants 

 To estimate the overall maturation of the GABAergic system based on gene 

expression level, a maturation index was calculated as previously described(Gandal, 

Nesbitt, McCurdy, & Alter, 2012). Expression levels for most genes changed 

monotonically across development, either increasing or decreasing. The ratio of the 

average of developmentally upregulated over downregulated genes also increase 

monotonically with time. The genes analyzed were plotted into a heatmap and separated 

into up and down-regulated genes using the first linkage of the heatmap for male (Fig. 

1B) and female infants independently (Fig. 1C). Equal weight was given to all genes within 

the maturation index. The ratio of averaged upregulated (29 genes) over averaged 
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downregulated genes (18 genes) was used as a maturation index for the development of 

the GABAergic system in term males; and similarly in term female infants with 24 

upregulated and 23 downregulated genes (Fig. 1D). As expected, the maturation index 

significantly correlated with the age of the donor in males (R2 = 0.61 p<0.0001, Fig. 1D) 

and in females (R2 = 0.78 p<0.0001, Fig. 1D). Notably, the slope of the maturation index 

was significantly greater in males compared to females (p<0.001, Fig. 1D), indicating 

broader maturation dynamic in the former. 

  

The maturation of the GABAergic system is altered in preterm infants 

 To investigate the possibility of a maturation delay of the GABAergic system in 

preterm infants, a comparative study was designed. Corrected age matched preterm 

infants and the youngest term infants (0 to 3 months) were compared (Table 1A,C Fig.; 

Fig. 1E-G). The same transcripts were analyzed in male and female term and preterm 

cerebral cortices. The maturation index of term and preterm infants was calculated as 

ratio of the average of developmentally upregulated over downregulated genes, as 

previously defined with the cross-sectional developmental study. Interestingly, the 

maturation index was decreased in male (–50% p<0.05, Fig. 1G) but not female preterm 

infants (–6% ns, Fig. 1G) when compared respectively to their matched term group. The 

reduced maturation index in preterm male infants signifies that prematurity induces gene 

expression changes in the opposite direction from that occurring normally during 

GABAergic system development. To gain insight into the function of these genes, their 

expression was analyzed individually (Table 2). 
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Preterm birth delays the development of the GABAergic system in male infants 

Out of 47 transcripts, nine were significantly dysregulated in male preterm infants. Only 

gabra2 varied according to its predicted developmental trajectory by linear regression, 

which suggest an accelerated maturation. Indeed, gabra2 expression is predicted to 

decrease over time (p<0.01, Fig. 2A) and was decreased in preterm male infants (FC= -

1.4 p<0.5, Table 2; Fig. 2A’). Most of the transcripts varied oppositely to their predicted 

developmental trajectory suggesting an overall developmental delay (Table 2; Fig. 2). The 

dysregulated transcripts included: two GABAA receptor subunits, gabra3 (FC= 1.7 

p<0.05, Table 2) and gabrag1 (FC= -2.4 p<0.01, Table S2; Fig. 2B,B’); two enzymes: 

glud2 (enzyme catalyzing the reversible interconversion of glutamate to α-ketoglutarate, 

FC= 1.9 p<0.01, Table 2; Fig. 2C-C’) and maob (enzyme responsible for the production 

of GABA in astrocytes, FC= -2.1 p<0.05, Table 2; Fig. 2D,D’); two transporters: slc6a11 

(gaba transporter in astrocytes, FC= 1.6 p<0.05, Table 2; Fig. 2E,E’) and slc32a1 

(vesicular transporter, FC= 1.6 p<0.05, Table 2); two markers of GABAergic interneuron 

subpopulation: crt (calretinin, FC= 1.7 p<0.05, Table 2) and npy (neuropeptide Y, FC= 

2.3 p<0.001, Table 2). Further examination revealed that four of these genes were 

associated to the astrocytic functions including gabrg1, gdh2, maob and gat3. Additional 

astrocyte-related genes were trending toward significance (Table 2; glud1 FC= 2.2, gls 

FC= -1.9, and aldh5a1  FC= 1.5, enzymes part of the TCA cycle). The majority of protein 

expression levels assessed by western blot covaried positively with the mRNA changes 

in males born preterm, suggesting that the mRNAs of interest were actively synthetized 

(Fig. 2). 
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Preterm birth accelerates the development of the GABAergic system in female 

infants 

In female preterm infants, 8 out of 47 transcripts were significantly dysregulated, most 

varied accordingly to their developmental trajectory suggesting an accelerated 

development or to resemble their non-corrected age counterpart (Table 2; Fig. 3) -gabra3 

and gabrd (GABAA receptor subunits) -glud2, got2 and glul (enzymes responsible for the 

glutamine to glutamate conversion) –best1 (GABA transporter in astrocytes) -npy 

(interneuron subtype) and geph (responsible for GABA receptor anchorage). Similarly to 

males, the majority of protein expression mostly covaried with mRNA in female preterm 

infants (Fig. 3).  

 

Preterm birth primarily affects the astrocytic GABA function in male infants 

 Since most of the perturbations observed in male preterm infants seemed to be 

related to the astrocytic regulation of GABAergic signaling, ten supplementary transcripts 

were analyzed to evaluate specifically the metabolism and morphogenesis and ten others 

to evaluate the involvement of astrocytes in the GABAergic system (Fig. 4; Table 3). A 

maturation index specific to astrocytes was calculated with the averaged upregulated over 

averaged downregulated genes using the first linkage of the astrocyte-specific heatmap, 

individually in males (Fig. 4A) and females (Fig. 4B). The genes plotted were 14 genes 

related to astrocytes and GABA included in Table 2 (glul, best1, abat, aldh5a1, glud2, 

glud1, gabrg1, maob, kcnj10, slc6a11, got1, gabrg3, gls, got2) and 20 newly added genes 

(Table 3). The maturation index was significantly correlated with the age of the donors 
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both in males (R2 = 0.54 p<0.001, Fig 4C) and in females (R2 = 0.44 p<0.001, Fig 4D). 

Across the spam of ages examined (0 to 8 months), astrocytic maturation was 

significantly more dynamic in male infants since the slope of their maturation index was 

significantly superior to the one in female infants (p<0.01, Fig. 4C). The same transcripts 

were analyzed in term and preterm infants to estimate their astrocyte-related maturation 

indices. The astrocyte-maturation index was significantly decreased in male (–50% 

p<0.05, Fig. 4D) but not female preterm infants (-13% ns, Fig. 4D).  

Out of the ten genes related to astrocyte metabolism and morphogenesis, two 

were up-regulated in females only, both linked to astrocyte intrinsic metabolism. -aldh1l1, 

(metabolic enzyme, FC= 2.9 p<0.05, Table 3) and –sox9 (transcription factor, FC= 4.1 

p<0.05, Table 3). Regarding the genes associated with the astrocytic GABA function, five 

were significantly regulated in males. In accordance with the decreased maturation index, 

these transcripts varied in the opposite way to their developmental trajectories, predicted 

by linear regression (Fig. 5). The dysregulated transcripts included: -gja1 (gap junction 

allowing intercellular communication between astrocytes, FC= -1.9 p<0.01, Table 3; Fig. 

5A) -slc1a2 and slc1a3 (glutamate transporters, FC= -1.9 p<0.05 and FC= -1.7 p<0.05, 

Table 3; Fig. 5B,C) -slc38a5 (glutamine transporter, FC= -2.0 p<0.05, Table 3; Fig. 5D) 

and aqp4 (water channel, FC= -1.7 p<0.05; Table 3; Fig. 5E). Protein and mRNA 

expression levels followed the same pattern in preterm infants samples (Fig. 5). 

 

The effect of preterm birth on the maturation of the GABAergic system is not due 

to a change in the number of astrocytes  
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 To address whether the observed molecular changes were due to a reduced 

number of cells or to a cellular maturation defect, both GABA-producing cell 

(interneurons) and astrocyte densities were assessed in three subdivisions of BA10: the 

upper layers (ULs), lower layers (LLs) and the sub-cortical white matter (SC-WM). The 

density of major subclasses of cortical interneurons was assessed by immunostaining for 

GAD65-67, SST, CLB, CRT and NPY (Fig. 6). GAD65-67-positive cell density was 

significantly decreased in the ULs of preterm male infants as compared with term male 

infants (UL –37% p<0.05, LL –28% ns, SC-WM -27% ns, Fig. 6A,A’). A significant 

reduction in the density of SST was observed in both UL and LL (UL –43% p<0.05, LL –

30% p<0.05, SC-WM -23% ns, Fig. 6B,B’) and of CLB interneurons in the UP but LL (UL 

–47% p<0.05, LL -17% ns, SCWM: -1% ns, Fig. 6C,C’). No change was observed in the 

density of CRT or NPY interneurons (Fig. 6D,E). PV cells were not detected in this set of 

human samples, although these cells could be detected at later developmental stages. 

No statistically significant change in total cortical layer widths was discernable based on 

Nissl staining (data not shown), suggesting overall preservation of pyramidal cells at this 

age. No difference was observed in female infants, but statistical power was limited by 

the small sample size (Fig. 6A’-E’).  

 GFAP-positive cell density was not significantly affected by preterm birth in males 

(UL –14% ns, LL –62% ns, SC-WM -15% ns, Fig. 7A) and in females (UL –41% ns, LL –

25% ns, SC-WM -9% ns, Fig. 7A’). In accordance with the cell counts, GFAP mRNA and 

protein levels were not altered in premature infants (Fig. 7B-B’,C-C’). Notably, the 

expression of gfap represented by a linear regression, increased in the postnatal period 
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in males, confirming the dynamic aspect of the system being broader than in females 

(p<0.05, Fig. 7B; ns, Fig. 7C). 
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Discussion 

Understanding the effects of perinatal insults on GABAergic system development 

in male and female infants is critical to elucidating the mechanistic role it plays in the 

pathogenesis of neuropsychiatric disorders as well as the greater susceptibility of male 

infants to these pathologies. To assess the development of the GABAergic system, 47 

genes related to GABA were analyzed in a cross-sectional study, in the BA10 

(dorsolateral prefrontal cortex) of young male and female term infants (0- to 8-month-old). 

A maturation index was calculated based on the ratio of up-regulated versus down-

regulated genes, as previously described (Gandal et al., 2012). The index was correlated 

with the age of the donor and was more dynamic in male than in female infants, as 

suggested by the steeper slope of the linear regression. Prior studies have shown that 

developmentally regulated differences in gene- and exon level expression exist between 

male and female brains in specific regions, including the PFC, and can have long lasting 

effects on brain development and plasticity (Mottron et al., 2015). Specifically, males are 

more susceptible than females to perturbations in genes involved in synaptic plasticity 

(Mottron et al., 2015). The flexibility of neuronal networks depends on both excitatory and 

inhibitory synapse plasticity, which notably relies on the number of postsynaptic 

GABAergic receptors (Barberis, 2020). Such GABAergic plasticity, elicited by the ventral 

hippocampus and basolateral amygdala, has been demonstrated in the prefrontal cortex 

(Caballero, Thomases, Flores-Barrera, Cass, & Tseng, 2014). Within a local network, the 

GABAergic system can also adapt its efficacy to the overall activity of the network, being 

upregulated in hyperactive networks and downregulated under conditions of reduced 

activity. This homeostatic plasticity is mediated by multiple pre- and postsynaptic 

mechanisms, including the concentration of GABA itself, regulated by synthetizing 

enzymes and transporters (Roth & Draguhn, 2012).  

To evaluate the impact of premature birth on GABAergic system development, the 

prefrontal cortices from one-month-old term and one-month corrected-age very preterm 

infants were compared, using the same gene list. The calculation of the maturation index 

showed a decrease in male but not in female preterm infants, suggesting a maturation 

delay in the formers. The basal higher dynamicity in male infants could explain this 

difference, rendering the genes associated to the GABAergic system more susceptible to 
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perturbation. The maturation of the GABAergic system could either be delayed to 

compensate for the immature excitatory system, or be the result of various noxious events 

suffered by preterm infants.  

Out of the 47 genes analyzed, the differentially expressed genes (DEGs) affected 

by preterm birth were distinct between male and females. Male DEGs varied in opposition 

to their predicted developmental trajectory resulting in the overall developmental delay 

displayed by the maturation index. Closely looking at individual DEGs revealed that most 

of the gene regulation in male were tied to the astrocytic GABAergic function. For 

instance, prematurity markedly reduced the expression of two GABAA receptor subunits: 

gabra2, enriched is astrocytes(Zhang et al., 2016), and gabrg1, which is specifically 

expressed by astrocytes(Batiuk et al., 2020). In these cells, GABA is depolarizing and 

contributes to maintaining GABAergic neuronal transmission via Cl− efflux, buffering the 

Cl− concentration of the GABAergic synapse(Isomura et al., 2003). Astrocytes also control 

the biosynthesis and turnover of GABA, both affected by prematurity. Maob, responsible 

for the synthesis of GABA from putrescine in astrocytes (Yoon et al., 2014), was 

downregulated while gdh2, an enzyme in charge of the turnover of glutamate, which 

catabolism is tied with GABA through the tricarboxylic acid cycle(Hertz, Wu, & 

Schousboe, 1978). Our findings suggest that this decreased synthesis and increased 

turnover would lead to a decrease of total GABA content in preterm male infants. A 

recently published study demonstrated that GABA concentration in the prefrontal cortex 

was lower in preterm infants when measured in vivo(Basu et al., 2020). Lower levels of 

brain GABA and glutamate concentrations have been associated with a variety of 

neurologic disorders including epilepsy, ASD and ADHD (Schür et al., 2016), which are 

more common in surviving premature infants (Ream & Lehwald, 2018). 

 In female preterm infants, the DEGs varied accordingly to their developmental 

trajectory suggesting either an accelerated development or compensatory mechanisms 

to resemble their non-corrected age counterpart. Preterm birth is a leading cause of 

psychiatric disorders such as ASD, schizophrenia or ADHD, which are tightly linked to the 

GABAergic system, and males are more likely to develop these pathologies. Preterm 

infants are 4 times more likely to develop ASD (Joseph et al., 2017). The possibility has 

been raised that this sex bias is an intrinsic female protective mechanism. This 
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hypothesizes that multiple genetic factors contribute to the liability for developing ASD, 

and a higher threshold of genetic liability is required to result in female pathological 

presentation (Jacquemont et al., 2014). The “extreme male brain theory” is another 

prominent hypothesis to explain this gender bias, which suggests that fetal testosterone 

exposure may underlie gender differences in autistics traits (Baron-Cohen, 2002). 

 Since most of the perturbations observed in male preterm infants were related to 

the astrocytic regulation of GABAergic signaling, additional astrocytic transcripts related 

to either metabolism and morphogenesis or GABAergic system were analyzed. GABA-

associated astrocytic genes were solely downregulated in males, oppositely to their 

normal developmental trajectory. For instance, glutamine and glutamate transporter 

transcripts were downregulated in preterm male infants. These neurotransmitter 

metabolisms are tied to the metabolism of GABA and their dysregulation has often been 

reported in psychiatric disorders (O'Donovan, Sullivan, & McCullumsmith, 2017).  

 In human, astrocytes are born during the second part of gestation (deAzevedo et 

al., 2003) leaving these cells highly susceptible to perinatal insults. Their proliferation 

occurs in tandem with birth and refinement of synapses within individual circuits, making 

astrocytes critical regulators of brain development (Perez-Catalan, Doe, & Ackerman, 

2021). Since preterm male infants maintain the same number of astrocytes than their term 

counterpart, it seems that prematurity mainly affected the function of these cells through 

their maturation rather than their proliferation or survival. In accordance, preclinical 

studies highlighted the absence of reactive astrogliosis in the immature white matter 

following chronic hypoxia, with decreased glutamate transporter expression suggesting a 

more immature phenotype of astrocytes (Back et al., 2006; Raymond, Li, Mangin, 

Huntsman, & Gallo, 2011). However, the number of BA10-GABA-producing cells was 

decreased in preterm male infants, which is consistent with our former study (Lacaille et 

al., 2019) as well as other studies of preterm birth brain (Robinson et al., 2006) (Panda 

et al., 2018), and psychiatric disorders (Hashimoto et al., 2008) (Mellios et al., 2009) 

(Hashemi, Ariza, Rogers, Noctor, & Martínez-Cerdeño, 2017). Pharmacological effects of 

neuroprotective agents such as the GABA agonist and anti-inflammatory conpound 

allopregnanolone are being investigated in the context of preterm birth and show 

promising results(Vacher et al., 2021). New cellular models have been developped and 
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will give the opportunity to investigate the environmental and genetic factors underlying 

injury in the developing human brain(Pașca et al., 2019). Even though prematurity is a 

significant contributor to psychiatric disorders, many preterm infants survive 

neurologically intact implying than most of the time, the preterm male infant GABA system 

could undergo a coordinated developmental delay, potentially conserving a stable 

excitatory-inhibitory balance.   
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Figure Legends 

 

Figure 1. Preterm birth alters the maturation of the GABAergic system. A Violin plot 

displaying the distribution of male (M, blue, diamonds) and female (F, pink, circles) term 

infants included in the cross sectional study. Violin plots show individual values and 

include minima, maxima and median values. B-C. Heatmap of GABA-associated gene 

expression means in the BA10 of B male and C female term infants, arranged using 

hierarchical clustering (Complete linkage with Pearson distance measurement method). 

D. Maturation index based on the heatmap clustering of male (blue, diamonds) and 

female (purple, circles) term infants cross sectional study, modeled with a linear 

regression, **p < 0.01, **p <0.001. ##p <0.01 (ANCOVA, Analysis of Co-variance). E-F 

Violin plot displaying the distribution of male (M, blue, diamonds) and female (F, purple, 

circles) infants, term (black) versus preterm (colored) infants included in the 

comparative study according to (E)  their corrected age (in months) and (F) gestational 

weeks. F Maturation index of male and female term (black) and preterm (colored) 

infants comparative study, based on the heatmap clustering of the term infants cross-

sectional study. *p<0.05 (two-way ANOVA with Sidak’s multiple comparisons).  

 

Figure 2. Preterm birth alters the expression of GABA-related transcripts (dark blue) and 

proteins (light blue) in male infant BA10. A-E Developmental regulation in term infants 

included in the cross sectional study, modeled with a linear regression *p < 0.05, **p 

<0.01; left column. A’-E’ Effect of preterm birth (comparative study) on the expression of 

GABA-related transcripts and proteins. Quantification of mRNA level changes by qRT-

PCR of A-A’ gabra2, B-B’ gabrg1, C-C’ glud2, D-D maob and E-E’ slc6a11. tfrc was used 

for normalization. Quantification of protein expression changes by Western blot of A-A’ 

GABRA1-6, B-B’ GABRG1, C-C’ GDH2, D-D’ MAOB and E-E’ GAT3. GAPDH was used 

for normalization. *p < 0.05, **p <0.01 (Mann–Whitney). Representative blot below the 

graph. PT, preterm; T, term. 
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Figure 3. Preterm birth impacts the expression of GABA-related transcripts (dark purple) 

and proteins (light purple) in female infants. A-E Developmental regulation in term infants 

included in the cross sectional study, modeled with a non-linear regression *p < 0.05, **p 

<0.01, ***p <0.001; left column. A’-E’ Effect of preterm birth on the expression of GABA-

related transcripts and proteins (comparative study). Quantification of mRNA level 

changes by qRT-PCR of A-A’ gabra3, B-B’ gabrd, C-C’ glul, D-D’ got2 and  E-E’ gphn. 

tfrc was used for normalization. Quantification of protein expression changes by Western 

blot of A-A’ GABRA1-6, B-B’ GABRD, C-C’ GS, D-D’ AATM and E-E’ GEPHN. GAPDH 

was used for normalization. *p < 0.05, **p <0.01 (Mann–Whitney). Representative blot 

below the graph. PT, preterm; T, term. 

 

Figure 4. Preterm birth alters the maturation of the GABAergic system in astrocytes. A 

Heatmap of astrocyte-related gene expression means in the BA10 of A male and B 

female term included in the cross sectional study, arranged using hierarchical clustering 

(Complete linkage with Pearson distance measurement method). C Maturation index 

based on the heatmap clustering of male (blue, diamonds) and female (purple, circles) 

term infants cross sectional study, modeled with a linear regression ***p <0.001). ##p 

<0.01 (ANCOVA, Analysis of Co-variance). D Maturation index of male and female term 

(black) and preterm (colored) infants comparative study, based on the heatmap 

clustering of the term infants cross-sectional study. *p<0.05 (two-way ANOVA with 

Sidak’s multiple comparisons).  

 

Figure 5. Preterm birth impacts the expression of astrocyte-related transcripts (dark blue) 

and proteins (light blue) in the BA10 of males infants. A-E Developmental regulation in 

term infants included in the cross sectional study, modeled with a non-linear regression 

(*p < 0.05, **p <0.01, ***p <0.001; left column). A’-E’ Effect of preterm birth on GABA-

related transcripts and proteins (comparative study). Quantification of mRNA level 

changes by qRT-PCR of A-A’ gja1, B-B’ slc1a2, C-C’ slc1a3, D-D, slc38a5 and E-E’ 

aqp4. tfrc was used for normalization. Quantification of protein expression changes by 

Western blot of A-A’ CX43, B-B’ EAAT2, C-C’ EAAT1, D-D’ SNAT5 and E-E’ AQP4. 
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GAPDH was used for normalization. *p < 0.05, **p <0.01 (Mann–Whitney). 

Representative blot below the graph. PT, preterm; T, term. 

 

Figure 6. Preterm birth impacts interneuron density in the BA10. Illustrations of A 

glutamate decarboxylase 65 and 67 (GAD65-67, green), B SST (red), C CLB (red), D 

CRT (red), and E NPY (red) immunofluorescent staining. Scale bar 50 μm. Respective 

quantification of immmunopositive cells in the upper layers (UL), lower layers (LL) and 

subcortical white matter (SC-WM) in the BA10 of A-E male (blue, diamonds) and A’-E’ 

female (pink, circles) term (black) versus preterm (colored) infants included in the 

comparative study. Scatter dot plots show the mean and individual dispersion of term 

(colored circles) and preterm infants (black circles); *p <0.05, **p<0.01 (two-way ANOVAs 

were performed followed by Fisher’s LSD tests for post hoc comparisons). 

 

Figure 7. Effect of preterm birth on BA10 GFAP expression. Illustrations of GFAP-

immunofluorescent staining. Scale bar X μm. A-A’ Quantification of GFAP positive cells 

in the upper layers (UL), lower layers (LL) and subcortical white matter (SC-WM) in the 

BA10 of A male (blue, diamonds) and A’ female (pink, circles) term (black) versus preterm 

(colored) infants included in the comparative study. Scatter dot plots show the mean and 

individual dispersion of term (black circles) and preterm infants (colored circles); (two-way 

ANOVAs were performed followed by Fisher’s LSD tests for post hoc comparisons). B-C 

Effect of preterm birth on the development of GFAP transcripts (dark) and proteins (light) 

in the BA10 of B male (blue) and C female (purple) infants, included in the cross sectional 

study, modeled with a non-linear regression *p < 0.05; left column. B’-C’ Effect of preterm 

birth on GFAP expression (comparative study). Quantification of mRNA level changes by 

qRT-PCR of gfap. tfrc was used for normalization. Quantification of protein expression 

changes by Western blot of GFAP. GAPDH was used for normalization (Mann–Whitney). 

Representative blot below the graph. PT, preterm; T, term. 
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Tables 

 

Table 1. Experimental design and donor information. A Schematic showing the 

experimental design and the age terminology (Created with BioRender.com). List of 

donors (from NIH NeuroBioBank, University of Maryland, Baltimore, MD). B Term and C 

preterm, male and female infants. All the term donors were included in the cross 

sectional study.  Donors highlighted in light orange were included in the comparative 

study. AgeD, Age at death in days; GA, gestational age; m, months; PMI, postmortem 

interval; RIN, RNA integrity number; UMBN, University of Maryland Bank Number. 
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Table 1

B TERM (CONTROL)

UMBN GA AgeD absolute 
age (m)

corrected 
age (m) sex PMI RIN Brain 

Weight Race Cause of Death

4375 40 2 0.1 0.1 F 26 8.9 400 Caucasian Positional asphyxia
4414 37 38 1.3 0.5 F 5 8.2 456 Caucasian Sudden Unexplained Death in Infancy
5658 38 41 1.4 0.9 M 32 _ 550 _ Sudden Unexplained Death in Infancy
4391 40 27 0.9 0.9 M 13 9.5 450 Caucasian Positional asphyxia
4353 40 34 1.1 1.1 M 5 9 _ Black Probable asphyxia
5886 40 46 1.5 1.5 M 27 8.9 590 Black Sudden Unexplained Death in Infancy
4402 39 66 2.2 2.0 M _ 6.7 555 Black Positional asphyxia
4420 40 63 2.1 2.1 M 36 8.9 550 Caucasian Positional asphyxia
4355 38 81 2.7 2.2 M 22 8.2 633 Caucasian Sudden Unexplained Death in Infancy
4412 40 66 2.2 2.2 M 21 _ 684 Black Sudden Unexplained Death in Infancy
4383 40 76 2.5 2.5 F 8 8 625 Black Probable asphyxia
4400 40 86 2.9 2.9 M 13 7.5 602 Caucasian Positional asphyxia
4381 40 91 3.0 3.0 F 18 6.9 680 Unknown Probable asphyxia
4413 40 118 3.9 3.9 F 21 7.8 606 Black Complications of Left Ventricular Noncompaction
5821 38 133 4.4 3.9 M 29 8.2 760 Black Sudden Unexplained Death in Infancy
5933 40 124 4.1 4.1 M 18 6 630 Hispanic Sudden Unexplained Death in Infancy
4422 40 127 4.2 4.2 M 18 5.5 890 Caucasian Asphyxia
4352 40 137 4.6 4.6 M 24 5 Black Acute and Chronic Tracheo-Bronchiolitis
4415 40 146 4.9 4.9 F 46 4.7 720 Caucasian Undetermined - Co-sleeping with adult
4388 40 147 4.9 4.9 F 53 6.3 696 Black Sudden Unexplained Death in Infancy
5947 40 179 6.0 6.0 M 11 5 930 Caucasian Positional Asphyxia
4350 40 196 6.5 6.5 M 20 7.9 803 Black Lymphocytic Myocarditis
4376 40 200 6.7 6.7 M 25 4.4 Caucasian Probable asphyxiation
4360 40 202 6.7 6.7 M 33 5.2 _ Black Positional Asphyxia
4392 40 234 7.8 7.8 F 13 6.7 839 Caucasian Intussusception of Meckel's diverticulum
4361 40 236 7.9 7.9 F 27 6.9 783 Black Positional Asphyxia

PRETERM

UMBN GA AgeD absolute 
age (m)

corrected 
age (m) sex PMI RIN Brain 

Weight Race Cause of Death

4417 28 71 2.4 -0.6 M 45 8.5 392 Black Undetermined, Hepatic Stenosis, Prematurity
1487 29 64 2.1 -0.6 F 24 _ _ Black Prematurity with complications
437 28 100 3.3 0.3 M 21 _ _ Caucasian Sudden Unexplained Death in Infancy

5716 29 96 3.2 0.5 M 27 _ _ _ Sudden Unexplained Death in Infancy
4389 34 79 2.6 1.1 F 27 8.5 516 Black Positional Asphyxia
4416 26 142 4.7 1.2 F 27 3.1 _ _ Asphyxia, Prematurity
934 27 136 4.5 1.3 M 15 _ _ Caucasian Sudden Unexplained Death in Infancy

4364 27 145 4.8 1.6 M 23 7.6 _ _ Prematurity, Pneumonia
5843 34 99 3.3 1.8 M 33 8.3 _ _ Sudden Unexplained Death in Infancy
4373 34 100 3.3 1.8 F 13 7.2 570 Caucasian Methicillin susceptible Staphylococcus
1325 25 182 6.1 2.3 F 18 _ _ _ Sudden Unexplained Death in Infancy
5708 29 156 5.2 2.5 F 31 _ _ _ Viral syndrome with focal acute pneumonia
5754 33 149 5.0 3.2 M 13 4.6 _ _ Sudden Unexplained Death in Infancy

C

A
PART I : Cross sectional study

GABAergic system 
development in term infants 

PART II : Comparative study
Impact of preterm birth on 

the GABAergic sytem
maturation
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		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1								glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2								glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1								got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2								got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls								gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86				gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1						1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1										0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14				gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2						0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596		gad2										0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul								glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob								maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14				slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1				slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40				slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13				slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13								slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11								slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24				slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1				slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1								slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1						1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40												1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33				slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2				slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2								slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8				slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5				slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5								slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50				cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a				cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a								cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53				cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b				cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b								cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85				kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3				kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3								kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75				kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9				kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9								kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10								kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64				sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst				sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst								sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5				calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2				calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2								calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36				calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1				calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1								calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88				npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy				npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy								npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79				pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb						2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167		pv										0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273				gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap				gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap								gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62				nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf				nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf								nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92				plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1				plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1								plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38				ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2				ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2								ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38				gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn				gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn								gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43								cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30								cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt								glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast								glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3								stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5								stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2								ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4								aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3								mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3





organized_M 

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52						gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38						gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04						gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50						gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9						gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3						gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23						gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45						gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1						glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36						glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3						aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80						abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								 

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10								0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59						glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1						maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77						slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06								1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93						slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95						slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85						kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7						kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6						kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4						calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88								2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18						gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34						nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62						plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7						ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71						gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15						cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0						cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28						glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105						glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77						stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67						ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71						aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34						slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31						gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49						gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59						npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09						gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35						cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4						gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11						sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07						slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66						got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8						got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54						gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289						mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4						gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3						stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2						calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87						cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55						slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08						gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20						gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.76		1.24		1.33		0.96		1.86		3.14		1.42		1.96		4.68		1.72		9.10		11.82		2.90		11.08		13.14		7.25		18.47		6.57				1.93				0.83		0.97		0.84		1.09		1.21		1.14		1.05		0.95		0.94		0.78		1.08		0.87		0.78				0.89

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.4438571429

																				 

		 



maturation index



0.866666	6666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.75740534993975939	1.2427943722714061	1.3255028363525729	0.9604472817550409	1.8554224468570835	3.1424105600531487	1.4201830670013094	1.9648347240530508	4.6762688686870728	1.7200826463461409	9.1018160347462711	11.822065248778351	2.8974425277221081	11.075031885171363	13.139513312946676	7.2522571631327502	18.469246478237011	6.5727585412601384	

organized_wo_AS

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn		n1		gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul		n2		glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3		n3		kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1		n4		best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5		n5		slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat		n6		abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2		n7		slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1		gabrb2		n8		gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36		gabra1		n9		gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1												pv		best1		gad1		gad2		gabrg3

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd		n10		gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd										4353		2.4320829621		 		1.1111415387		0.5455381216		1.8975878356

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80		gabra4		n11		gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4										4355		1.3167090834		3.76		0.9287794994		0.871244647		0.4860466411

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1		n12		aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1										4391		0.2856461536		0.77		1.4931981147		0.7015395703		0.8404108347

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59		gabrb1		n13		gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1										4400		1.4619729561		1.53		0.7185227958		0.9185926487		1.1803106903

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2		n14		ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2										4402		1.7907038889		0.50		1.0894055259		1.9933141642		1.0275201363

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1		n15		plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1										4412		1.2003591212		1.00		0.9508251886		2.1185663981		1.0637555557

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13		n16		slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13										4420		1.1868214851		0.44		0.6884810905		1.1911334189		1.4430953901

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1		n17		gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1										5886		0.6539391146		0.95		1.068415305		0.8925545876		0.78

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1		n18		calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2		n19		glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1		n20		glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1										4364		0.9470038814		1.12		1.7253924811		1.7614055398		1.5201004551

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1		n21		gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1										4417		0.3767961724		0.45		1.3367255523		1.0466583539		1.6067736046

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf		n22		nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf										5716		1.2700783597		1.02		0.5919666092		1.4893892054		0.7895850979

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2		n23		gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2										5754		0.1635794749		2.67		2.0036922824		1.3206894954		0.9422401195

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap		n24		gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap										5843		0.3147003167		1.40		0.7417526046		0.6149099596		1.3233243075

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2		n25		gad2		0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9		n26		kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob		n27		maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob										t		1.2910293456		1.2794699879		1.0060961323		1.1540604446		1.0898408855

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb		n28		pv		2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167												pt		0.614431641		1.3317035338		1.2799059059		1.2466105108		1.2364047169

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10		n29		kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10										FC		0.4759238379		1.0408243619		1.2721507069		1.0801951637		1.1344818619

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a		n30		cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a										sem		0.2109566393		0.3673549718		0.2728023947		0.1960190761		0.159904969

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4		gabra3		n31		gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst		n32		sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4		gabra2		n33		gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2								 

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11		n34		slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																								 

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2		n35		got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2		n36		calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2						 

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1		n37		got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3		n38		gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1		n39		slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31		gabra5		n40		gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1		n41		gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy		n42		npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3		n43		gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b		n44		cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1		n45		slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								52.3933353655		11.5687248495				47.6066646345		10.5118027001

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls		n46		gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls				0.0418700831

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2		n47		gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.77		1.11		1.35		0.94		1.87		2.78		1.53		1.90		4.23		1.81		8.75		10.13		3.24		10.53		10.58		6.39		13.92		5.02				1.83		0.3619247897		0.78		1.02		0.84		1.10		1.16		1.17		1.04		1.03		0.99		0.85		1.15		0.94		0.85				0.96

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.86

		complete/pearson

																																								47

																														0.7746712		0.8344313		1.121976		1.155479

																														1.1079748				0.987008		1.142958						0.7746712		1.1079748		1.3453564		0.9386691		1.8653506		2.7774565		1.5259406		1.8979048		4.2322643

																														1.3453564		0.8413181		0.969909		1.135386						0.8344313				0.8413181		0.9343146		0.7927372		1.0831662		0.935052		0.8329037																		 

																				47										0.9386691		0.9343146		1.93348		1.373374						1.121976		0.987008		0.969909		1.93348

																														1.8653506		0.7927372				1.485096						1.155479		1.142958		1.135386		1.373374		1.485096		1.432716

																														2.7774565		1.0831662				1.432716

																														1.5259406		0.935052

																														1.8979048		0.8329037

																														4.2322643

																																																																 



maturation index



0.86666	66666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.77467121046232523	1.1079747525851007	1.3453563539404574	0.93866909145768951	1.865350591276359	2.7774565083621807	1.5259405530968786	1.8979048431947732	4.2322642916495052	1.814868646404008	8.7493169983524055	10.126826115698755	3.2381884569874693	10.5305393209137	10.576180958003075	6.3854648722655165	13.915586827038624	5.0167635467608616	

organized_F

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68						gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20						gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85						gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64						sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5						calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86						gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04						gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8						slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53						cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5						gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40						slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24						slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15						gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1						gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38						gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06								1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6						gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714						mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38						ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75						kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0						gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17						cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61						cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2						aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9						glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62						nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9						glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36						calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85						kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14						gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38						gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14								0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79								0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92						plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33						slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0						stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14						slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746						ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87						stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273						gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50						cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88						npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83

		maturation index		1.01		1.23		1.01		2.17		1.96		3.71		3.43		3.10		4.01		1.35						1.13		0.84		1.09		1.23		1.31		1.03		1.52		1.81		1.30		1.37

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51												1.1644		1.7934		1.3864		1.8674		1.6084		1.9044		1.62



maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0051758587104327	1.2268799777022148	1.0074343101232228	2.1737653303548665	1.9641229149876507	3.7079610065225626	3.4280299176451146	3.0961568794661862	4.0101646690490078	

organized_F_wo_AS

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68		n2				gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20		n3				gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85		n4				gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5		n5				calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86		n6				gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67		n7				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80		n8				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0		n9				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04		n10				gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8		n11				slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8		n12				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48		n13				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9		n14				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53		n15				cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5		n16				gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3								 

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40		n17				slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24		n18				slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15		n19				gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1		n20				gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38		n21				gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06		n22				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3								 				pvalb		best1		gad1		gad2		g3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6		n23				gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2										4375		0.3209245947		1.08		0.8392501719		0.5807110191		1.002602683

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38		n24				gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn						 				4381		1.1318305694		1.00		0.8939569978		2.3606261764		1.1516880527

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8		n25				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1										4383		0.9135508275		0.91		1.2955898457		1.0907712409		0.8171937073										slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64		n26				sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst										4414		3.0135809626		1.01		1.0287844642		0.6687734686		1.0597691235										best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92		n27				plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1																														glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33		n28				slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2										1325		0.1269303131		5.01		1.2344535787		1.765022302		1.0415629243										glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88		n29				npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy										4416		6.8239699147		1.52		1.5055130989		1.7895764867		1.5039431153										got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36		n30				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls										5708		1.0571385221		2.07		0.4520399637		1.5536398011		0.9162098638										got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50		n31				cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a										4373		2.4213708749		2.72		1.9755985173		2.954592557		0.6660719811										gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38		n32				ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2										4389		0.3361056487		1.68		0.8469052646		1.1363394644		1.2										gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50		n33				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10																														gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8		n34				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul										t		1.3449717386		1.0017454821		1.0143953699		1.1752204763		1.0078133916										kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80		n35				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob										pt		2.1531030547		2.6007079737		1.2029020846		1.8398341222		1.0655575769										glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79		n36				pv		0.3209245947		1.1318305694		0.9135508275		3.0135809626		0.1269303131		6.8239699147		1.0571385221		2.4213708749		0.3361056487		pv										FC		1.6008537525		2.5961763941		1.1858316001		1.5655225206		1.0572965052										maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273		n37				gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap										sem		1.2348473318		0.6378829648		0.2626933917		0.3022929812		0.1401295596										abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14		n38				slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1																														aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62		n39				nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14		n40						0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36		n41				calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85		n42				kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14		n43				gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30		n44				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75		n45				kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0		n46				gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd																																										 

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11		n47				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		complete/spearman



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83								106.5896164793		34.1647275431				-6.5896164793		-2.1121424306

		maturation index		1.12		0.99		0.97		1.93		1.65		3.31		3.06		3.24		3.39		1.25		0.2293310379				1.07		0.87		1.13		0.91		1.14		1.20		1.39		1.51		1.44		1.34		0.0783503243

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51														1.7934		1.3864		1.8674		1.6084		1.9044		1.71





																																1.1219756834		1.1554794002

																																0.9870079359		1.1429578099

																				1.1219756834		0.9870079359		0.969908591		1.9334798587						0.969908591		1.1353859109

																				1.1554794002		1.1429578099		1.1353859109		1.373373743		1.4850960893		1.4327162718		1.9334798587		1.373373743

																																		1.4850960893

																																		1.4327162718





maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.1219756834495136	0.98700793586362734	0.96990859096315163	1.9334798586993049	1.6502768278257747	3.3059980445012043	3.0618853697081643	3.2387395886696333	3.3868825080791685	

raw_all

		0.1		4375		1.01		1.4		1.4		1.12		1.36		2.17		1.9		1.57		2.2		0.90		1.53		1.3		1.08		0.98		1.3		1.9		1.0		1.06		1.78		1.46		1.27		1.04		0.74		1.0		1.45		0.81		0.97		1.09		1.55		0.58		1.16		1.6		1.96		1.08		1.28		1.84		1.33		1.17		1.2		1.96		2.99		0.41		1.12		1.76		2.17		1.29		1.32		0.60		0.29		1.5		1.0		0.4		0.81		1.05		0.8		1.38

		0.5		4414		0.99		0.7		0.7		0.89		0.73		0.46		0.5		0.64		0.5		1.11		0.65		0.8		0.92		1.02		0.8		0.5		1.0		0.94		0.56		1.00		0.79		0.96		1.35		1.0		0.69		1.24		1.03		0.92		0.64		1.73		0.86		0.6		0.51		0.93		0.78		0.54		0.75		0.86		0.8		0.51		0.33		2.44		0.89		0.57		0.46		0.78		0.76		1.66		3.43		0.7		1.0		2.3		1.23		0.96		1.2		0.72																0.1		0.5		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.5		2.9		3.0		3.9		4.1		4.2		4.4		4.6		4.9		4.9		6.0		6.5		6.7		6.7		7.8		7.9		age

		0.9		5658		1.19		1.1		0.7		1.03		1.51		0.28		0.3		1.23		0.9		0.71		0.56		1.0		0.43		0.67		1.3		1.0		1.2		0.72		1.01		0.58		0.90		1.45		1.54		0.3		0.62		0.76		0.60		0.56		0.85		0.76		1.71		1.2		0.55		1.06		1.02		0.46		0.75		1.00		1.9		0.68		1.02		0.67		0.72		0.60		0.23		0.71		0.21		0.73		0.87		0.1		0.9		1.4		1.30		0.54		0.8		1.00														NAME		4375		4414		5658		4391		4353		5886		5843		4402		4420		4355		4412		4383		4400		4381		4413		5933		4422		5821		4352		4415		4388		5947		4350		4376		4360		4392		4361

		0.9		4391		1.00		1.2		1.4		0.98		0.70		0.82		1.5		0.89		0.8		0.59		1.20		1.0		1.33		1.20		1.5		1.0		1.4		1.38		0.51		0.96		1.26		1.06		1.81		1.6		1.43		0.78		0.64		1.78		1.11		1.25		0.58		0.9		1.48		0.71		1.07		1.56		1.46		1.08		0.9		1.11		0.70		1.14		0.75		0.66		0.85		0.92		2.57		3.30		2.40		1.5		1.2		0.8		0.87		2.00		1.4		1.05														gabra1		1.01		0.99		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.99		4.36		7.05		4.16		4.04		5.42		6.13		5.64		6.27		10.18		3.33		2.20		3.56		6.36		6.74		5.14

		1.1		4353		0.84		0.8		1.0		0.99		0.95		4.34		2.2		0.91		1.2		2.41		1.48		1.0		1.76		1.25		0.7		1.0		0.7		1.00		1.92		1.79		0.80		0.65		0.36		2.1		1.13		1.69		2.62		1.00		1.05		1.04		1.03		1.2		1.24		1.41		0.94		1.39		0.91		0.93		0.6		1.33		1.43		1.32		1.85		2.54		5.17		1.53		1.85		0.42		0.48		4.6		0.9		0.9		0.89		0.93		0.9		0.95														gabra2		1.4		0.7		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		2.2		0.7		1.0		1.0		0.6		0.7		1.0		0.2		0.3		0.9		0.7		1.0		0.5		0.4		0.8		1.1

		1.5		5886		2.53		1.3		0.9		1.39		2.00		1.99		1.7		1.89		2.0		1.12		1.54		0.8		1.61		1.34		0.8		0.8		1.7		1.19		1.52		1.03		1.02		2.70		1.51		0.9		0.72		0.82		0.38		0.96		1.97		1.38		0.76		0.7		1.14		0.73		1.37		1.62		1.65		1.21		0.8		1.98		2.66		1.32		0.92		2.22		3.19		1.11		0.69		1.25		0.98		0.8		1.8		0.5		0.34		1.16		1.3		0.63														gabra3		1.4		0.7		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		1.7		0.6		0.7		1.4		0.3		0.2		0.5		0.2		0.2		0.4		0.1		0.7		0.0		0.4		0.8		0.5

		1.8		5843		3.08		1.2		1.2		2.50		0.99		5.96		8.3		1.57		1.7		1.04		1.61		1.2		2.80		1.66		1.1		1.3		2.4		1.29		1.25		1.64		1.58		2.18		0.92		3.0		0.78		0.80		0.62		1.02		1.08		1.51		0.96		1.4		1.16		1.02		1.44		1.68		2.64		1.14		0.2		1.18		1.26		0.78		0.99		4.41		5.74		1.54		4.84		1.46		0.88		3.7		2.6		0.7		0.98		1.28		1.2		0.67														gabra4		1.12		0.89		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		7.10		2.74		3.19		2.26		3.61		2.49		2.92		3.06		1.93		0.49		0.58		1.25		0.54		1.80		1.50		1.20

		2.0		4402		4.97		1.3		0.8		1.90		0.77		8.80		16.8		1.63		1.9		2.66		1.02		2.6		2.26		2.81		0.8		1.0		0.9		0.57		2.18		2.11		1.26		0.55		1.07		3.2		0.68		2.16		1.65		0.52		0.70		1.63		2.06		1.4		0.74		1.20		1.34		0.95		3.97		1.11		1.2		3.27		0.83		5.30		1.27		4.93		5.86		1.83		5.72		7.28		3.64		7.8		6.2		0.8		1.25		8.79		2.3		1.43														gabra5		1.36		0.73		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		3.99		0.54		2.32		3.28		0.08		0.10		0.80		0.05		1.66		0.82		0.02		0.35		0.01		0.31		1.68		1.68

		2.1		4420		3.04		1.0		0.8		1.90		0.46		1.43		1.6		1.86		1.9		1.12		0.81		3.1		1.61		1.18		1.3		1.7		2.3		0.55		1.18		0.67		1.01		1.21		2.91		4.6		0.41		0.92		0.88		0.42		0.98		0.53		0.79		0.5		0.66		0.45		0.78		1.61		0.78		1.54		1.0		2.10		1.40		3.52		1.09		1.54		0.84		0.43		2.29		0.74		0.76		2.0		0.6		1.0		1.32		0.65		0.7		0.89														gabrb1		2.17		0.46		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.75		2.19		1.59		1.76		6.15		12.43		7.46		8.08		1.33		1.89		6.70		8.58		13.34		5.59		1.36		1.38

		2.2		4355		2.58		1.4		1.7		1.95		1.41		9.51		14.2		1.76		1.3		2.44		1.65		1.0		2.58		1.50		1.4		1.3		2.3		0.72		3.02		3.75		1.83		1.33		2.20		5.2		0.89		1.57		2.69		0.92		1.49		3.11		0.95		0.7		2.48		0.96		1.97		2.42		2.41		2.14		0.7		1.86		1.03		4.08		1.09		2.93		7.27		2.43		3.44		1.96		0.54		11.0		1.2		0.8		2.87		0.91		1.9		1.08														gabrb2		1.9		0.5		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		1.9		5.9		1.2		0.7		7.5		26.7		21.9		17.9		0.2		0.3		12.2		15.6		11.4		25.1		0.5		0.6

		2.2		4412		5.16		0.8		0.7		4.63		0.04		5.67		19.3		2.62		2.3		2.94		0.11		4.8		5.28		4.31		1.2		1.2		1.6		0.73		1.18		1.93		1.26		0.79		4.73		0.7		0.31		1.20		1.73		0.50		0.03		1.63		1.26		1.3		0.07		0.85		0.73		0.32		8.34		1.17		0.7		3.25		1.39		14.97		2.318		9.67		8.35		1.23		0.65		6.65		3.06		8.5		7.5		0.3		0.49		3.004		3.8		0.337														gabrb3		1.57		0.64		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		3.93		1.04		5.39		2.83		0.81		0.45		1.29		1.15		2.03		1.01		0.63		1.08		0.30		1.54		2.00		2.27

		2.5		4383		4.99		2.2		1.7		7.10		3.99		2.75		1.9		3.93		2.3		1.47		1.63		2.6		1.33		1.92		1.1		2.0		1.4		0.99		1.36		3.46		2.48		1.13		2.23		1.8		1.49		0.67		0.98		0.79		1.54		1.43		1.52		1.6		1.14		1.43		2.91		2.44		1.08		1.03		1.5		2.97		0.71		0.29		0.65		2.33		3.80		0.59		1.48		1.47		1.02		1.9		1.6		1.4		0.72		1.19		1.8		0.55														gabrg1		2.2		0.5		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.3		2.0		4.4		2.1		4.0		3.2		2.6		1.8		1.6		2.2		3.7		1.1		2.4		2.4		2.4		2.8

		2.9		4400		4.36		0.7		0.6		2.74		0.54		2.19		5.9		1.04		2.0		0.68		1.98		2.5		2.23		1.40		0.8		0.9		2.1		0.60		0.66		1.09		0.75		1.52		1.38		3.1		0.30		0.40		0.39		0.60		1.24		0.53		0.45		0.8		1.49		0.42		1.20		1.22		0.99		1.13		0.6		1.12		1.11		3.14		1.22		1.86		1.74		0.91		3.85		0.50		1.92		2.0		0.9		1.1		2.33		0.55		0.8		0.90														gabrg2		0.90		1.11		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		1.47		0.68		1.76		1.57		0.37		0.98		1.43		2.29		1.46		1.54		0.34		0.97		0.89		2.20		0.89		1.04

		3.0		4381		7.05		1.0		0.7		3.19		2.32		1.59		1.2		5.39		4.4		1.76		1.35		1.8		0.94		2.22		1.6		2.6		0.9		0.38		1.80		2.58		7.32		1.03		3.60		2.5		2.12		1.12		0.07		0.61		0.86		1.20		0.73		1.5		1.12		0.55		5.35		3.12		1.58		1.58		0.5		7.14		1.95		0.62		1.54		2.80		2.74		0.17		2.94		2.58		3.60		5.6		6.5		1.0		0.92		1.11		2.8		0.63														gabrg3		1.53		0.65		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.63		1.98		1.35		1.29		0.70		0.41		2.18		0.18		0.95		0.82		0.14		1.06		1.45		2.09		0.99		1.06

		3.9		4413		4.16		1.0		1.4		2.26		3.28		1.76		0.7		2.83		2.1		1.57		1.29		3.2		1.20		1.23		2.5		2.2		1.8		1.07		1.55		1.48		3.70		1.23		3.32		5.6		3.41		1.08		0.78		0.85		1.51		1.39		0.84		1.8		1.00		0.63		3.78		3.39		7.20		0.79		1.0		2.10		1.58		1.04		1.27		2.39		2.12		0.94		2.66		3.25		7.19		6.6		4.3		0.6		0.21		0.91		3.7		0.84														gabrd		1.3		0.8		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.6		2.5		1.8		3.2		3.5		8.1		5.5		5.4		3.3		2.4		4.0		4.7		0.5		3.3		1.6		3.0

		4.1		5933		4.04		0.6		0.3		3.61		0.08		6.15		7.5		0.81		4.0		0.37		0.70		3.5		9.31		4.09		2.3		2.5		1.2		0.39		0.27		2.16		2.04		0.50		4.28		2.9		0.33		0.71		0.57		0.19		0.07		3.11		1.22		2.3		0.16		0.61		1.59		3.54		5.43		0.46		0.1		1.21		0.73		16.28		2.58		9.98		5.98		1.52		2.99		4.04		4.45		3.6		8.6		0.5		1.60		5.23		4.2		0.32														gabbr1		1.08		0.92		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		1.33		2.23		0.94		1.20		9.31		7.74		2.09		15.02		0.49		1.01		9.47		5.44		21.19		1.95		0.76		1.15

		4.2		4422		5.42		0.7		0.2		2.49		0.10		12.43		26.7		0.45		3.2		0.98		0.41		8.1		7.74		3.62		2.2		2.9		0.7		0.49		0.89		5.58		2.08		0.29		1.91		2.9		1.37		1.39		2.02		0.19		0.16		0.83		1.91		1.9		0.35		0.96		1.57		1.61		14.03		0.21		0.4		1.98		0.52		17.45		2.34		7.15		7.59		2.15		2.39		6.98		8.90		26.2		9.9		0.4		3.06		5.45		6.6		0.60														gabbr2		0.98		1.02		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.92		1.40		2.22		1.23		4.09		3.62		1.94		8.70		1.96		0.59		2.51		5.63		5.26		2.18		0.98		0.85

		4.4		5821		6.13		1.0		0.5		2.92		0.80		7.46		21.9		1.29		2.6		1.43		2.18		5.5		2.09		1.94		0.3		0.5		1.6		0.96		1.81		1.09		0.90		1.06		5.20		0.8		1.04		0.42		0.50		0.10		0.70		1.42		1.18		1.2		0.85		0.82		1.64		1.91		1.34		0.90		0.6		1.50		1.82		2.88		1.19		11.09		7.25		1.76		3.82		1.43		0.26		1.9		0.8		0.6		0.67		1.42		0.3		0.72														glud1		1.3		0.8		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		1.1		0.8		1.6		2.5		2.3		2.2		0.3		1.8		0.9		1.1		2.6		0.7		2.7		0.6		0.4		0.8

		4.6		4352		5.64		0.2		0.2		3.06		0.05		8.08		17.9		1.15		1.8		2.29		0.18		5.4		15.02		8.70		1.8		2.5		0.4		0.15		0.54		3.15		2.22		0.59		3.79		1.6		1.49		0.94		2.76		0.08		0.12		1.42		1.30		1.7		0.19		0.61		1.19		2.51		12.21		0.21		0.2		3.22		0.64		11.81		3.24		11.36		10.45		2.98		1.00		6.03		6.65		8.9		8.7		0.5		0.62		10.31		5.0		0.50														glud2		1.9		0.5		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		2.0		0.9		2.6		2.2		2.5		2.9		0.5		2.5		1.6		2.2		2.8		0.9		1.5		0.7		0.7		1.0

		4.9		4415		6.27		0.3		0.2		1.93		1.66		1.33		0.2		2.03		1.6		1.46		0.95		3.3		0.49		1.96		0.9		1.6		0.5		0.27		2.46		4.05		5.37		0.88		2.19		2.9		3.93		1.20		0.11		0.47		0.44		1.12		0.47		1.2		1.99		0.36		4.74		5.24		7.08		0.98		0.8		7.13		1.52		2.85		1.83		2.12		1.77		0.73		1.17		7.23		6.64		5.7		2.9		1.1		1.83		1.51		1.8		0.49														got1		1.0		1.0		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		1.4		2.1		0.9		1.8		1.2		0.7		1.6		0.4		0.5		1.1		0.3		2.6		0.4		1.8		1.0		0.9

		4.9		4388		10.18		0.9		0.4		0.49		0.82		1.89		0.3		1.01		2.2		1.54		0.82		2.4		1.01		0.59		1.1		2.2		1.1		0.77		1.01		1.82		3.31		1.78		3.51		5.6		4.05		1.14		0.79		1.17		1.22		1.23		1.61		1.2		0.71		0.48		5.52		2.08		5.13		0.95		1.3		8.12		1.13		5.58		0.84		3.04		4.32		0.59		2.55		3.69		3.64		9.4		6.5		1.3		0.56		2.15		3.9		1.28														got2		1.06		0.94		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.99		0.60		0.38		1.07		0.39		0.49		0.96		0.15		0.27		0.77		0.18		0.71		0.45		0.66		0.76		0.48

		6.0		5947		3.33		0.7		0.1		0.58		0.02		6.70		12.2		0.63		3.7		0.34		0.14		4.0		9.47		2.51		2.6		2.8		0.3		0.18		0.77		2.91		0.83		0.31		3.52		3.7		1.33		1.43		4.24		0.19		0.05		1.19		0.79		0.9		0.10		0.49		0.39		1.45		6.02		0.07		0.1		1.53		0.37		6.17		3.38		7.21		9.52		2.58		1.52		11.11		9.60		13.9		14.1		0.7		1.39		8.61		8.8		0.44														gls		1.78		0.56		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		1.36		0.66		1.80		1.55		0.27		0.89		1.81		0.54		2.46		1.01		0.77		1.35		0.27		2.08		3.24		2.36

		6.5		4350		2.20		1.0		0.7		1.25		0.35		8.58		15.6		1.08		1.1		0.97		1.06		4.7		5.44		5.63		0.7		0.9		2.6		0.71		1.35		2.39		1.12		0.88		4.23		2.8		2.49		0.37		0.34		0.65		0.58		2.42		0.84		1.6		0.37		0.79		2.24		3.37		14.52		0.46		0.4		2.50		1.40		46.43		3.25		10.43		11.30		2.34		1.14		10.95		6.20		22.0		12.9		0.5		2.75		2.98		9.0		1.30														aldh5a1		1.46		1.00		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		3.46		1.09		2.58		1.48		2.16		5.58		1.09		3.15		4.05		1.82		2.91		2.39		3.87		1.10		1.39		2.11

		6.7		4376		3.56		0.5		0.0		0.54		0.01		13.34		11.4		0.30		2.4		0.89		1.45		0.5		21.19		5.26		2.7		1.5		0.4		0.45		0.27		3.87		1.42		0.07		5.02		2.0		2.08		0.45		5.12		0.07		0.04		0.44		1.13		1.9		0.02		0.31		1.24		3.54		14.12		0.06		0.0		3.01		0.60		5.25		2.58		9.01		7.95		1.69		0.49		11.58		13.67		17.7		26.8		0.3		1.37		6.57		15.2		0.55														abat		1.27		0.79		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		2.48		0.75		7.32		3.70		2.04		2.08		0.90		2.22		5.37		3.31		0.83		1.12		1.42		1.23		2.51		3.30

		6.7		4360		6.36		0.4		0.4		1.80		0.31		5.59		25.1		1.54		2.4		2.20		2.09		3.3		1.95		2.18		0.6		0.7		1.8		0.66		2.08		1.10		1.23		1.49		5.62		0.9		3.67		0.55		0.93		0.07		0.34		0.38		1.45		1.3		0.35		0.87		1.52		4.77		17.15		1.11		0.2		1.85		1.59		36.71		2.34		4.88		7.06		1.77		1.04		15.71		7.28		9.1		16.0		0.3		0.50		9.105		16.7		0.289														gad1		1.04		0.96		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.13		1.52		1.03		1.23		0.50		0.29		1.06		0.59		0.88		1.78		0.31		0.88		0.07		1.49		0.56		0.86

		7.8		4392		6.74		0.8		0.8		1.50		1.68		1.36		0.5		2.00		2.4		0.89		0.99		1.6		0.76		0.98		0.4		0.7		1.0		0.76		3.24		1.39		2.51		0.56		2.68		1.5		3.02		0.46		0.26		0.33		0.57		0.43		1.65		0.7		1.09		0.74		5.27		2.94		2.70		1.20		0.3		3.38		2.27		4.52		0.83		2.22		6.76		0.92		2.80		2.96		3.45		3.4		2.3		0.2		0.91		0.79		2.0		0.75														gad2		0.74		1.35		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		2.23		1.38		3.60		3.32		4.28		1.91		5.20		3.79		2.19		3.51		3.52		4.23		5.02		5.62		2.68		3.14

		7.9		4361		5.14		1.1		0.5		1.20		1.68		1.38		0.6		2.27		2.8		1.04		1.06		3.0		1.15		0.85		0.8		1.0		0.9		0.48		2.36		2.11		3.30		0.86		3.14		6.8		3.80		1.14		0.40		0.67		1.24		0.80		1.33		0.8		1.50		0.53		1.85		4.75		7.50		0.64		0.5		8.36		2.88		2.79		1.273		3.62		2.92		1.38		2.38		4.61		8.17		7.9		7.9		2.0		0.87		1.746		5.2		0.714														glul		1.0		1.0		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		1.8		3.1		2.5		5.6		2.9		2.9		0.8		1.6		2.9		5.6		3.7		2.8		2.0		0.9		1.5		6.8

		age		sample		gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														maob		1.45		0.69		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		1.49		0.30		2.12		3.41		0.33		1.37		1.04		1.49		3.93		4.05		1.33		2.49		2.08		3.67		3.02		3.80

						gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														slc6a1		0.81		1.24		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.67		0.40		1.12		1.08		0.71		1.39		0.42		0.94		1.20		1.14		1.43		0.37		0.45		0.55		0.46		1.14

																																																																																																																																		slc6a13		0.97		1.03		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.98		0.39		0.07		0.78		0.57		2.02		0.50		2.76		0.11		0.79		4.24		0.34		5.12		0.93		0.26		0.40

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														slc6a11		1.09		0.92		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.79		0.60		0.61		0.85		0.19		0.19		0.10		0.08		0.47		1.17		0.19		0.65		0.07		0.07		0.33		0.67

		4353				1.5353541049		1.321796426		0.9823341195		1.526259209		1.5691681958		1.0895632889		0.9378960902		1.2945942489		0.8195234536		1.3975085823		1.8975878356		0.7232167517		1.250805218		1.327370787		1.1912696404		0.6720621998		1.0210121257		2.0121669348		1.702317335		1.4830543077		0.7545822138		1.1111415387		0.5455381216		0.7979032426		0.672284064		1.8220411669		1.4002789793		2.4416512386		1.415439416		1.28		1.2179411664		0.9338417533		1.4793875092		1.7365813557		0.5543042599		0.80424908		0.6891343343		0.4859062856		0.9600956185		0.7314792723		1.1782671388		2.4320829621		1.2397076999		1.2418578121		2.516517397		0.9518129576		1.2250640188		1.7497427826		2.2		0.42253503		0.7503909251		1.1809926614		2.4574172848		1.0867348625		0.672284064		0.8783434895														slc32a1		1.55		0.64		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.54		1.24		0.86		1.51		0.07		0.16		0.70		0.12		0.44		1.22		0.05		0.58		0.04		0.34		0.57		1.24

		4355				1.2155983879		0.8827029963		1.4142135624		1.130642519		1.8255527206		0.7799364985		0.6089035859		0.7001394897		1.2099940892		1.1593637909		0.4860466411		0.7248298554		1.6734867668		1.4128138867		1.3495701787		1.2085970563		0.9592641193		0.8819385237		1.1546855317		1.0036373702		0.6310010389		0.9287794994		0.871244647		1.1441575421		1.3260570613		1.1124573297		1.0692999986		1.8186364114		1.7812094153		3.76		1.0643701825		1.19510954		0.6981779342		0.9882285675		1.0107433185		0.8965033955		0.941385243		1.0792282365		1.4978126121		1.4068807031		1.0309683188		1.3167090834		0.416580342		0.9925190284		0.8225043637		0.9496163413		1.3374860178		0.9573662529		0.3136316057		1.4611890598		1.1217213105		1.2483305489		0.84507006		0.4263174459		1.004963328		0.9284249142														best1		0.58		1.73		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		1.43		0.53		1.20		1.39		3.11		0.83		1.42		1.42		1.12		1.23		1.19		2.42		0.44		0.38		0.43		0.80

		4391				0.7064069433		0.8024592293		1.4184209149		0.9395227492		1.3755418181		0.6389389523		0.6317825521		0.9476984609		0.6429850695		0.6939276427		0.8404108347		0.6339759423		0.4975305925		0.6823441296		1.2332796736		1.0792282365		1.1250584847		0.9067331904		0.3432900625		0.7466848831		0.5879437334		1.4931981147		0.7015395703		1.1927450626		1.8033324733		0.3623750558		0.7661582335		0.7593606485		0.2554742872		0.77		0.3854042656		0.3167134409		1.5422108254		0.917798911		0.5280513004		1		1.6734867668		2.4772680805		1.2934730543		0.9323146802		0.3601492155		0.2856461536		1.1974787046		0.7805159395		0.5553343616		1.300214817		1.0019823828		1.1150766293		1.5660636581		1.353920339		1.2274925647		1.7776853623		1.5552460662		0.8179020586		1.3168973161		2.2702593897														slc12a2		1.16		0.86		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		1.52		0.45		0.73		0.84		1.22		1.91		1.18		1.30		0.47		1.61		0.79		0.84		1.13		1.45		1.65		1.33

		4400				0.951695153		0.8541136763		0.7653999513		0.8950250709		0.6736167884		0.8728163305		0.9314175686		0.8541136763		1.1589811827		0.5675648474		1.1803106903		1.7807685269		0.6564955526		0.6591009836		0.1217927364		1		1		1.4628177117		2.0384887572		1.0270962817		1.9235215596		0.7185227958		0.9185926487		1.0311725141		1.3445681281		1.039259226		0.4651327039		0.3809984789		1.2322115809		1.53		0.8552656151		2.1904844907		1.3899182198		0.9974040733		2.0687366472		1.0321940974		0.9678511845		0.9257855822		0.9802692683		0.7114769331		0.8216903146		1.4619729561		1.8403753012		0.825019429		0.9469949067		0.985378569		0.6167925065		0.9247548438		1.0997250398		1.1385067596		0.9564187282		0.8010698776		0.7563588904		0.7900413119		0.8219615747		0.7916074762														slc12a5		1.6		0.6		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		1.6		0.8		1.5		1.8		2.3		1.9		1.2		1.7		1.2		1.2		0.9		1.6		1.9		1.3		0.7		0.8

		4402				0.9649803223		1.1586943095		0.9488722131		1.1095694721		0.8010698776		3.1904280523		3.40463467		2.0174039676		1.6053158095		2.6998086192		1.0275201363		2.1923832234		1.8697652403		1.5785187841		1.1114938763		1.5122185602		1.0069555501		0.8286013064		1.7869509074		1.0559718885		1.5623849962		1.0894055259		1.9933141642		1.5097249279		0.4374356956		1.9528153704		2.7620018496		1.7812094153		1.6832506244		0.50		2.7595718414		0.9939533174		1.1769067372		1.3069917187		1.0634483754		1.0910477823		1.2770872944		1.2131433203		1.1338658797		1.473134226		1.6779115495		1.7907038889		0.7791645797		1.96223795		1.119871604		1.1718192053		3.5378114063		1.1786561138		1.5769564922		1.7865085979		2.3387121189		0.9330329915		0.5311321839		2.1410596954		2.0664333856		0.7916074762														cacna1a		1.96		0.51		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.14		1.49		1.12		1.00		0.16		0.35		0.85		0.19		1.99		0.71		0.10		0.37		0.02		0.35		1.09		1.50

		4412				1.1716741708		1.1748690793		1		0.9138314502		0.6285066873		1.5623849962		1.3449010206		1.1506906232		1		1		1.0637555557		1.6615157859		1		1		1.0298969567		1.63202897		0.4352752816		1.0933459786		1.170804341		1		1.2602849819		0.9508251886		2.1185663981		1		1		1.3063627467		1		1		0.9468776984		1.00		0.6304458845		0.7798399669		1.2789855813		0.5344956086		1.3554294284		1.0538826895		1		1.442678668		0.5992583452		1.5679601449		1		1.2003591212		0.9075191553		1.561031879		1		0.8880728912		1		1		1		1		1		1		1		1		1		1														cacna1b		1.08		0.93		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		1.43		0.42		0.55		0.63		0.61		0.96		0.82		0.61		0.36		0.48		0.49		0.79		0.31		0.87		0.74		0.53

		4420				0.7571082156		0.7232167517		0.6898170602		0.7955364838		0.8066417592		0.4644998385		0.7778155595		0.5405500089		0.6385436472		0.786139444		1.4430953901		0.6081503739		0.723395808		0.6729500963		2.912988488		0.9614830525		2.1140360811		0.5280513004		0.6187806552		0.7929149846		1.0451789688		0.6884810905		1.1911334189		0.6994465475		0.855308192		0.809753978		0.7298714458		0.8999128151		0.7744532187		0.44		0.5338270974		1.5705283656		0.2319147792		0.5795145009		1.0463871046		0.871988463		0.9093182057		0.5940885959		1.04336938		1.3093845752		1.7131680379		1.1868214851		0.8103778612		0.4727556701		1.1712875001		0.6093811026		0.6827947211		0.8568667984		0.8276787696		0.6448979806		0.6953032729		0.5358867313		0.6630285307		0.9862327045		0.7155591119		0.5597510145														kcnj3		1.28		0.78		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		2.91		1.20		5.35		3.78		1.59		1.57		1.64		1.19		4.74		5.52		0.39		2.24		1.24		1.52		5.27		1.85

		5886				1		1.321796426		1.0099512906		0.9075191553		1		0.9225826074		0.827883689		1.1270097526		1.2770872944		0.7807091822		0.78		0.728247122		1.08136768		1.1161813365		1.2418578121		0.4807415262		0.9794202976		0.8880728912		0.5615552976		1.0462575947		0.8667873477		1.068415305		0.8925545876		0.843398122		1.9147325058		0.6622994455		0.9833073185		0.4856056602		1.0727024859		0.95		0.8147585233		1.050626588		1.2938466779		1.5723437595		1.0832878662		1.3401374271		0.8195234536		0.721339334		0.7691036796		0.4030103762		1		0.6539391146		1.5333283447		0.8700478588		0.8168229111		1.3617073362		0.4088160691		0.5732128502		0.3915159145		0.9120234705		0.6223138612		0.952637998		1.1624292068		0.8179020586		0.9247548438		1.5399218563														kcnj9		1.84		0.54		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		2.44		1.22		3.12		3.39		3.54		1.61		1.91		2.51		5.24		2.08		1.45		3.37		3.54		4.77		2.94		4.75

		4364				1.9433845824		0.599777788		0.8671092706		0.6551967019		0.4175439597		1.584195078		1.8628351373		1.2856518332		0.6610618403		1.2166018835		1.5201004551		1.4364422573		1.1751599571		1.1317626473		2.3660818799		2.1540187518		2.514026749		1.483237886		0.7886734601		1.1555433863		2.0191526724		1.7253924811		1.7614055398		0.8731404925		0.502481664		1.0833921598		1.4496597109		1.0373172153		2.3153816243		1.12		0.6089705832		2.1904844907		0.5377471952		1.202677639		0.9004699268		0.8679683164		0.9030370861		0.8286013064		1.9069275073		1.1965568052		2.3402565064		0.9470038814		1.5691681958		1.2591935011		1.0878114915		0.8758465293		1.6619271493		0.3168973161		1.2372549869		1.0119534007		1.0538826895		1.4948492486		0.6959921104		1.0210121257		0.5812146034		0.8783434895														kcnj10		1.33		0.75		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		1.08		0.99		1.58		7.20		5.43		14.03		1.34		12.21		7.08		5.13		6.02		14.52		14.12		17.15		2.70		7.50

		4417				0.3483408151		0.6747850893		2.6468670189		1.0210121257		0.3763116869		0.6800675693		0.4082429848		0.7539287013		0.2453404709		0.8662510751		1.6067736046		0.3444818792		1.4669880743		1.5894982505		4.2648647777		1.7013343219		1.3286858141		2.0121669348		0.9314175686		3.3602566525		1.1677650188		1.3367255523		1.0466583539		1.260753049		0.6864101813		0.9563135056		1.7971543059		0.4723267479		1.5596799337		0.45		0.7761699286		1.1182556131		2.9793549262		2.6689087859		0.6411571877		2.2434426211		0.3041504709		0.6777147142		1.0876768546		0.5354741697		4.0746232398		0.3767961724		2.158456473		1.4870982841		1.8939898134		2.0402557385		1.7445526556		0.6493836008		0.502481664		0.5934271577		0.5766285945		1		0.4720929544		0.4730288234		0.6186274934		1.0888891871														sst		1.17		0.86		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.03		1.13		1.58		0.79		0.46		0.21		0.90		0.21		0.98		0.95		0.07		0.46		0.06		1.11		1.20		0.64

		5716				1		0.9411522295		1.77		1.1		1		1.488387315		1.2723538946		0.7232167517		0.43		1.1		0.7895850979		0.5078590305		1.4		1.5		4.0348079352		1.9054247613		0.6066063628		0.8046031013		0.1205329923		0.3411720648		1.43		0.5919666092		1.4893892054		0.3570717031		0.1010431879		1.1138504592		1.7		0.1323891819		2.02		1.02		2.4870653986		2.4137060666		0.5644822024		0.215573239		0.0939964447		0.2407677866		0.2917606336		0.68		1.8		0.5030901641		2.54		1.2700783597		0.5321850912		0.3875622611		1.4		0.0496779689		1.831286028		0.4820126309		0.546064342		0.1473320142		0.1187265327		0.1416104857		0.1463143177		0.4204482076		0.1930628996		0.1031529612														calb2		1.2		0.8		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		1.5		0.6		0.5		1.0		0.1		0.4		0.6		0.2		0.8		1.3		0.1		0.4		0.0		0.2		0.3		0.5

		5754				0.4439814878		0.8541136763		1.4382213329		0.9138314502		1.0210121257		0.699186871		0.4110825393		1.0017343702		0.262949406		0.9745831219		0.9422401195		0.5008671851		1.285970139		1.5037569744		3.0157148051		2.3949574092		0.7955364838		0.5738517574		0.6361769473		1.3212511817		1.6063096171		2.0036922824		1.3206894954		0.6617167547		0.7057236643		0.7000624622		1.6768042582		0.8543251405		1.4653547792		2.67		0.9961565872		0.9273912372		1.3835102508		1.2		0.6471102047		0.9855818675		0.8367433834		0.741618943		1.5596799337		0.7114769331		1.725084064		0.1635794749		0.8370196129		0.5161396375		0.6176073833		1.051233629		0.4750629089		0.5130398719		0.3942391231		0.653900421		0.5493183099		0.8888426812		0.9057236643		0.2253126157		0.7776230331		1.0664801716														calb1		1.96		0.51		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		2.97		1.12		7.14		2.10		1.21		1.98		1.50		3.22		7.13		8.12		1.53		2.50		3.01		1.85		3.38		8.36

		5843				1.8258540256		0.6654951236		1.9510972841		1.6934906247		1.8660659831		1.1758874669		1.555631119		1.0087019838		0.5715125731		1.3975085823		1.3233243075		1.9758863943		1.6277251831		0.8007169537		0.5674243627		2.0281138267		0.5625292423		0.3365166984		0.6406019079		1.7193994643		0.9162098638		0.7417526046		0.6149099596		1.2783525057		0.745945874		1.4001249244		1.6884673542		2.737496543		2.9104656688		1.40		0.9230268015		2.2993881151		1.9430638823		0.7217561163		0.9343813173		0.5355330876		1.2421652752		0.6871752591		2.551330857		0.9258747123		1.9816012265		0.3147003167		0.7755723809		0.8043154474		2.0773753386		1.0014450998		0.7150868985		0.7722515985		0.4138393848		0.4311182238		0.8326108626		1.7411011266		0.6058963237		1.0867348625		0.9376639403		1.1430251463														npy		2.99		0.33		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		0.71		1.11		1.95		1.58		0.73		0.52		1.82		0.64		1.52		1.13		0.37		1.40		0.60		1.59		2.27		2.88

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														pvalb		0.41		2.44		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		0.29		3.14		0.62		1.04		16.28		17.45		2.88		11.81		2.85		5.58		6.17		46.43		5.25		36.71		4.52		2.79

																																																																																																																																		gabarap		1.12		0.89		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		0.65		1.22		1.54		1.27		2.58		2.34		1.19		3.24		1.83		0.84		3.38		3.25		2.58		2.34		0.83		1.273

																																																																																																																																		nsf		1.76		0.57		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		2.33		1.86		2.80		2.39		9.98		7.15		11.09		11.36		2.12		3.04		7.21		10.43		9.01		4.88		2.22		3.62

																																																																																																																																		plcpl1		2.17		0.46		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		3.80		1.74		2.74		2.12		5.98		7.59		7.25		10.45		1.77		4.32		9.52		11.30		7.95		7.06		6.76		2.92

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														ap2a2		1.29		0.78		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.59		0.91		0.17		0.94		1.52		2.15		1.76		2.98		0.73		0.59		2.58		2.34		1.69		1.77		0.92		1.38

		4375				0.7219645978		0.9373544966		1.189207115		1.1407637159		1.0448771529		1.2113927369		1.1302693893		0.9548416039		1.3538134744		1.0087019838		1.002602683		0.6942570102		1.1368169732		0.9760317608		0.7307754128		0.5800168296		1.1526863468		1.6301446648		1.1361308161		1.6151483336		1.8150383106		0.8392501719		0.5807110191		0.9185944677		1.7330740917		0.7006018324		1.3589571816		0.7491535384		1.2198186398		1.08		0.9908006133		0.8428415448		2.033784285		2.0267479259		1.1681023313		1.0092633488		1.8771592677		0.7286678955		0.4156189481		0.7702151112		1.2058078277		0.2269279572		1.3073692472		1.1164797226		1.4657780514		1.2255573328		0.7967628144		0.7791645797		0.4292827182		3.0844216508		1.7838570388		0.9845251733		2.2268432365		1.2834258976		1.7092143485		2.4537699545														gphn		1.32		0.76		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		1.48		3.85		2.94		2.66		2.99		2.39		3.82		1.00		1.17		2.55		1.52		1.14		0.49		1.04		2.80		2.38

		4381				1		1		1		1		1		1		1.5547328107		1		0.4846449085		1		1.1516880527		1		1.5422108254		1.3803173534		2.5802305861		1.4117650391		0.5567108091		0.776468875		0.7396937546		0.7552362928		0.9862327045		0.8939569978		2.3606261764		0.6018600657		1		1.01865581		1.0087019838		1		1		1.00		1.2893703084		1		0.8336420754		0.4608917983		0.6406019079		0.6461764153		0.2579207948		1		1		1		1		0.8003250708		0.8066417592		0.949342121		1.6759742693		0.614506425		1.137254825		1		1		0.6529298935		0.4812972216		0.4561246361		0.3175377456		0.4697613746		1		0.359733395														gja1		0.60		1.66		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		1.47		0.50		2.58		3.25		4.04		6.98		1.43		6.03		7.23		3.69		11.11		10.95		11.58		15.71		2.96		4.61

		4383				1.182145935		1.725084064		1.5321144263		1.3187265785		1.6395879968		1.8108495226		0.5690655173		1.4273442542		2.1509887809		1.561031879		0.8171937073		1.6727893388		1		1		0.6361769473		1.3051057107		1.2878816295		1.2613774088		1.5422108254		1.0656005016		1		1.2955898457		1.0907712409		2.0526675678		1.5297896935		1		1		0.5134633944		0.69095644		0.91		1		0.7236346187		0.8610486548		1.1967872135		1.6179495988		1.9543199369		1.5227548177		1.0968249797		1.6856830895		1.7959398684		1.2141948844		0.6459779851		0.5770093759		1.3581724438		1.241140694		1.1681023313		1.103603718		1.148698355		0.6877709091		1.3058597871		2.1361308161		1.4117650391		1.1057306533		1.4240501956		1.378723669		2.5227548177														gjb6		0.29		3.43		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.02		1.92		3.60		7.19		4.45		8.90		0.26		6.65		6.64		3.64		9.60		6.20		13.67		7.28		3.45		8.17

		4414				0.9352752816		0.6184233367		0.4796320597		0.4537595777		0.5837139019		0.4558612443		1		0.7337361816		0.4075361662		0.4804639192		1.0597691235		0.7863989679		0.7244710773		0.7046603776		0.8336420754		0.9357315915		1.2099940892		0.6263322193		0.4103708044		0.7693258375		0.558643569		1.0287844642		0.6687734686		0.8811747131		0.3771821567		1.4012036649		0.9476984609		2.5996787088		1.1864626349		1.01		0.7827734163		1.6395879968		0.6849956192		0.8945082335		0.8259730796		0.394109018		0.3963920683		1.2512181395		1.4273442542		0.864365705		0.8066417592		8.5236941371		1.6433806292		0.7664445129		0.3279770261		0.6259705401		1		1.1172871381		3.3869812495		0.3802446883		0.5452538663		1.5773469202		1.2789855813		1.1647335865		0.4243519857		0.4490661864														slc1a2		1.5		0.7		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		1.9		2.0		5.6		6.6		3.6		26.2		1.9		8.9		5.7		9.4		13.9		22.0		17.7		9.1		3.4		7.9

		1325				1.6586390916		0.7456997002		0.8066417592		1.0717734625		0.9885140204		1.1381310346		2.109157259		1.0817246661		4.1554364132		0.7083331661		1.0415629243		1.8066704016		0.9362722474		0.7144970699		1.9285278765		1.5681023313		0.8919285194		0.4075361662		0.5966678715		0.4065956447		1.3195079108		1.2344535787		1.765022302		4.4614108142		1.0817246661		0.8685414863		0.6747850893		0.9351912479		1.4913994005		5.01		0.6957624221		1.0892486561		0.4073008321		0.4598281414		0.9292680213		0.7153229662		4.1554364132		1.2775088923		1.4776794406		1.4573357911		1.6358041171		0.0897532851		0.9373544966		0.5182307999		0.9406087556		0.8791411174		1.2480505821		2.1287403649		0.8645372313		3.3287949388		3.6935292429		3.1766364713		1.2526644386		1.1407637159		2.4004973333		2.2268432365														slc1a3		1.0		1.0		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		1.6		0.9		6.5		4.3		8.6		9.9		0.8		8.7		2.9		6.5		14.1		12.9		26.8		16.0		2.3		7.9

		4416				1.7776853623		1.0993621134		0.5904963307		1.0942937013		1.9096832078		0.7069470483		1.2621873304		2.2089080015		1.2373355302		1.7082273527		1.5039431153		1.5148946759		1.3053726936		1.6481778208		1.8462033028		2.0488157736		0.5925463855		0.6008180248		0.776468875		1.1492319063		1.3472335769		1.5055130989		1.7895764867		0.9509886317		1.103904737		0.8685414863		2.0597939133		1.0854801421		0.431271016		1.52		0.2359685782		0.5484124898		1.7515843606		0.6		0.6961644263		1.3172781833		1.2707437614		0.7863989679		1.6509922332		1.6509922332		2.0279189596		4.8252754013		1.5800826237		0.8596098852		1.8065441981		1.0897711799		2.5684617784		0.2206757491		0.1707550321		1.2651719353		1.4075361662		1.39433673		0.1609852037		0.1538930517		1.2107103862		1.5017358743														slc38a3		0.4		2.3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.4		1.1		1.0		0.6		0.5		0.4		0.6		0.5		1.1		1.3		0.7		0.5		0.3		0.3		0.2		2.0

		5708				1.5946035575		0.2925320633		0.2044755146		1.0347777503		1.3341612147		0.6957624221		0.5932313175		0.5334161215		1.4489421546		0.9352880574		0.9162098638		1.819236788		1.3240889104		0.4914102993		0.827883689		1.3605280177		0.8379871347		0.4812972216		0.4521896888		1.6151483336		1.1250584847		0.4520399637		1.5536398011		2.0813217392		1.1429253109		0.7303534223		1.9085804501		0.3470783626		1.1864249251		2.07		1.45903201		1.3543712168		0.5084460712		0.5820305021		0.8202676668		0.8806658736		2.7991717312		1.4579726451		1.4741230156		1.4741230156		1.3472335769		0.7475098176		0.91806402		0.5291199307		1.3867105339		0.6088533428		1.9348506666		1.9588405952		1.6132835184		3.3287949388		2.5579711626		1.2901152931		0.3963920683		0.9930924954		1.7211028745		0.7396937546														slc38a5		0.81		1.23		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		0.72		2.33		0.92		0.21		1.60		3.06		0.67		0.62		1.83		0.56		1.39		2.75		1.37		0.50		0.91		0.87

		4373				2.8088897515		0.5		0.6113201388		0.8827029963		0.8487039713		1.6433806292		2.0657514303		1.3134245559		4.4229226133		0.8136611427		0.6660719811		2.4004973333		1.3058597871		0.8379871347		2.9639066298		1.54488559		0.5230424699		0.2921943121		0.8857675191		0.9828205985		2.3456698985		1.9755985173		2.954592557		4.4614108142		1.0092848012		1.3348398542		1.561031879		0.207809474		1.3256194418		2.72		1.3441243996		0.8546071743		0.7157362723		0.6747850893		1.0773596959		1.4044448757		2.7038970773		0.7809669134		1.2170035137		1.119871604		1.8025009252		1.7121677654		0.7684375906		1.2968395547		1.2789855813		0.7832256946		1.9938481724		3.2490095854		2.9079450346		4.9723221026		6.9403094972		2.5096740451		0.4948283282		2.5668517951		4.2378523774		3.9861610513														itpr2		1.05		0.96		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		1.19		0.55		1.11		0.91		5.23		5.45		1.42		10.31		1.51		2.15		8.61		2.98		6.57		9.105		0.79		1.746

		4389				0.8847448312		0.6		0.8139594798		1.0942937013		1.0304920203		1.5		1.0993621134		1		2.0777182066		0.7644531538		1.2		1.4573357911		0.7818696431		1.024556823		0.8365362711		1.9625944431		1.3851094681		0.50260607		1.3578958585		1.193335743		2.6390158215		0.8469052646		1.1363394644		1.3309902472		3.2116915275		0.8		0.4905594875		0.5321850912		0.9637071184		1.68		1.2454496224		0.8908987181		0.9378960902		1.3731602499		1.321796426		2.722628233		1.6245047927		1.1121360858		2.0185696024		1.4472692374		1.3660402568		0.2376625834		1.7931547515		2.074120913		1.1566881839		1.4845235706		1.8475160078		0.2126667902		0.2253126157		2.8928670067		0.5017358743		2.643592852		1.8276629005		0.8705505633		1.4607068446		2.7558550339														aqp4		0.8		1.2		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		1.8		0.8		2.8		3.7		4.2		6.6		0.3		5.0		1.8		3.9		8.8		9.0		15.2		16.7		2.0		5.2

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														grm3		1.38		0.72		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.55		0.90		0.63		0.84		0.32		0.60		0.72		0.50		0.49		1.28		0.44		1.30		0.55		0.289		0.75		0.714





AS

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3





		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50														60.4443952914		0

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272



		complete/pearson

																																																		m				f

																																																		t		pt		t		pt

																																																		0.63847		1.295716				1.018136

								 																																										1.941085				1.543789		1.089435

																																																		1.398914		0.631897		0.772861		2.187577

																																																		1.981649		0.712507		1.295501		2.744496

																																																		2.511129		0.531475		3.329858		0.569971

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3





		maturation index		1.54		0.77		1.30		3.33		9.43		2.60		4.58		3.99		3.55						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.5437888653444085	0.77286066046983204	1.29550067434907	3.3298584928461614	9.4335025362370839	2.6017055225651333	4.5752466129043476	3.9856854600150382	3.5486735952572621	

all_AS_raw

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME																												NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n2				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n4				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n6				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n12				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n13				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n14				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n15				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n16				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n17				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

																																																																																												slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n19				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

																																																																																												got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n20				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

																																																																																												gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n21				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

																																																																																												gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n27				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls









		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7												4353		4355		4391		4400		4402		4412		4420		5658		5886		4364		4417		5716		5754		5843

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09										tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		1.54		0.75		0.34		2.83		0.36		2.13		0.49						 

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05										hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		0.49		1.29		1.14		0.97		0.56		1.69		0.43

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03										nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.80		0.84		0.56		2.63		0.04		1.96		0.43

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26										top2a		2.38		1.01		1.08				6.33		0.35		0.17				1.04		1.53		0.41		1.36		0.84																		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13										fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.79		0.47		0.75		0.27		4.61		0.38		0.60																sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54										agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.38		0.80		0.78		0.15		2.47		0.35		0.60																slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15										aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		0.81		1.37		1.82		3.40		0.58		1.09		0.62																best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15										sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.73		0.90		2.71		1.38		1.60		1.91		0.50																glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33										ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.97		0.55		0.97		0.20		1.47		0.50		0.44																glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32										igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.51		0.44		0.90		0.32		3.03		0.41		0.52																got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

																																																																																												got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914		0																		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06						gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

																																																																																												gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.7809669134		1.1121360858		sst

		complete/pearson																																																																																										kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		1.2789855813		1.1566881839		plcpl1

																																																																																												glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		1.3441243996		1.2454496224		slc12a2

																																																		m				f																																						maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.8025009252		1.3660402568		npy

																																																		t		pt		t		pt																																				abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		0.8857675191		1.3578958585		gls

																																																		0.63847		1.295716				1.018136																																				aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		2.7038970773		1.6245047927		kcnj10

								 																																										1.941085				1.543789		1.089435																																																																												4.4614108142		1.3309902472		glul

																																																		1.398914		0.631897		0.772861		2.187577																																																																												1.0092848012		3.2116915275		maob

																																																		1.981649		0.712507		1.295501		2.744496																																																																												2.3456698985		2.6390158215		abat

																																																		2.511129		0.531475		3.329858		0.569971																																																																												0.9828205985		1.193335743		aldh5a1

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

















		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9								4375		4381		4383		4414		1325		4416		5708		4373		4389

		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1						tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0						hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0						nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3						top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3						fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4						agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3						aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2						sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9						ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0						igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36	.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_raw2

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																		n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																		n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																		n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																		n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																		n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																		n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																		n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																		n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																		n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																				n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																				n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52										 										n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																		n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																				n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																		n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1																		n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																		n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																		n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																		n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																		n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																		n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1		0																n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																		n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2																		n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1









				0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914																				maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																								-1.0673333333

		maturation index																																																		m				f																																																 

																																																				t		pt		t		pt																																		complete/pearson

																																																				0.63847		1.295716				1.018136

		complete/pearson																																																		1.941085				1.543789		1.089435

																																																				1.398914		0.631897		0.772861		2.187577

																																																				1.981649		0.712507		1.295501		2.744496

								 																																												2.511129		0.531475		3.329858		0.569971

																																																				4.761447		2.397605				1.432716

																																																				1.004181		0.587284

																																																				3.177671		0.503259

																																																				4.2322643



																																																				2.41		0.95		1.74		1.51																																																																												 

																																																				0.4712512173		0.2618142865		0.5552029287		0.3312336227

																																																				39.5556047086				86.8368316242

																																																				60.4443952914				13.1631683758

















































																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_organized

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample				4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																						n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423																						n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984																						n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																						n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																						n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		gja1

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																						n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		gjb6

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463																						n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		slc1a2				 

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																						n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		slc1a3

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																						n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																						n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59				4.45		0.62		1.65		1.30		top2a

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																						n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		slc38a5

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																								n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60		aldhl1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89		agtx2

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																						n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		itpr2

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12		sox9

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								 												n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46		fgfr3

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																				n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		grm3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																						n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21		ramb3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																				n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		slc38a3

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20		nnat

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63		hist1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15		tmsb15

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59		igfr7

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast		0																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																				n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

				0.64		1.73		0.80		0.96		1.78		2.54		1.47		1.69		7.15		1.08		7.99		13.81		1.71		16.74		8.59		6.58		19.43		11.13				0.9945660394				0.54		0.92		0.88		1.07		0.89		1.06		1.05		1.06		0.85		0.79		0.83		1.01		1.14		46.9003257955

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						maturation index				0.79		1.15		1.31		4.18		2.28		2.43		1.46		2.91		4.26						1.15		0.75		1.25		0.61		1.12		0.53		1.02		1.49		1.05

		maturation index																																																		m				f																																						-1.0673333333

																														a		s		m		f																t		pt		t		pt																																														 

																														0.1		4375				0.7940270009																0.6373515551		0.5391510728				1.12																																		complete/pearson

		complete/pearson																												0.5		4414				1.1541315546																1.7274944059		0.9197429146		0.7940270009		1.529439042

																														0.9		5658		0.6373515551																		0.8004676053		0.8838292482		1.1541315546		1.0185990538

																														0.9		4391		1.7274944059										 								0.9589452513		1.0696671878		1.3093322608		1.4862853846

								 																						1.1		4353		0.8004676053																		1.7780961702		0.8913699608		3.1788055191		1.050939038

																														1.5		5886		0.9589452513																		2.5350871906		1.0566038305				1.432716

																														1.8		5843		1.7780961702																		1.4712472528		1.0488342043

																														2.0		4402		2.5350871906								 										1.6927026775		1.0642415523										m		t		0.6373515551		1.7274944059		0.8004676053		0.9589452513		1.7780961702		2.5350871906		1.4712472528		1.6927026775		4.2322643				1.76		0.3656210142		53.0996742045

																														2.1		4420		1.4712472528																		4.2322643														pt		0.5391510728		0.9197429146		0.8838292482		1.0696671878		0.8913699608		1.0566038305		1.0488342043		1.0642415523						0.93		0.06761689

																														2.2		4355		1.6927026775																														f		t				 		1.1541315546		1.3093322608		3.1788055191												1.88		0.5634093459		67.6853413542

																														2.2		4412		7.1529687144																		1.76		0.93		1.61		1.27								pt		1.12		1.529439042		1.0185990538		1.4862853846		1.050939038		1.432716										1.27		0.095603478

																														2.5		4383				1.3093322608						 										0.3656210142		0.06761689		0.5342577711		0.095603478																																																																												 

																														2.9		4400		1.0833701447																		53.0996742045				79.1135990882

																														3.0		4381				4.1788055191

																														3.9		4413				2.2827027344

																														4.1		5933		7.990105022

																														4.2		4422		13.8069944864																																				 

																														4.4		5821		1.7059604822																																				 

																														4.6		4352		16.7369180631

																														4.9		4415				2.430811568

																														4.9		4388				1.4581931286																46.9003257955				20.8864009118

																														6.0		5947		8.585816671

																														6.5		4350		6.5831408671

																														6.7		4376		19.4293882014

																														6.7		4360		11.1304381054

																														7.8		4392				2.9126179073

																														7.9		4361				4.2563600196













																																								 





























																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63735155508808161	1.72749440590132	0.80046760529992422	0.95894525126640473	1.7780961702175928	2.5350871906336647	1.4712472528069096	1.6927026775378149	7.1529687144218297	1.0833701446861268	7.9901050220084038	13.806994486379306	1.7059604822472154	16.736918063124499	8.5858166710406785	6.5831408671035101	19.429388201423855	11.130438105373091	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	0.79402700087963152	1.1541315545997719	1.3093322607690199	4.1788055190978488	2.2827027344168305	2.4308115680247901	1.458193128645888	2.9126179073469571	4.2563600196066513	

Sheet3

																								0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9



																								0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7






raw

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME								NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361				sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14				gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36		gabra1				gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1								gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1				gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4		gabra2				gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2								gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5				gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4		gabra3				gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3								gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20				gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80		gabra4				gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4								gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68				gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31		gabra5				gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5								gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38				gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59		gabrb1				gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1								gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6				gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1		gabrb2				gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2								gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27				gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3				gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3								gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1								gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04				gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2				gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2								gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3						1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075												1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0				gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd				gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd								gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15				gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1				gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1								gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85				gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2				gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2								gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1								glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2								glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1								got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2								got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls								gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86				gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1						1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1										0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14				gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2						0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596		gad2										0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul								glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob								maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14				slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1				slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40				slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13				slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13								slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11								slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24				slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1				slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1								slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1						1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40												1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33				slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2				slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2								slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8				slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5				slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5								slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50				cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a				cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a								cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53				cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b				cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b								cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85				kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3				kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3								kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75				kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9				kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9								kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10								kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64				sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst				sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst								sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5				calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2				calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2								calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36				calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1				calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1								calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88				npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy				npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy								npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79				pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb						2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167		pv										0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273				gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap				gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap								gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62				nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf				nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf								nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92				plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1				plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1								plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38				ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2				ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2								ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38				gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn				gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn								gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43								cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30								cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt								glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast								glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3								stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5								stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2								ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4								aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3								mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3





organized_M 

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52						gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38						gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04						gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50						gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9						gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3						gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23						gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45						gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1						glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36						glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3						aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80						abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								 

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10								0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59						glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1						maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77						slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06								1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93						slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95						slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85						kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7						kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6						kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4						calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88								2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18						gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34						nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62						plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7						ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71						gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15						cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0						cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28						glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105						glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77						stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67						ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71						aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34						slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31						gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49						gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59						npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09						gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35						cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4						gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11						sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07						slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66						got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8						got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54						gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289						mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4						gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3						stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2						calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87						cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55						slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08						gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20						gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.76		1.24		1.33		0.96		1.86		3.14		1.42		1.96		4.68		1.72		9.10		11.82		2.90		11.08		13.14		7.25		18.47		6.57				1.93				0.83		0.97		0.84		1.09		1.21		1.14		1.05		0.95		0.94		0.78		1.08		0.87		0.78				0.89

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.4438571429

																				 

		 



maturation index



0.866666	6666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.75740534993975939	1.2427943722714061	1.3255028363525729	0.9604472817550409	1.8554224468570835	3.1424105600531487	1.4201830670013094	1.9648347240530508	4.6762688686870728	1.7200826463461409	9.1018160347462711	11.822065248778351	2.8974425277221081	11.075031885171363	13.139513312946676	7.2522571631327502	18.469246478237011	6.5727585412601384	

organized_wo_AS

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn		n1		gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul		n2		glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3		n3		kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1		n4		best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5		n5		slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat		n6		abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2		n7		slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1		gabrb2		n8		gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36		gabra1		n9		gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1												pv		best1		gad1		gad2		gabrg3

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd		n10		gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd										4353		2.4320829621		 		1.1111415387		0.5455381216		1.8975878356

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80		gabra4		n11		gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4										4355		1.3167090834		3.76		0.9287794994		0.871244647		0.4860466411

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1		n12		aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1										4391		0.2856461536		0.77		1.4931981147		0.7015395703		0.8404108347

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59		gabrb1		n13		gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1										4400		1.4619729561		1.53		0.7185227958		0.9185926487		1.1803106903

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2		n14		ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2										4402		1.7907038889		0.50		1.0894055259		1.9933141642		1.0275201363

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1		n15		plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1										4412		1.2003591212		1.00		0.9508251886		2.1185663981		1.0637555557

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13		n16		slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13										4420		1.1868214851		0.44		0.6884810905		1.1911334189		1.4430953901

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1		n17		gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1										5886		0.6539391146		0.95		1.068415305		0.8925545876		0.78

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1		n18		calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2		n19		glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1		n20		glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1										4364		0.9470038814		1.12		1.7253924811		1.7614055398		1.5201004551

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1		n21		gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1										4417		0.3767961724		0.45		1.3367255523		1.0466583539		1.6067736046

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf		n22		nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf										5716		1.2700783597		1.02		0.5919666092		1.4893892054		0.7895850979

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2		n23		gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2										5754		0.1635794749		2.67		2.0036922824		1.3206894954		0.9422401195

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap		n24		gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap										5843		0.3147003167		1.40		0.7417526046		0.6149099596		1.3233243075

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2		n25		gad2		0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9		n26		kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob		n27		maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob										t		1.2910293456		1.2794699879		1.0060961323		1.1540604446		1.0898408855

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb		n28		pv		2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167												pt		0.614431641		1.3317035338		1.2799059059		1.2466105108		1.2364047169

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10		n29		kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10										FC		0.4759238379		1.0408243619		1.2721507069		1.0801951637		1.1344818619

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a		n30		cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a										sem		0.2109566393		0.3673549718		0.2728023947		0.1960190761		0.159904969

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4		gabra3		n31		gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst		n32		sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4		gabra2		n33		gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2								 

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11		n34		slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																								 

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2		n35		got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2		n36		calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2						 

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1		n37		got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3		n38		gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1		n39		slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31		gabra5		n40		gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1		n41		gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy		n42		npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3		n43		gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b		n44		cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1		n45		slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								52.3933353655		11.5687248495				47.6066646345		10.5118027001

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls		n46		gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls				0.0418700831

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2		n47		gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.77		1.11		1.35		0.94		1.87		2.78		1.53		1.90		4.23		1.81		8.75		10.13		3.24		10.53		10.58		6.39		13.92		5.02				1.83		0.3619247897		0.78		1.02		0.84		1.10		1.16		1.17		1.04		1.03		0.99		0.85		1.15		0.94		0.85				0.96

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.86

		complete/pearson

																																								47

																														0.7746712		0.8344313		1.121976		1.155479

																														1.1079748				0.987008		1.142958						0.7746712		1.1079748		1.3453564		0.9386691		1.8653506		2.7774565		1.5259406		1.8979048		4.2322643

																														1.3453564		0.8413181		0.969909		1.135386						0.8344313				0.8413181		0.9343146		0.7927372		1.0831662		0.935052		0.8329037																		 

																				47										0.9386691		0.9343146		1.93348		1.373374						1.121976		0.987008		0.969909		1.93348

																														1.8653506		0.7927372				1.485096						1.155479		1.142958		1.135386		1.373374		1.485096		1.432716

																														2.7774565		1.0831662				1.432716

																														1.5259406		0.935052

																														1.8979048		0.8329037

																														4.2322643

																																																																 



maturation index



0.86666	66666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.77467121046232523	1.1079747525851007	1.3453563539404574	0.93866909145768951	1.865350591276359	2.7774565083621807	1.5259405530968786	1.8979048431947732	4.2322642916495052	1.814868646404008	8.7493169983524055	10.126826115698755	3.2381884569874693	10.5305393209137	10.576180958003075	6.3854648722655165	13.915586827038624	5.0167635467608616	

organized_F

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68						gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20						gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85						gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64						sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5						calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86						gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04						gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8						slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53						cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5						gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40						slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24						slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15						gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1						gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38						gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06								1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6						gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714						mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38						ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75						kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0						gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17						cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61						cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2						aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9						glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62						nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9						glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36						calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85						kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14						gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38						gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14								0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79								0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92						plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33						slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0						stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14						slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746						ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87						stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273						gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50						cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88						npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83

		maturation index		1.01		1.23		1.01		2.17		1.96		3.71		3.43		3.10		4.01		1.35						1.13		0.84		1.09		1.23		1.31		1.03		1.52		1.81		1.30		1.37

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51												1.1644		1.7934		1.3864		1.8674		1.6084		1.9044		1.62



maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0051758587104327	1.2268799777022148	1.0074343101232228	2.1737653303548665	1.9641229149876507	3.7079610065225626	3.4280299176451146	3.0961568794661862	4.0101646690490078	

organized_F_wo_AS

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68		n2				gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20		n3				gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85		n4				gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5		n5				calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86		n6				gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67		n7				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80		n8				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0		n9				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04		n10				gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8		n11				slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8		n12				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48		n13				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9		n14				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53		n15				cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5		n16				gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3								 

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40		n17				slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24		n18				slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15		n19				gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1		n20				gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38		n21				gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06		n22				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3								 				pvalb		best1		gad1		gad2		g3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6		n23				gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2										4375		0.3209245947		1.08		0.8392501719		0.5807110191		1.002602683

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38		n24				gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn						 				4381		1.1318305694		1.00		0.8939569978		2.3606261764		1.1516880527

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8		n25				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1										4383		0.9135508275		0.91		1.2955898457		1.0907712409		0.8171937073										slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64		n26				sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst										4414		3.0135809626		1.01		1.0287844642		0.6687734686		1.0597691235										best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92		n27				plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1																														glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33		n28				slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2										1325		0.1269303131		5.01		1.2344535787		1.765022302		1.0415629243										glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88		n29				npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy										4416		6.8239699147		1.52		1.5055130989		1.7895764867		1.5039431153										got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36		n30				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls										5708		1.0571385221		2.07		0.4520399637		1.5536398011		0.9162098638										got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50		n31				cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a										4373		2.4213708749		2.72		1.9755985173		2.954592557		0.6660719811										gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38		n32				ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2										4389		0.3361056487		1.68		0.8469052646		1.1363394644		1.2										gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50		n33				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10																														gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8		n34				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul										t		1.3449717386		1.0017454821		1.0143953699		1.1752204763		1.0078133916										kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80		n35				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob										pt		2.1531030547		2.6007079737		1.2029020846		1.8398341222		1.0655575769										glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79		n36				pv		0.3209245947		1.1318305694		0.9135508275		3.0135809626		0.1269303131		6.8239699147		1.0571385221		2.4213708749		0.3361056487		pv										FC		1.6008537525		2.5961763941		1.1858316001		1.5655225206		1.0572965052										maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273		n37				gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap										sem		1.2348473318		0.6378829648		0.2626933917		0.3022929812		0.1401295596										abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14		n38				slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1																														aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62		n39				nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14		n40						0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36		n41				calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85		n42				kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14		n43				gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30		n44				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75		n45				kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0		n46				gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd																																										 

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11		n47				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		complete/spearman



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83								106.5896164793		34.1647275431				-6.5896164793		-2.1121424306

		maturation index		1.12		0.99		0.97		1.93		1.65		3.31		3.06		3.24		3.39		1.25		0.2293310379				1.07		0.87		1.13		0.91		1.14		1.20		1.39		1.51		1.44		1.34		0.0783503243

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51														1.7934		1.3864		1.8674		1.6084		1.9044		1.71





																																1.1219756834		1.1554794002

																																0.9870079359		1.1429578099

																				1.1219756834		0.9870079359		0.969908591		1.9334798587						0.969908591		1.1353859109

																				1.1554794002		1.1429578099		1.1353859109		1.373373743		1.4850960893		1.4327162718		1.9334798587		1.373373743

																																		1.4850960893

																																		1.4327162718





maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.1219756834495136	0.98700793586362734	0.96990859096315163	1.9334798586993049	1.6502768278257747	3.3059980445012043	3.0618853697081643	3.2387395886696333	3.3868825080791685	

raw_all

		0.1		4375		1.01		1.4		1.4		1.12		1.36		2.17		1.9		1.57		2.2		0.90		1.53		1.3		1.08		0.98		1.3		1.9		1.0		1.06		1.78		1.46		1.27		1.04		0.74		1.0		1.45		0.81		0.97		1.09		1.55		0.58		1.16		1.6		1.96		1.08		1.28		1.84		1.33		1.17		1.2		1.96		2.99		0.41		1.12		1.76		2.17		1.29		1.32		0.60		0.29		1.5		1.0		0.4		0.81		1.05		0.8		1.38

		0.5		4414		0.99		0.7		0.7		0.89		0.73		0.46		0.5		0.64		0.5		1.11		0.65		0.8		0.92		1.02		0.8		0.5		1.0		0.94		0.56		1.00		0.79		0.96		1.35		1.0		0.69		1.24		1.03		0.92		0.64		1.73		0.86		0.6		0.51		0.93		0.78		0.54		0.75		0.86		0.8		0.51		0.33		2.44		0.89		0.57		0.46		0.78		0.76		1.66		3.43		0.7		1.0		2.3		1.23		0.96		1.2		0.72																0.1		0.5		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.5		2.9		3.0		3.9		4.1		4.2		4.4		4.6		4.9		4.9		6.0		6.5		6.7		6.7		7.8		7.9		age

		0.9		5658		1.19		1.1		0.7		1.03		1.51		0.28		0.3		1.23		0.9		0.71		0.56		1.0		0.43		0.67		1.3		1.0		1.2		0.72		1.01		0.58		0.90		1.45		1.54		0.3		0.62		0.76		0.60		0.56		0.85		0.76		1.71		1.2		0.55		1.06		1.02		0.46		0.75		1.00		1.9		0.68		1.02		0.67		0.72		0.60		0.23		0.71		0.21		0.73		0.87		0.1		0.9		1.4		1.30		0.54		0.8		1.00														NAME		4375		4414		5658		4391		4353		5886		5843		4402		4420		4355		4412		4383		4400		4381		4413		5933		4422		5821		4352		4415		4388		5947		4350		4376		4360		4392		4361

		0.9		4391		1.00		1.2		1.4		0.98		0.70		0.82		1.5		0.89		0.8		0.59		1.20		1.0		1.33		1.20		1.5		1.0		1.4		1.38		0.51		0.96		1.26		1.06		1.81		1.6		1.43		0.78		0.64		1.78		1.11		1.25		0.58		0.9		1.48		0.71		1.07		1.56		1.46		1.08		0.9		1.11		0.70		1.14		0.75		0.66		0.85		0.92		2.57		3.30		2.40		1.5		1.2		0.8		0.87		2.00		1.4		1.05														gabra1		1.01		0.99		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.99		4.36		7.05		4.16		4.04		5.42		6.13		5.64		6.27		10.18		3.33		2.20		3.56		6.36		6.74		5.14

		1.1		4353		0.84		0.8		1.0		0.99		0.95		4.34		2.2		0.91		1.2		2.41		1.48		1.0		1.76		1.25		0.7		1.0		0.7		1.00		1.92		1.79		0.80		0.65		0.36		2.1		1.13		1.69		2.62		1.00		1.05		1.04		1.03		1.2		1.24		1.41		0.94		1.39		0.91		0.93		0.6		1.33		1.43		1.32		1.85		2.54		5.17		1.53		1.85		0.42		0.48		4.6		0.9		0.9		0.89		0.93		0.9		0.95														gabra2		1.4		0.7		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		2.2		0.7		1.0		1.0		0.6		0.7		1.0		0.2		0.3		0.9		0.7		1.0		0.5		0.4		0.8		1.1

		1.5		5886		2.53		1.3		0.9		1.39		2.00		1.99		1.7		1.89		2.0		1.12		1.54		0.8		1.61		1.34		0.8		0.8		1.7		1.19		1.52		1.03		1.02		2.70		1.51		0.9		0.72		0.82		0.38		0.96		1.97		1.38		0.76		0.7		1.14		0.73		1.37		1.62		1.65		1.21		0.8		1.98		2.66		1.32		0.92		2.22		3.19		1.11		0.69		1.25		0.98		0.8		1.8		0.5		0.34		1.16		1.3		0.63														gabra3		1.4		0.7		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		1.7		0.6		0.7		1.4		0.3		0.2		0.5		0.2		0.2		0.4		0.1		0.7		0.0		0.4		0.8		0.5

		1.8		5843		3.08		1.2		1.2		2.50		0.99		5.96		8.3		1.57		1.7		1.04		1.61		1.2		2.80		1.66		1.1		1.3		2.4		1.29		1.25		1.64		1.58		2.18		0.92		3.0		0.78		0.80		0.62		1.02		1.08		1.51		0.96		1.4		1.16		1.02		1.44		1.68		2.64		1.14		0.2		1.18		1.26		0.78		0.99		4.41		5.74		1.54		4.84		1.46		0.88		3.7		2.6		0.7		0.98		1.28		1.2		0.67														gabra4		1.12		0.89		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		7.10		2.74		3.19		2.26		3.61		2.49		2.92		3.06		1.93		0.49		0.58		1.25		0.54		1.80		1.50		1.20

		2.0		4402		4.97		1.3		0.8		1.90		0.77		8.80		16.8		1.63		1.9		2.66		1.02		2.6		2.26		2.81		0.8		1.0		0.9		0.57		2.18		2.11		1.26		0.55		1.07		3.2		0.68		2.16		1.65		0.52		0.70		1.63		2.06		1.4		0.74		1.20		1.34		0.95		3.97		1.11		1.2		3.27		0.83		5.30		1.27		4.93		5.86		1.83		5.72		7.28		3.64		7.8		6.2		0.8		1.25		8.79		2.3		1.43														gabra5		1.36		0.73		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		3.99		0.54		2.32		3.28		0.08		0.10		0.80		0.05		1.66		0.82		0.02		0.35		0.01		0.31		1.68		1.68

		2.1		4420		3.04		1.0		0.8		1.90		0.46		1.43		1.6		1.86		1.9		1.12		0.81		3.1		1.61		1.18		1.3		1.7		2.3		0.55		1.18		0.67		1.01		1.21		2.91		4.6		0.41		0.92		0.88		0.42		0.98		0.53		0.79		0.5		0.66		0.45		0.78		1.61		0.78		1.54		1.0		2.10		1.40		3.52		1.09		1.54		0.84		0.43		2.29		0.74		0.76		2.0		0.6		1.0		1.32		0.65		0.7		0.89														gabrb1		2.17		0.46		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.75		2.19		1.59		1.76		6.15		12.43		7.46		8.08		1.33		1.89		6.70		8.58		13.34		5.59		1.36		1.38

		2.2		4355		2.58		1.4		1.7		1.95		1.41		9.51		14.2		1.76		1.3		2.44		1.65		1.0		2.58		1.50		1.4		1.3		2.3		0.72		3.02		3.75		1.83		1.33		2.20		5.2		0.89		1.57		2.69		0.92		1.49		3.11		0.95		0.7		2.48		0.96		1.97		2.42		2.41		2.14		0.7		1.86		1.03		4.08		1.09		2.93		7.27		2.43		3.44		1.96		0.54		11.0		1.2		0.8		2.87		0.91		1.9		1.08														gabrb2		1.9		0.5		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		1.9		5.9		1.2		0.7		7.5		26.7		21.9		17.9		0.2		0.3		12.2		15.6		11.4		25.1		0.5		0.6

		2.2		4412		5.16		0.8		0.7		4.63		0.04		5.67		19.3		2.62		2.3		2.94		0.11		4.8		5.28		4.31		1.2		1.2		1.6		0.73		1.18		1.93		1.26		0.79		4.73		0.7		0.31		1.20		1.73		0.50		0.03		1.63		1.26		1.3		0.07		0.85		0.73		0.32		8.34		1.17		0.7		3.25		1.39		14.97		2.318		9.67		8.35		1.23		0.65		6.65		3.06		8.5		7.5		0.3		0.49		3.004		3.8		0.337														gabrb3		1.57		0.64		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		3.93		1.04		5.39		2.83		0.81		0.45		1.29		1.15		2.03		1.01		0.63		1.08		0.30		1.54		2.00		2.27

		2.5		4383		4.99		2.2		1.7		7.10		3.99		2.75		1.9		3.93		2.3		1.47		1.63		2.6		1.33		1.92		1.1		2.0		1.4		0.99		1.36		3.46		2.48		1.13		2.23		1.8		1.49		0.67		0.98		0.79		1.54		1.43		1.52		1.6		1.14		1.43		2.91		2.44		1.08		1.03		1.5		2.97		0.71		0.29		0.65		2.33		3.80		0.59		1.48		1.47		1.02		1.9		1.6		1.4		0.72		1.19		1.8		0.55														gabrg1		2.2		0.5		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.3		2.0		4.4		2.1		4.0		3.2		2.6		1.8		1.6		2.2		3.7		1.1		2.4		2.4		2.4		2.8

		2.9		4400		4.36		0.7		0.6		2.74		0.54		2.19		5.9		1.04		2.0		0.68		1.98		2.5		2.23		1.40		0.8		0.9		2.1		0.60		0.66		1.09		0.75		1.52		1.38		3.1		0.30		0.40		0.39		0.60		1.24		0.53		0.45		0.8		1.49		0.42		1.20		1.22		0.99		1.13		0.6		1.12		1.11		3.14		1.22		1.86		1.74		0.91		3.85		0.50		1.92		2.0		0.9		1.1		2.33		0.55		0.8		0.90														gabrg2		0.90		1.11		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		1.47		0.68		1.76		1.57		0.37		0.98		1.43		2.29		1.46		1.54		0.34		0.97		0.89		2.20		0.89		1.04

		3.0		4381		7.05		1.0		0.7		3.19		2.32		1.59		1.2		5.39		4.4		1.76		1.35		1.8		0.94		2.22		1.6		2.6		0.9		0.38		1.80		2.58		7.32		1.03		3.60		2.5		2.12		1.12		0.07		0.61		0.86		1.20		0.73		1.5		1.12		0.55		5.35		3.12		1.58		1.58		0.5		7.14		1.95		0.62		1.54		2.80		2.74		0.17		2.94		2.58		3.60		5.6		6.5		1.0		0.92		1.11		2.8		0.63														gabrg3		1.53		0.65		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.63		1.98		1.35		1.29		0.70		0.41		2.18		0.18		0.95		0.82		0.14		1.06		1.45		2.09		0.99		1.06

		3.9		4413		4.16		1.0		1.4		2.26		3.28		1.76		0.7		2.83		2.1		1.57		1.29		3.2		1.20		1.23		2.5		2.2		1.8		1.07		1.55		1.48		3.70		1.23		3.32		5.6		3.41		1.08		0.78		0.85		1.51		1.39		0.84		1.8		1.00		0.63		3.78		3.39		7.20		0.79		1.0		2.10		1.58		1.04		1.27		2.39		2.12		0.94		2.66		3.25		7.19		6.6		4.3		0.6		0.21		0.91		3.7		0.84														gabrd		1.3		0.8		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.6		2.5		1.8		3.2		3.5		8.1		5.5		5.4		3.3		2.4		4.0		4.7		0.5		3.3		1.6		3.0

		4.1		5933		4.04		0.6		0.3		3.61		0.08		6.15		7.5		0.81		4.0		0.37		0.70		3.5		9.31		4.09		2.3		2.5		1.2		0.39		0.27		2.16		2.04		0.50		4.28		2.9		0.33		0.71		0.57		0.19		0.07		3.11		1.22		2.3		0.16		0.61		1.59		3.54		5.43		0.46		0.1		1.21		0.73		16.28		2.58		9.98		5.98		1.52		2.99		4.04		4.45		3.6		8.6		0.5		1.60		5.23		4.2		0.32														gabbr1		1.08		0.92		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		1.33		2.23		0.94		1.20		9.31		7.74		2.09		15.02		0.49		1.01		9.47		5.44		21.19		1.95		0.76		1.15

		4.2		4422		5.42		0.7		0.2		2.49		0.10		12.43		26.7		0.45		3.2		0.98		0.41		8.1		7.74		3.62		2.2		2.9		0.7		0.49		0.89		5.58		2.08		0.29		1.91		2.9		1.37		1.39		2.02		0.19		0.16		0.83		1.91		1.9		0.35		0.96		1.57		1.61		14.03		0.21		0.4		1.98		0.52		17.45		2.34		7.15		7.59		2.15		2.39		6.98		8.90		26.2		9.9		0.4		3.06		5.45		6.6		0.60														gabbr2		0.98		1.02		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.92		1.40		2.22		1.23		4.09		3.62		1.94		8.70		1.96		0.59		2.51		5.63		5.26		2.18		0.98		0.85

		4.4		5821		6.13		1.0		0.5		2.92		0.80		7.46		21.9		1.29		2.6		1.43		2.18		5.5		2.09		1.94		0.3		0.5		1.6		0.96		1.81		1.09		0.90		1.06		5.20		0.8		1.04		0.42		0.50		0.10		0.70		1.42		1.18		1.2		0.85		0.82		1.64		1.91		1.34		0.90		0.6		1.50		1.82		2.88		1.19		11.09		7.25		1.76		3.82		1.43		0.26		1.9		0.8		0.6		0.67		1.42		0.3		0.72														glud1		1.3		0.8		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		1.1		0.8		1.6		2.5		2.3		2.2		0.3		1.8		0.9		1.1		2.6		0.7		2.7		0.6		0.4		0.8

		4.6		4352		5.64		0.2		0.2		3.06		0.05		8.08		17.9		1.15		1.8		2.29		0.18		5.4		15.02		8.70		1.8		2.5		0.4		0.15		0.54		3.15		2.22		0.59		3.79		1.6		1.49		0.94		2.76		0.08		0.12		1.42		1.30		1.7		0.19		0.61		1.19		2.51		12.21		0.21		0.2		3.22		0.64		11.81		3.24		11.36		10.45		2.98		1.00		6.03		6.65		8.9		8.7		0.5		0.62		10.31		5.0		0.50														glud2		1.9		0.5		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		2.0		0.9		2.6		2.2		2.5		2.9		0.5		2.5		1.6		2.2		2.8		0.9		1.5		0.7		0.7		1.0

		4.9		4415		6.27		0.3		0.2		1.93		1.66		1.33		0.2		2.03		1.6		1.46		0.95		3.3		0.49		1.96		0.9		1.6		0.5		0.27		2.46		4.05		5.37		0.88		2.19		2.9		3.93		1.20		0.11		0.47		0.44		1.12		0.47		1.2		1.99		0.36		4.74		5.24		7.08		0.98		0.8		7.13		1.52		2.85		1.83		2.12		1.77		0.73		1.17		7.23		6.64		5.7		2.9		1.1		1.83		1.51		1.8		0.49														got1		1.0		1.0		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		1.4		2.1		0.9		1.8		1.2		0.7		1.6		0.4		0.5		1.1		0.3		2.6		0.4		1.8		1.0		0.9

		4.9		4388		10.18		0.9		0.4		0.49		0.82		1.89		0.3		1.01		2.2		1.54		0.82		2.4		1.01		0.59		1.1		2.2		1.1		0.77		1.01		1.82		3.31		1.78		3.51		5.6		4.05		1.14		0.79		1.17		1.22		1.23		1.61		1.2		0.71		0.48		5.52		2.08		5.13		0.95		1.3		8.12		1.13		5.58		0.84		3.04		4.32		0.59		2.55		3.69		3.64		9.4		6.5		1.3		0.56		2.15		3.9		1.28														got2		1.06		0.94		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.99		0.60		0.38		1.07		0.39		0.49		0.96		0.15		0.27		0.77		0.18		0.71		0.45		0.66		0.76		0.48

		6.0		5947		3.33		0.7		0.1		0.58		0.02		6.70		12.2		0.63		3.7		0.34		0.14		4.0		9.47		2.51		2.6		2.8		0.3		0.18		0.77		2.91		0.83		0.31		3.52		3.7		1.33		1.43		4.24		0.19		0.05		1.19		0.79		0.9		0.10		0.49		0.39		1.45		6.02		0.07		0.1		1.53		0.37		6.17		3.38		7.21		9.52		2.58		1.52		11.11		9.60		13.9		14.1		0.7		1.39		8.61		8.8		0.44														gls		1.78		0.56		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		1.36		0.66		1.80		1.55		0.27		0.89		1.81		0.54		2.46		1.01		0.77		1.35		0.27		2.08		3.24		2.36

		6.5		4350		2.20		1.0		0.7		1.25		0.35		8.58		15.6		1.08		1.1		0.97		1.06		4.7		5.44		5.63		0.7		0.9		2.6		0.71		1.35		2.39		1.12		0.88		4.23		2.8		2.49		0.37		0.34		0.65		0.58		2.42		0.84		1.6		0.37		0.79		2.24		3.37		14.52		0.46		0.4		2.50		1.40		46.43		3.25		10.43		11.30		2.34		1.14		10.95		6.20		22.0		12.9		0.5		2.75		2.98		9.0		1.30														aldh5a1		1.46		1.00		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		3.46		1.09		2.58		1.48		2.16		5.58		1.09		3.15		4.05		1.82		2.91		2.39		3.87		1.10		1.39		2.11

		6.7		4376		3.56		0.5		0.0		0.54		0.01		13.34		11.4		0.30		2.4		0.89		1.45		0.5		21.19		5.26		2.7		1.5		0.4		0.45		0.27		3.87		1.42		0.07		5.02		2.0		2.08		0.45		5.12		0.07		0.04		0.44		1.13		1.9		0.02		0.31		1.24		3.54		14.12		0.06		0.0		3.01		0.60		5.25		2.58		9.01		7.95		1.69		0.49		11.58		13.67		17.7		26.8		0.3		1.37		6.57		15.2		0.55														abat		1.27		0.79		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		2.48		0.75		7.32		3.70		2.04		2.08		0.90		2.22		5.37		3.31		0.83		1.12		1.42		1.23		2.51		3.30

		6.7		4360		6.36		0.4		0.4		1.80		0.31		5.59		25.1		1.54		2.4		2.20		2.09		3.3		1.95		2.18		0.6		0.7		1.8		0.66		2.08		1.10		1.23		1.49		5.62		0.9		3.67		0.55		0.93		0.07		0.34		0.38		1.45		1.3		0.35		0.87		1.52		4.77		17.15		1.11		0.2		1.85		1.59		36.71		2.34		4.88		7.06		1.77		1.04		15.71		7.28		9.1		16.0		0.3		0.50		9.105		16.7		0.289														gad1		1.04		0.96		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.13		1.52		1.03		1.23		0.50		0.29		1.06		0.59		0.88		1.78		0.31		0.88		0.07		1.49		0.56		0.86

		7.8		4392		6.74		0.8		0.8		1.50		1.68		1.36		0.5		2.00		2.4		0.89		0.99		1.6		0.76		0.98		0.4		0.7		1.0		0.76		3.24		1.39		2.51		0.56		2.68		1.5		3.02		0.46		0.26		0.33		0.57		0.43		1.65		0.7		1.09		0.74		5.27		2.94		2.70		1.20		0.3		3.38		2.27		4.52		0.83		2.22		6.76		0.92		2.80		2.96		3.45		3.4		2.3		0.2		0.91		0.79		2.0		0.75														gad2		0.74		1.35		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		2.23		1.38		3.60		3.32		4.28		1.91		5.20		3.79		2.19		3.51		3.52		4.23		5.02		5.62		2.68		3.14

		7.9		4361		5.14		1.1		0.5		1.20		1.68		1.38		0.6		2.27		2.8		1.04		1.06		3.0		1.15		0.85		0.8		1.0		0.9		0.48		2.36		2.11		3.30		0.86		3.14		6.8		3.80		1.14		0.40		0.67		1.24		0.80		1.33		0.8		1.50		0.53		1.85		4.75		7.50		0.64		0.5		8.36		2.88		2.79		1.273		3.62		2.92		1.38		2.38		4.61		8.17		7.9		7.9		2.0		0.87		1.746		5.2		0.714														glul		1.0		1.0		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		1.8		3.1		2.5		5.6		2.9		2.9		0.8		1.6		2.9		5.6		3.7		2.8		2.0		0.9		1.5		6.8

		age		sample		gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														maob		1.45		0.69		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		1.49		0.30		2.12		3.41		0.33		1.37		1.04		1.49		3.93		4.05		1.33		2.49		2.08		3.67		3.02		3.80

						gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														slc6a1		0.81		1.24		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.67		0.40		1.12		1.08		0.71		1.39		0.42		0.94		1.20		1.14		1.43		0.37		0.45		0.55		0.46		1.14

																																																																																																																																		slc6a13		0.97		1.03		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.98		0.39		0.07		0.78		0.57		2.02		0.50		2.76		0.11		0.79		4.24		0.34		5.12		0.93		0.26		0.40

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														slc6a11		1.09		0.92		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.79		0.60		0.61		0.85		0.19		0.19		0.10		0.08		0.47		1.17		0.19		0.65		0.07		0.07		0.33		0.67

		4353				1.5353541049		1.321796426		0.9823341195		1.526259209		1.5691681958		1.0895632889		0.9378960902		1.2945942489		0.8195234536		1.3975085823		1.8975878356		0.7232167517		1.250805218		1.327370787		1.1912696404		0.6720621998		1.0210121257		2.0121669348		1.702317335		1.4830543077		0.7545822138		1.1111415387		0.5455381216		0.7979032426		0.672284064		1.8220411669		1.4002789793		2.4416512386		1.415439416		1.28		1.2179411664		0.9338417533		1.4793875092		1.7365813557		0.5543042599		0.80424908		0.6891343343		0.4859062856		0.9600956185		0.7314792723		1.1782671388		2.4320829621		1.2397076999		1.2418578121		2.516517397		0.9518129576		1.2250640188		1.7497427826		2.2		0.42253503		0.7503909251		1.1809926614		2.4574172848		1.0867348625		0.672284064		0.8783434895														slc32a1		1.55		0.64		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.54		1.24		0.86		1.51		0.07		0.16		0.70		0.12		0.44		1.22		0.05		0.58		0.04		0.34		0.57		1.24

		4355				1.2155983879		0.8827029963		1.4142135624		1.130642519		1.8255527206		0.7799364985		0.6089035859		0.7001394897		1.2099940892		1.1593637909		0.4860466411		0.7248298554		1.6734867668		1.4128138867		1.3495701787		1.2085970563		0.9592641193		0.8819385237		1.1546855317		1.0036373702		0.6310010389		0.9287794994		0.871244647		1.1441575421		1.3260570613		1.1124573297		1.0692999986		1.8186364114		1.7812094153		3.76		1.0643701825		1.19510954		0.6981779342		0.9882285675		1.0107433185		0.8965033955		0.941385243		1.0792282365		1.4978126121		1.4068807031		1.0309683188		1.3167090834		0.416580342		0.9925190284		0.8225043637		0.9496163413		1.3374860178		0.9573662529		0.3136316057		1.4611890598		1.1217213105		1.2483305489		0.84507006		0.4263174459		1.004963328		0.9284249142														best1		0.58		1.73		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		1.43		0.53		1.20		1.39		3.11		0.83		1.42		1.42		1.12		1.23		1.19		2.42		0.44		0.38		0.43		0.80

		4391				0.7064069433		0.8024592293		1.4184209149		0.9395227492		1.3755418181		0.6389389523		0.6317825521		0.9476984609		0.6429850695		0.6939276427		0.8404108347		0.6339759423		0.4975305925		0.6823441296		1.2332796736		1.0792282365		1.1250584847		0.9067331904		0.3432900625		0.7466848831		0.5879437334		1.4931981147		0.7015395703		1.1927450626		1.8033324733		0.3623750558		0.7661582335		0.7593606485		0.2554742872		0.77		0.3854042656		0.3167134409		1.5422108254		0.917798911		0.5280513004		1		1.6734867668		2.4772680805		1.2934730543		0.9323146802		0.3601492155		0.2856461536		1.1974787046		0.7805159395		0.5553343616		1.300214817		1.0019823828		1.1150766293		1.5660636581		1.353920339		1.2274925647		1.7776853623		1.5552460662		0.8179020586		1.3168973161		2.2702593897														slc12a2		1.16		0.86		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		1.52		0.45		0.73		0.84		1.22		1.91		1.18		1.30		0.47		1.61		0.79		0.84		1.13		1.45		1.65		1.33

		4400				0.951695153		0.8541136763		0.7653999513		0.8950250709		0.6736167884		0.8728163305		0.9314175686		0.8541136763		1.1589811827		0.5675648474		1.1803106903		1.7807685269		0.6564955526		0.6591009836		0.1217927364		1		1		1.4628177117		2.0384887572		1.0270962817		1.9235215596		0.7185227958		0.9185926487		1.0311725141		1.3445681281		1.039259226		0.4651327039		0.3809984789		1.2322115809		1.53		0.8552656151		2.1904844907		1.3899182198		0.9974040733		2.0687366472		1.0321940974		0.9678511845		0.9257855822		0.9802692683		0.7114769331		0.8216903146		1.4619729561		1.8403753012		0.825019429		0.9469949067		0.985378569		0.6167925065		0.9247548438		1.0997250398		1.1385067596		0.9564187282		0.8010698776		0.7563588904		0.7900413119		0.8219615747		0.7916074762														slc12a5		1.6		0.6		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		1.6		0.8		1.5		1.8		2.3		1.9		1.2		1.7		1.2		1.2		0.9		1.6		1.9		1.3		0.7		0.8

		4402				0.9649803223		1.1586943095		0.9488722131		1.1095694721		0.8010698776		3.1904280523		3.40463467		2.0174039676		1.6053158095		2.6998086192		1.0275201363		2.1923832234		1.8697652403		1.5785187841		1.1114938763		1.5122185602		1.0069555501		0.8286013064		1.7869509074		1.0559718885		1.5623849962		1.0894055259		1.9933141642		1.5097249279		0.4374356956		1.9528153704		2.7620018496		1.7812094153		1.6832506244		0.50		2.7595718414		0.9939533174		1.1769067372		1.3069917187		1.0634483754		1.0910477823		1.2770872944		1.2131433203		1.1338658797		1.473134226		1.6779115495		1.7907038889		0.7791645797		1.96223795		1.119871604		1.1718192053		3.5378114063		1.1786561138		1.5769564922		1.7865085979		2.3387121189		0.9330329915		0.5311321839		2.1410596954		2.0664333856		0.7916074762														cacna1a		1.96		0.51		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.14		1.49		1.12		1.00		0.16		0.35		0.85		0.19		1.99		0.71		0.10		0.37		0.02		0.35		1.09		1.50

		4412				1.1716741708		1.1748690793		1		0.9138314502		0.6285066873		1.5623849962		1.3449010206		1.1506906232		1		1		1.0637555557		1.6615157859		1		1		1.0298969567		1.63202897		0.4352752816		1.0933459786		1.170804341		1		1.2602849819		0.9508251886		2.1185663981		1		1		1.3063627467		1		1		0.9468776984		1.00		0.6304458845		0.7798399669		1.2789855813		0.5344956086		1.3554294284		1.0538826895		1		1.442678668		0.5992583452		1.5679601449		1		1.2003591212		0.9075191553		1.561031879		1		0.8880728912		1		1		1		1		1		1		1		1		1		1														cacna1b		1.08		0.93		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		1.43		0.42		0.55		0.63		0.61		0.96		0.82		0.61		0.36		0.48		0.49		0.79		0.31		0.87		0.74		0.53

		4420				0.7571082156		0.7232167517		0.6898170602		0.7955364838		0.8066417592		0.4644998385		0.7778155595		0.5405500089		0.6385436472		0.786139444		1.4430953901		0.6081503739		0.723395808		0.6729500963		2.912988488		0.9614830525		2.1140360811		0.5280513004		0.6187806552		0.7929149846		1.0451789688		0.6884810905		1.1911334189		0.6994465475		0.855308192		0.809753978		0.7298714458		0.8999128151		0.7744532187		0.44		0.5338270974		1.5705283656		0.2319147792		0.5795145009		1.0463871046		0.871988463		0.9093182057		0.5940885959		1.04336938		1.3093845752		1.7131680379		1.1868214851		0.8103778612		0.4727556701		1.1712875001		0.6093811026		0.6827947211		0.8568667984		0.8276787696		0.6448979806		0.6953032729		0.5358867313		0.6630285307		0.9862327045		0.7155591119		0.5597510145														kcnj3		1.28		0.78		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		2.91		1.20		5.35		3.78		1.59		1.57		1.64		1.19		4.74		5.52		0.39		2.24		1.24		1.52		5.27		1.85

		5886				1		1.321796426		1.0099512906		0.9075191553		1		0.9225826074		0.827883689		1.1270097526		1.2770872944		0.7807091822		0.78		0.728247122		1.08136768		1.1161813365		1.2418578121		0.4807415262		0.9794202976		0.8880728912		0.5615552976		1.0462575947		0.8667873477		1.068415305		0.8925545876		0.843398122		1.9147325058		0.6622994455		0.9833073185		0.4856056602		1.0727024859		0.95		0.8147585233		1.050626588		1.2938466779		1.5723437595		1.0832878662		1.3401374271		0.8195234536		0.721339334		0.7691036796		0.4030103762		1		0.6539391146		1.5333283447		0.8700478588		0.8168229111		1.3617073362		0.4088160691		0.5732128502		0.3915159145		0.9120234705		0.6223138612		0.952637998		1.1624292068		0.8179020586		0.9247548438		1.5399218563														kcnj9		1.84		0.54		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		2.44		1.22		3.12		3.39		3.54		1.61		1.91		2.51		5.24		2.08		1.45		3.37		3.54		4.77		2.94		4.75

		4364				1.9433845824		0.599777788		0.8671092706		0.6551967019		0.4175439597		1.584195078		1.8628351373		1.2856518332		0.6610618403		1.2166018835		1.5201004551		1.4364422573		1.1751599571		1.1317626473		2.3660818799		2.1540187518		2.514026749		1.483237886		0.7886734601		1.1555433863		2.0191526724		1.7253924811		1.7614055398		0.8731404925		0.502481664		1.0833921598		1.4496597109		1.0373172153		2.3153816243		1.12		0.6089705832		2.1904844907		0.5377471952		1.202677639		0.9004699268		0.8679683164		0.9030370861		0.8286013064		1.9069275073		1.1965568052		2.3402565064		0.9470038814		1.5691681958		1.2591935011		1.0878114915		0.8758465293		1.6619271493		0.3168973161		1.2372549869		1.0119534007		1.0538826895		1.4948492486		0.6959921104		1.0210121257		0.5812146034		0.8783434895														kcnj10		1.33		0.75		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		1.08		0.99		1.58		7.20		5.43		14.03		1.34		12.21		7.08		5.13		6.02		14.52		14.12		17.15		2.70		7.50

		4417				0.3483408151		0.6747850893		2.6468670189		1.0210121257		0.3763116869		0.6800675693		0.4082429848		0.7539287013		0.2453404709		0.8662510751		1.6067736046		0.3444818792		1.4669880743		1.5894982505		4.2648647777		1.7013343219		1.3286858141		2.0121669348		0.9314175686		3.3602566525		1.1677650188		1.3367255523		1.0466583539		1.260753049		0.6864101813		0.9563135056		1.7971543059		0.4723267479		1.5596799337		0.45		0.7761699286		1.1182556131		2.9793549262		2.6689087859		0.6411571877		2.2434426211		0.3041504709		0.6777147142		1.0876768546		0.5354741697		4.0746232398		0.3767961724		2.158456473		1.4870982841		1.8939898134		2.0402557385		1.7445526556		0.6493836008		0.502481664		0.5934271577		0.5766285945		1		0.4720929544		0.4730288234		0.6186274934		1.0888891871														sst		1.17		0.86		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.03		1.13		1.58		0.79		0.46		0.21		0.90		0.21		0.98		0.95		0.07		0.46		0.06		1.11		1.20		0.64

		5716				1		0.9411522295		1.77		1.1		1		1.488387315		1.2723538946		0.7232167517		0.43		1.1		0.7895850979		0.5078590305		1.4		1.5		4.0348079352		1.9054247613		0.6066063628		0.8046031013		0.1205329923		0.3411720648		1.43		0.5919666092		1.4893892054		0.3570717031		0.1010431879		1.1138504592		1.7		0.1323891819		2.02		1.02		2.4870653986		2.4137060666		0.5644822024		0.215573239		0.0939964447		0.2407677866		0.2917606336		0.68		1.8		0.5030901641		2.54		1.2700783597		0.5321850912		0.3875622611		1.4		0.0496779689		1.831286028		0.4820126309		0.546064342		0.1473320142		0.1187265327		0.1416104857		0.1463143177		0.4204482076		0.1930628996		0.1031529612														calb2		1.2		0.8		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		1.5		0.6		0.5		1.0		0.1		0.4		0.6		0.2		0.8		1.3		0.1		0.4		0.0		0.2		0.3		0.5

		5754				0.4439814878		0.8541136763		1.4382213329		0.9138314502		1.0210121257		0.699186871		0.4110825393		1.0017343702		0.262949406		0.9745831219		0.9422401195		0.5008671851		1.285970139		1.5037569744		3.0157148051		2.3949574092		0.7955364838		0.5738517574		0.6361769473		1.3212511817		1.6063096171		2.0036922824		1.3206894954		0.6617167547		0.7057236643		0.7000624622		1.6768042582		0.8543251405		1.4653547792		2.67		0.9961565872		0.9273912372		1.3835102508		1.2		0.6471102047		0.9855818675		0.8367433834		0.741618943		1.5596799337		0.7114769331		1.725084064		0.1635794749		0.8370196129		0.5161396375		0.6176073833		1.051233629		0.4750629089		0.5130398719		0.3942391231		0.653900421		0.5493183099		0.8888426812		0.9057236643		0.2253126157		0.7776230331		1.0664801716														calb1		1.96		0.51		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		2.97		1.12		7.14		2.10		1.21		1.98		1.50		3.22		7.13		8.12		1.53		2.50		3.01		1.85		3.38		8.36

		5843				1.8258540256		0.6654951236		1.9510972841		1.6934906247		1.8660659831		1.1758874669		1.555631119		1.0087019838		0.5715125731		1.3975085823		1.3233243075		1.9758863943		1.6277251831		0.8007169537		0.5674243627		2.0281138267		0.5625292423		0.3365166984		0.6406019079		1.7193994643		0.9162098638		0.7417526046		0.6149099596		1.2783525057		0.745945874		1.4001249244		1.6884673542		2.737496543		2.9104656688		1.40		0.9230268015		2.2993881151		1.9430638823		0.7217561163		0.9343813173		0.5355330876		1.2421652752		0.6871752591		2.551330857		0.9258747123		1.9816012265		0.3147003167		0.7755723809		0.8043154474		2.0773753386		1.0014450998		0.7150868985		0.7722515985		0.4138393848		0.4311182238		0.8326108626		1.7411011266		0.6058963237		1.0867348625		0.9376639403		1.1430251463														npy		2.99		0.33		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		0.71		1.11		1.95		1.58		0.73		0.52		1.82		0.64		1.52		1.13		0.37		1.40		0.60		1.59		2.27		2.88

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														pvalb		0.41		2.44		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		0.29		3.14		0.62		1.04		16.28		17.45		2.88		11.81		2.85		5.58		6.17		46.43		5.25		36.71		4.52		2.79

																																																																																																																																		gabarap		1.12		0.89		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		0.65		1.22		1.54		1.27		2.58		2.34		1.19		3.24		1.83		0.84		3.38		3.25		2.58		2.34		0.83		1.273

																																																																																																																																		nsf		1.76		0.57		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		2.33		1.86		2.80		2.39		9.98		7.15		11.09		11.36		2.12		3.04		7.21		10.43		9.01		4.88		2.22		3.62

																																																																																																																																		plcpl1		2.17		0.46		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		3.80		1.74		2.74		2.12		5.98		7.59		7.25		10.45		1.77		4.32		9.52		11.30		7.95		7.06		6.76		2.92

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														ap2a2		1.29		0.78		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.59		0.91		0.17		0.94		1.52		2.15		1.76		2.98		0.73		0.59		2.58		2.34		1.69		1.77		0.92		1.38

		4375				0.7219645978		0.9373544966		1.189207115		1.1407637159		1.0448771529		1.2113927369		1.1302693893		0.9548416039		1.3538134744		1.0087019838		1.002602683		0.6942570102		1.1368169732		0.9760317608		0.7307754128		0.5800168296		1.1526863468		1.6301446648		1.1361308161		1.6151483336		1.8150383106		0.8392501719		0.5807110191		0.9185944677		1.7330740917		0.7006018324		1.3589571816		0.7491535384		1.2198186398		1.08		0.9908006133		0.8428415448		2.033784285		2.0267479259		1.1681023313		1.0092633488		1.8771592677		0.7286678955		0.4156189481		0.7702151112		1.2058078277		0.2269279572		1.3073692472		1.1164797226		1.4657780514		1.2255573328		0.7967628144		0.7791645797		0.4292827182		3.0844216508		1.7838570388		0.9845251733		2.2268432365		1.2834258976		1.7092143485		2.4537699545														gphn		1.32		0.76		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		1.48		3.85		2.94		2.66		2.99		2.39		3.82		1.00		1.17		2.55		1.52		1.14		0.49		1.04		2.80		2.38

		4381				1		1		1		1		1		1		1.5547328107		1		0.4846449085		1		1.1516880527		1		1.5422108254		1.3803173534		2.5802305861		1.4117650391		0.5567108091		0.776468875		0.7396937546		0.7552362928		0.9862327045		0.8939569978		2.3606261764		0.6018600657		1		1.01865581		1.0087019838		1		1		1.00		1.2893703084		1		0.8336420754		0.4608917983		0.6406019079		0.6461764153		0.2579207948		1		1		1		1		0.8003250708		0.8066417592		0.949342121		1.6759742693		0.614506425		1.137254825		1		1		0.6529298935		0.4812972216		0.4561246361		0.3175377456		0.4697613746		1		0.359733395														gja1		0.60		1.66		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		1.47		0.50		2.58		3.25		4.04		6.98		1.43		6.03		7.23		3.69		11.11		10.95		11.58		15.71		2.96		4.61

		4383				1.182145935		1.725084064		1.5321144263		1.3187265785		1.6395879968		1.8108495226		0.5690655173		1.4273442542		2.1509887809		1.561031879		0.8171937073		1.6727893388		1		1		0.6361769473		1.3051057107		1.2878816295		1.2613774088		1.5422108254		1.0656005016		1		1.2955898457		1.0907712409		2.0526675678		1.5297896935		1		1		0.5134633944		0.69095644		0.91		1		0.7236346187		0.8610486548		1.1967872135		1.6179495988		1.9543199369		1.5227548177		1.0968249797		1.6856830895		1.7959398684		1.2141948844		0.6459779851		0.5770093759		1.3581724438		1.241140694		1.1681023313		1.103603718		1.148698355		0.6877709091		1.3058597871		2.1361308161		1.4117650391		1.1057306533		1.4240501956		1.378723669		2.5227548177														gjb6		0.29		3.43		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.02		1.92		3.60		7.19		4.45		8.90		0.26		6.65		6.64		3.64		9.60		6.20		13.67		7.28		3.45		8.17

		4414				0.9352752816		0.6184233367		0.4796320597		0.4537595777		0.5837139019		0.4558612443		1		0.7337361816		0.4075361662		0.4804639192		1.0597691235		0.7863989679		0.7244710773		0.7046603776		0.8336420754		0.9357315915		1.2099940892		0.6263322193		0.4103708044		0.7693258375		0.558643569		1.0287844642		0.6687734686		0.8811747131		0.3771821567		1.4012036649		0.9476984609		2.5996787088		1.1864626349		1.01		0.7827734163		1.6395879968		0.6849956192		0.8945082335		0.8259730796		0.394109018		0.3963920683		1.2512181395		1.4273442542		0.864365705		0.8066417592		8.5236941371		1.6433806292		0.7664445129		0.3279770261		0.6259705401		1		1.1172871381		3.3869812495		0.3802446883		0.5452538663		1.5773469202		1.2789855813		1.1647335865		0.4243519857		0.4490661864														slc1a2		1.5		0.7		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		1.9		2.0		5.6		6.6		3.6		26.2		1.9		8.9		5.7		9.4		13.9		22.0		17.7		9.1		3.4		7.9

		1325				1.6586390916		0.7456997002		0.8066417592		1.0717734625		0.9885140204		1.1381310346		2.109157259		1.0817246661		4.1554364132		0.7083331661		1.0415629243		1.8066704016		0.9362722474		0.7144970699		1.9285278765		1.5681023313		0.8919285194		0.4075361662		0.5966678715		0.4065956447		1.3195079108		1.2344535787		1.765022302		4.4614108142		1.0817246661		0.8685414863		0.6747850893		0.9351912479		1.4913994005		5.01		0.6957624221		1.0892486561		0.4073008321		0.4598281414		0.9292680213		0.7153229662		4.1554364132		1.2775088923		1.4776794406		1.4573357911		1.6358041171		0.0897532851		0.9373544966		0.5182307999		0.9406087556		0.8791411174		1.2480505821		2.1287403649		0.8645372313		3.3287949388		3.6935292429		3.1766364713		1.2526644386		1.1407637159		2.4004973333		2.2268432365														slc1a3		1.0		1.0		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		1.6		0.9		6.5		4.3		8.6		9.9		0.8		8.7		2.9		6.5		14.1		12.9		26.8		16.0		2.3		7.9

		4416				1.7776853623		1.0993621134		0.5904963307		1.0942937013		1.9096832078		0.7069470483		1.2621873304		2.2089080015		1.2373355302		1.7082273527		1.5039431153		1.5148946759		1.3053726936		1.6481778208		1.8462033028		2.0488157736		0.5925463855		0.6008180248		0.776468875		1.1492319063		1.3472335769		1.5055130989		1.7895764867		0.9509886317		1.103904737		0.8685414863		2.0597939133		1.0854801421		0.431271016		1.52		0.2359685782		0.5484124898		1.7515843606		0.6		0.6961644263		1.3172781833		1.2707437614		0.7863989679		1.6509922332		1.6509922332		2.0279189596		4.8252754013		1.5800826237		0.8596098852		1.8065441981		1.0897711799		2.5684617784		0.2206757491		0.1707550321		1.2651719353		1.4075361662		1.39433673		0.1609852037		0.1538930517		1.2107103862		1.5017358743														slc38a3		0.4		2.3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.4		1.1		1.0		0.6		0.5		0.4		0.6		0.5		1.1		1.3		0.7		0.5		0.3		0.3		0.2		2.0

		5708				1.5946035575		0.2925320633		0.2044755146		1.0347777503		1.3341612147		0.6957624221		0.5932313175		0.5334161215		1.4489421546		0.9352880574		0.9162098638		1.819236788		1.3240889104		0.4914102993		0.827883689		1.3605280177		0.8379871347		0.4812972216		0.4521896888		1.6151483336		1.1250584847		0.4520399637		1.5536398011		2.0813217392		1.1429253109		0.7303534223		1.9085804501		0.3470783626		1.1864249251		2.07		1.45903201		1.3543712168		0.5084460712		0.5820305021		0.8202676668		0.8806658736		2.7991717312		1.4579726451		1.4741230156		1.4741230156		1.3472335769		0.7475098176		0.91806402		0.5291199307		1.3867105339		0.6088533428		1.9348506666		1.9588405952		1.6132835184		3.3287949388		2.5579711626		1.2901152931		0.3963920683		0.9930924954		1.7211028745		0.7396937546														slc38a5		0.81		1.23		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		0.72		2.33		0.92		0.21		1.60		3.06		0.67		0.62		1.83		0.56		1.39		2.75		1.37		0.50		0.91		0.87

		4373				2.8088897515		0.5		0.6113201388		0.8827029963		0.8487039713		1.6433806292		2.0657514303		1.3134245559		4.4229226133		0.8136611427		0.6660719811		2.4004973333		1.3058597871		0.8379871347		2.9639066298		1.54488559		0.5230424699		0.2921943121		0.8857675191		0.9828205985		2.3456698985		1.9755985173		2.954592557		4.4614108142		1.0092848012		1.3348398542		1.561031879		0.207809474		1.3256194418		2.72		1.3441243996		0.8546071743		0.7157362723		0.6747850893		1.0773596959		1.4044448757		2.7038970773		0.7809669134		1.2170035137		1.119871604		1.8025009252		1.7121677654		0.7684375906		1.2968395547		1.2789855813		0.7832256946		1.9938481724		3.2490095854		2.9079450346		4.9723221026		6.9403094972		2.5096740451		0.4948283282		2.5668517951		4.2378523774		3.9861610513														itpr2		1.05		0.96		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		1.19		0.55		1.11		0.91		5.23		5.45		1.42		10.31		1.51		2.15		8.61		2.98		6.57		9.105		0.79		1.746

		4389				0.8847448312		0.6		0.8139594798		1.0942937013		1.0304920203		1.5		1.0993621134		1		2.0777182066		0.7644531538		1.2		1.4573357911		0.7818696431		1.024556823		0.8365362711		1.9625944431		1.3851094681		0.50260607		1.3578958585		1.193335743		2.6390158215		0.8469052646		1.1363394644		1.3309902472		3.2116915275		0.8		0.4905594875		0.5321850912		0.9637071184		1.68		1.2454496224		0.8908987181		0.9378960902		1.3731602499		1.321796426		2.722628233		1.6245047927		1.1121360858		2.0185696024		1.4472692374		1.3660402568		0.2376625834		1.7931547515		2.074120913		1.1566881839		1.4845235706		1.8475160078		0.2126667902		0.2253126157		2.8928670067		0.5017358743		2.643592852		1.8276629005		0.8705505633		1.4607068446		2.7558550339														aqp4		0.8		1.2		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		1.8		0.8		2.8		3.7		4.2		6.6		0.3		5.0		1.8		3.9		8.8		9.0		15.2		16.7		2.0		5.2

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														grm3		1.38		0.72		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.55		0.90		0.63		0.84		0.32		0.60		0.72		0.50		0.49		1.28		0.44		1.30		0.55		0.289		0.75		0.714





AS

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3





		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50														60.4443952914		0

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272



		complete/pearson

																																																		m				f

																																																		t		pt		t		pt

																																																		0.63847		1.295716				1.018136

								 																																										1.941085				1.543789		1.089435

																																																		1.398914		0.631897		0.772861		2.187577

																																																		1.981649		0.712507		1.295501		2.744496

																																																		2.511129		0.531475		3.329858		0.569971

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3





		maturation index		1.54		0.77		1.30		3.33		9.43		2.60		4.58		3.99		3.55						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.5437888653444085	0.77286066046983204	1.29550067434907	3.3298584928461614	9.4335025362370839	2.6017055225651333	4.5752466129043476	3.9856854600150382	3.5486735952572621	

all_AS_raw

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME																												NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n2				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n4				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n6				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n12				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n13				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n14				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n15				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n16				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n17				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

																																																																																												slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n19				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

																																																																																												got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n20				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

																																																																																												gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n21				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

																																																																																												gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n27				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls









		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7												4353		4355		4391		4400		4402		4412		4420		5658		5886		4364		4417		5716		5754		5843

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09										tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		1.54		0.75		0.34		2.83		0.36		2.13		0.49						 

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05										hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		0.49		1.29		1.14		0.97		0.56		1.69		0.43

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03										nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.80		0.84		0.56		2.63		0.04		1.96		0.43

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26										top2a		2.38		1.01		1.08				6.33		0.35		0.17				1.04		1.53		0.41		1.36		0.84																		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13										fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.79		0.47		0.75		0.27		4.61		0.38		0.60																sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54										agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.38		0.80		0.78		0.15		2.47		0.35		0.60																slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15										aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		0.81		1.37		1.82		3.40		0.58		1.09		0.62																best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15										sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.73		0.90		2.71		1.38		1.60		1.91		0.50																glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33										ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.97		0.55		0.97		0.20		1.47		0.50		0.44																glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32										igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.51		0.44		0.90		0.32		3.03		0.41		0.52																got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

																																																																																												got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914		0																		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06						gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

																																																																																												gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.7809669134		1.1121360858		sst

		complete/pearson																																																																																										kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		1.2789855813		1.1566881839		plcpl1

																																																																																												glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		1.3441243996		1.2454496224		slc12a2

																																																		m				f																																						maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.8025009252		1.3660402568		npy

																																																		t		pt		t		pt																																				abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		0.8857675191		1.3578958585		gls

																																																		0.63847		1.295716				1.018136																																				aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		2.7038970773		1.6245047927		kcnj10

								 																																										1.941085				1.543789		1.089435																																																																												4.4614108142		1.3309902472		glul

																																																		1.398914		0.631897		0.772861		2.187577																																																																												1.0092848012		3.2116915275		maob

																																																		1.981649		0.712507		1.295501		2.744496																																																																												2.3456698985		2.6390158215		abat

																																																		2.511129		0.531475		3.329858		0.569971																																																																												0.9828205985		1.193335743		aldh5a1

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

















		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9								4375		4381		4383		4414		1325		4416		5708		4373		4389

		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1						tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0						hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0						nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3						top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3						fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4						agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3						aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2						sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9						ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0						igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36	.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_raw2

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																		n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																		n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																		n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																		n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																		n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																		n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																		n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																		n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																		n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																				n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																				n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52										 										n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																		n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																				n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																		n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1																		n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																		n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																		n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																		n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																		n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																		n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1		0																n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																		n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2																		n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1









				0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914																				maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																								-1.0673333333

		maturation index																																																		m				f																																																 

																																																				t		pt		t		pt																																		complete/pearson

																																																				0.63847		1.295716				1.018136

		complete/pearson																																																		1.941085				1.543789		1.089435

																																																				1.398914		0.631897		0.772861		2.187577

																																																				1.981649		0.712507		1.295501		2.744496

								 																																												2.511129		0.531475		3.329858		0.569971

																																																				4.761447		2.397605				1.432716

																																																				1.004181		0.587284

																																																				3.177671		0.503259

																																																				4.2322643



																																																				2.41		0.95		1.74		1.51																																																																												 

																																																				0.4712512173		0.2618142865		0.5552029287		0.3312336227

																																																				39.5556047086				86.8368316242

																																																				60.4443952914				13.1631683758

















































																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_organized

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample				4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																						n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423																						n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984																						n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																						n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																						n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		gja1

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																						n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		gjb6

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463																						n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		slc1a2				 

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																						n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		slc1a3

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																						n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																						n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59				4.45		0.62		1.65		1.30		top2a

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																						n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		slc38a5

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																								n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60		aldhl1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89		agtx2

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																						n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		itpr2

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12		sox9

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								 												n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46		fgfr3

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																				n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		grm3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																						n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21		ramb3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																				n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		slc38a3

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20		nnat

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63		hist1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15		tmsb15

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59		igfr7

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast		0																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																				n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

				0.64		1.73		0.80		0.96		1.78		2.54		1.47		1.69		7.15		1.08		7.99		13.81		1.71		16.74		8.59		6.58		19.43		11.13				0.9945660394				0.54		0.92		0.88		1.07		0.89		1.06		1.05		1.06		0.85		0.79		0.83		1.01		1.14		46.9003257955

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						maturation index				0.79		1.15		1.31		4.18		2.28		2.43		1.46		2.91		4.26						1.15		0.75		1.25		0.61		1.12		0.53		1.02		1.49		1.05

		maturation index																																																		m				f																																						-1.0673333333

																														a		s		m		f																t		pt		t		pt																																														 

																														0.1		4375				0.7940270009																0.6373515551		0.5391510728				1.12																																		complete/pearson

		complete/pearson																												0.5		4414				1.1541315546																1.7274944059		0.9197429146		0.7940270009		1.529439042

																														0.9		5658		0.6373515551																		0.8004676053		0.8838292482		1.1541315546		1.0185990538

																														0.9		4391		1.7274944059										 								0.9589452513		1.0696671878		1.3093322608		1.4862853846

								 																						1.1		4353		0.8004676053																		1.7780961702		0.8913699608		3.1788055191		1.050939038

																														1.5		5886		0.9589452513																		2.5350871906		1.0566038305				1.432716

																														1.8		5843		1.7780961702																		1.4712472528		1.0488342043

																														2.0		4402		2.5350871906								 										1.6927026775		1.0642415523										m		t		0.6373515551		1.7274944059		0.8004676053		0.9589452513		1.7780961702		2.5350871906		1.4712472528		1.6927026775		4.2322643				1.76		0.3656210142		53.0996742045

																														2.1		4420		1.4712472528																		4.2322643														pt		0.5391510728		0.9197429146		0.8838292482		1.0696671878		0.8913699608		1.0566038305		1.0488342043		1.0642415523						0.93		0.06761689

																														2.2		4355		1.6927026775																														f		t				 		1.1541315546		1.3093322608		3.1788055191												1.88		0.5634093459		67.6853413542

																														2.2		4412		7.1529687144																		1.76		0.93		1.61		1.27								pt		1.12		1.529439042		1.0185990538		1.4862853846		1.050939038		1.432716										1.27		0.095603478

																														2.5		4383				1.3093322608						 										0.3656210142		0.06761689		0.5342577711		0.095603478																																																																												 

																														2.9		4400		1.0833701447																		53.0996742045				79.1135990882

																														3.0		4381				4.1788055191

																														3.9		4413				2.2827027344

																														4.1		5933		7.990105022

																														4.2		4422		13.8069944864																																				 

																														4.4		5821		1.7059604822																																				 

																														4.6		4352		16.7369180631

																														4.9		4415				2.430811568

																														4.9		4388				1.4581931286																46.9003257955				20.8864009118

																														6.0		5947		8.585816671

																														6.5		4350		6.5831408671

																														6.7		4376		19.4293882014

																														6.7		4360		11.1304381054

																														7.8		4392				2.9126179073

																														7.9		4361				4.2563600196













																																								 





























																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63735155508808161	1.72749440590132	0.80046760529992422	0.95894525126640473	1.7780961702175928	2.5350871906336647	1.4712472528069096	1.6927026775378149	7.1529687144218297	1.0833701446861268	7.9901050220084038	13.806994486379306	1.7059604822472154	16.736918063124499	8.5858166710406785	6.5831408671035101	19.429388201423855	11.130438105373091	maturation index
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Gene category MALES FEMALES
gene name gene 

symbol
protein 
symbol

fold 
change SEM P value Significanc

e
fold 

change SEM P 
value

Significan
ce

GABA-A receptor subunits
GABA-A Receptor Alpha1 gabra1 GBRA1 1.1 0.33 0.97 ns 1.8 0.31 0.11 ns
GABA-A Receptor Alpha2 gabra2 GBRA2 -1.4 0.06 0.05 * -1.7 0.13 0.19 ns
GABA-A Receptor Alpha3 gabra3 GBRA3 1.7 0.29 0.05 * -1.7 0.11 0.05 *
GABA-A Receptor Alpha4 gabra4 GBRA4 1.0 0.17 0.86 ns 1.1 0.04 0.85 ns
GABA-A Receptor Alpha5 gabra5 GBRA5 -1.2 0.27 0.75 ns 1.1 0.19 0.90 ns
GABA-A Receptor Beta1 gabrb1 GBRB1 -1.1 0.19 0.72 ns 1.0 0.20 >0.99 ns
GABA-A Receptor Beta2 gabrb2 GBRB2 -1.1 0.30 >0.99 ns 1.3 0.29 0.41 ns
GABA-A Receptor Beta3 gabrb3 GBRB3 -1.1 0.10 0.83 ns 1.2 0.28 0.60 ns
GABA-A Receptor Gamma1 gabrg1 GBRG1 -2.4 0.08 0.01 ** 2.4 0.68 0.19 ns
GABA-A Receptor Gamma2 gabrg2 GBRG2 1.0 0.09 0.46 ns 1.0 0.18 0.73 ns
GABA-A Receptor Gamma3 gabrg3 GBRG3 1.1 0.15 0.52 ns 1.0 0.14 0.90 ns
GABA-A Receptor Delta gabrd GBRD -1.2 0.32 0.28 ns 1.7 0.17 0.05 *
GABA-B receptor subunits
GABA-B Receptor Subunit 1 gabbr1 GABBR1 1.3 0.08 0.22 ns 1.0 0.11 0.90 ns
GABA-B Receptor Subunit 2 gabbr2 GABBR2 1.2 0.15 0.17 ns -1.1 0.20 0.90 ns
GABA / GLUT enzymes
Glutamate Dehydrogenase 1 glud1 GDH1 2.2 0.67 0.09 ns 1.4 0.40 0.29 ns
Glutamate Dehydrogenase 2 glud2 GDH2 1.9 0.12 0.00 ** 1.6 0.13 0.03 *
Glutamic-Oxaloacetic Transaminase 1 got1 AATC 1.1 0.36 0.83 ns -1.2 0.15 0.56 ns
Aspartate aminotransferase, mito got2 AATM 1.0 0.31 0.65 ns -2.3 0.05 0.02 *
Glutaminase gls GLSK -1.9 0.14 0.28 ns -1.2 0.16 0.90 ns
Aldehyde Dehydrogenase 5 Family 
Member A1 aldh5a1 SSDH 1.5 0.50 0.17 ns 1.0 0.20 0.79 ns
4-Aminobutyrate Aminotransferase abat GABT 1.3 0.19 0.17 ns 1.6 0.31 0.11 ns
Glutamate Decarboxylase 67 gad1 GAD67 1.3 0.27 0.58 ns 1.2 0.26 0.73 ns
Glutamate Decarboxylase 65 gad2 GAD65 1.1 0.19 0.62 ns 1.6 0.3 0.19 ns
Glutamate-Ammonia Ligase glul GS -1.2 0.18 0.72 ns 2.4 0.76 0.04 *
Monoamine Oxidase B maob AOFB -2.1 0.12 0.04 * 1.3 0.43 0.73 ns
GABA secretion / transport
Solute Carrier Family 6 Member 1 slc6a1 GAT1 -1.1 0.11 >0.99 ns -1.1 0.11 0.51 ns
Solute Carrier Family 6 Member 13 slc6a13 GAT2 -1.1 0.45 0.72 ns 1.2 0.32 0.73 ns
Solute Carrier Family 6 Member 11 slc6a11 GAT3 1.6 0.06 0.03 * -2.0 0.17 0.41 ns
Solute Carrier Family 32 Member 1 slc32a1 VIAAT 1.8 0.26 0.02 * 1.1 0.18 0.90 ns
Bestrophin 1 best1 BEST1 1.0 0.36 0.62 ns 2.6 0.6 0.02 *
GABAergic function-associated channels
Solute Carrier Family 12 Member 2 slc12a2 NKCC1 1.1 0.34 0.83 ns 1.0 0.23 0.90 ns
Solute Carrier Family 12 Member 5 slc12a5 KCC2 1.6 0.32 0.14 ns -1.1 0.13 >0.99 ns
Calcium Voltage-Gated Channel 
Subunit Alpha1 A cacna1a CAC1A 1.3 0.46 0.72 ns -1.3 0.24 0.56 ns
Calcium Voltage-Gated Channel 
Subunit Alpha1 B cacna1b CAC1B 1.1 0.41 >0.99 ns -1.6 0.16 0.41 ns
Potassium Voltage-Gated Channel 
Subfamily J Member 3 kcnj3 KCNJ3 -1.7 0.15 0.09 ns -1.1 0.11 0.90 ns
Potassium Voltage-Gated Channel 
Subfamily J Member 9 kcnj9 KCNJ9 1.0 0.34 0.28 ns 1.4 0.35 0.41 ns
Potassium Inwardly Rectifying Channel 
Subfamily J Member 10 kcnj10 KCNJ10 -1.4 0.18 0.17 ns 2.5 0.51 0.11 ns
GABA interneuron markers
Somatostatin sst SST -1.5 0.03 0.28 ns 1.1 0.13 0.56 ns
Calretinin calb2 CALB2 1.7 0.24 0.01 * 1.4 0.13 0.29 ns
Calbindin calb1 CALB1 -1.4 0.13 0.18 ns 1.3 0.09 0.29 ns
Neuropeptide Y npy NPY 2.3 0.41 0.00 ** 1.5 0.13 0.02 *
Parvalbumin pvalb PV -2.1 0.21 0.09 ns 1.6 0.8 0.9 ns
Others
GABA Type A Receptor-Associated 
Protein gabarap GBRAP 1.1 0.30 >0.9999 ns 1.1 0.20 0.73 ns
N-Ethylmaleimide Sensitive Factor, 
Vesicle Fusing ATPase nsf NSF -1.2 0.21 0.52 ns 1.0 0.29 0.73 ns
Phospholipase C Like 1 plcpl1 PLCL1 1.3 0.27 0.35 ns 1.1 0.14 >0.99 ns
Adaptor Related Protein Complex 2 
Subunit Alpha 2 ap2a2 AP2A2 1.0 0.32 0.94 ns 1.1 0.15 >0.99 ns
Gephyrin gphn GEPH 1.0 0.29 0.52 ns 1.9 0.21 0.03 *

Table 2
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		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27				gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3				gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3								gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1								gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04				gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2				gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2								gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3						1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075												1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0				gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd				gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd								gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15				gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1				gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1								gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85				gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2				gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2								gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1								glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2								glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1								got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2								got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls								gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86				gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1						1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1										0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14				gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2						0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596		gad2										0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul								glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob								maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14				slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1				slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40				slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13				slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13								slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11								slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24				slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1				slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1								slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1						1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40												1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33				slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2				slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2								slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8				slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5				slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5								slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50				cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a				cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a								cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53				cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b				cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b								cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85				kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3				kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3								kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75				kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9				kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9								kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10								kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64				sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst				sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst								sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5				calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2				calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2								calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36				calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1				calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1								calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88				npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy				npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy								npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79				pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb						2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167		pv										0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273				gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap				gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap								gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62				nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf				nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf								nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92				plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1				plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1								plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38				ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2				ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2								ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38				gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn				gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn								gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43								cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30								cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt								glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast								glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3								stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5								stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2								ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4								aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3								mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3





organized_M 

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52						gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38						gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04						gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50						gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9						gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3						gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23						gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45						gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1						glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36						glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3						aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80						abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								 

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10								0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59						glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1						maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77						slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06								1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93						slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95						slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85						kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7						kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6						kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4						calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88								2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18						gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34						nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62						plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7						ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71						gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15						cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0						cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28						glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105						glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77						stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67						ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71						aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34						slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31						gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49						gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59						npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09						gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35						cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4						gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11						sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07						slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66						got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8						got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54						gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289						mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4						gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3						stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2						calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87						cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55						slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08						gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20						gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.76		1.24		1.33		0.96		1.86		3.14		1.42		1.96		4.68		1.72		9.10		11.82		2.90		11.08		13.14		7.25		18.47		6.57				1.93				0.83		0.97		0.84		1.09		1.21		1.14		1.05		0.95		0.94		0.78		1.08		0.87		0.78				0.89

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.4438571429

																				 

		 



maturation index



0.866666	6666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.75740534993975939	1.2427943722714061	1.3255028363525729	0.9604472817550409	1.8554224468570835	3.1424105600531487	1.4201830670013094	1.9648347240530508	4.6762688686870728	1.7200826463461409	9.1018160347462711	11.822065248778351	2.8974425277221081	11.075031885171363	13.139513312946676	7.2522571631327502	18.469246478237011	6.5727585412601384	

organized_wo_AS

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn		n1		gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul		n2		glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3		n3		kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1		n4		best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5		n5		slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat		n6		abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2		n7		slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1		gabrb2		n8		gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36		gabra1		n9		gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1												pv		best1		gad1		gad2		gabrg3

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd		n10		gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd										4353		2.4320829621		 		1.1111415387		0.5455381216		1.8975878356

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80		gabra4		n11		gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4										4355		1.3167090834		3.76		0.9287794994		0.871244647		0.4860466411

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1		n12		aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1										4391		0.2856461536		0.77		1.4931981147		0.7015395703		0.8404108347

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59		gabrb1		n13		gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1										4400		1.4619729561		1.53		0.7185227958		0.9185926487		1.1803106903

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2		n14		ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2										4402		1.7907038889		0.50		1.0894055259		1.9933141642		1.0275201363

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1		n15		plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1										4412		1.2003591212		1.00		0.9508251886		2.1185663981		1.0637555557

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13		n16		slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13										4420		1.1868214851		0.44		0.6884810905		1.1911334189		1.4430953901

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1		n17		gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1										5886		0.6539391146		0.95		1.068415305		0.8925545876		0.78

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1		n18		calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2		n19		glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1		n20		glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1										4364		0.9470038814		1.12		1.7253924811		1.7614055398		1.5201004551

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1		n21		gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1										4417		0.3767961724		0.45		1.3367255523		1.0466583539		1.6067736046

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf		n22		nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf										5716		1.2700783597		1.02		0.5919666092		1.4893892054		0.7895850979

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2		n23		gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2										5754		0.1635794749		2.67		2.0036922824		1.3206894954		0.9422401195

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap		n24		gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap										5843		0.3147003167		1.40		0.7417526046		0.6149099596		1.3233243075

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2		n25		gad2		0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9		n26		kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob		n27		maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob										t		1.2910293456		1.2794699879		1.0060961323		1.1540604446		1.0898408855

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb		n28		pv		2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167												pt		0.614431641		1.3317035338		1.2799059059		1.2466105108		1.2364047169

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10		n29		kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10										FC		0.4759238379		1.0408243619		1.2721507069		1.0801951637		1.1344818619

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a		n30		cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a										sem		0.2109566393		0.3673549718		0.2728023947		0.1960190761		0.159904969

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4		gabra3		n31		gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst		n32		sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4		gabra2		n33		gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2								 

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11		n34		slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																								 

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2		n35		got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2		n36		calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2						 

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1		n37		got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3		n38		gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1		n39		slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31		gabra5		n40		gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1		n41		gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy		n42		npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3		n43		gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b		n44		cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1		n45		slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								52.3933353655		11.5687248495				47.6066646345		10.5118027001

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls		n46		gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls				0.0418700831

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2		n47		gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.77		1.11		1.35		0.94		1.87		2.78		1.53		1.90		4.23		1.81		8.75		10.13		3.24		10.53		10.58		6.39		13.92		5.02				1.83		0.3619247897		0.78		1.02		0.84		1.10		1.16		1.17		1.04		1.03		0.99		0.85		1.15		0.94		0.85				0.96

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.86

		complete/pearson

																																								47

																														0.7746712		0.8344313		1.121976		1.155479

																														1.1079748				0.987008		1.142958						0.7746712		1.1079748		1.3453564		0.9386691		1.8653506		2.7774565		1.5259406		1.8979048		4.2322643

																														1.3453564		0.8413181		0.969909		1.135386						0.8344313				0.8413181		0.9343146		0.7927372		1.0831662		0.935052		0.8329037																		 

																				47										0.9386691		0.9343146		1.93348		1.373374						1.121976		0.987008		0.969909		1.93348

																														1.8653506		0.7927372				1.485096						1.155479		1.142958		1.135386		1.373374		1.485096		1.432716

																														2.7774565		1.0831662				1.432716

																														1.5259406		0.935052

																														1.8979048		0.8329037

																														4.2322643

																																																																 



maturation index



0.86666	66666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.77467121046232523	1.1079747525851007	1.3453563539404574	0.93866909145768951	1.865350591276359	2.7774565083621807	1.5259405530968786	1.8979048431947732	4.2322642916495052	1.814868646404008	8.7493169983524055	10.126826115698755	3.2381884569874693	10.5305393209137	10.576180958003075	6.3854648722655165	13.915586827038624	5.0167635467608616	

organized_F

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68						gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20						gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85						gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64						sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5						calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86						gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04						gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8						slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53						cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5						gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40						slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24						slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15						gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1						gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38						gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06								1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6						gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714						mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38						ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75						kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0						gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17						cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61						cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2						aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9						glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62						nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9						glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36						calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85						kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14						gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38						gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14								0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79								0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92						plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33						slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0						stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14						slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746						ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87						stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273						gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50						cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88						npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83

		maturation index		1.01		1.23		1.01		2.17		1.96		3.71		3.43		3.10		4.01		1.35						1.13		0.84		1.09		1.23		1.31		1.03		1.52		1.81		1.30		1.37

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51												1.1644		1.7934		1.3864		1.8674		1.6084		1.9044		1.62



maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0051758587104327	1.2268799777022148	1.0074343101232228	2.1737653303548665	1.9641229149876507	3.7079610065225626	3.4280299176451146	3.0961568794661862	4.0101646690490078	

organized_F_wo_AS

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68		n2				gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20		n3				gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85		n4				gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5		n5				calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86		n6				gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67		n7				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80		n8				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0		n9				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04		n10				gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8		n11				slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8		n12				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48		n13				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9		n14				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53		n15				cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5		n16				gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3								 

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40		n17				slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24		n18				slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15		n19				gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1		n20				gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38		n21				gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06		n22				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3								 				pvalb		best1		gad1		gad2		g3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6		n23				gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2										4375		0.3209245947		1.08		0.8392501719		0.5807110191		1.002602683

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38		n24				gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn						 				4381		1.1318305694		1.00		0.8939569978		2.3606261764		1.1516880527

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8		n25				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1										4383		0.9135508275		0.91		1.2955898457		1.0907712409		0.8171937073										slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64		n26				sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst										4414		3.0135809626		1.01		1.0287844642		0.6687734686		1.0597691235										best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92		n27				plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1																														glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33		n28				slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2										1325		0.1269303131		5.01		1.2344535787		1.765022302		1.0415629243										glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88		n29				npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy										4416		6.8239699147		1.52		1.5055130989		1.7895764867		1.5039431153										got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36		n30				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls										5708		1.0571385221		2.07		0.4520399637		1.5536398011		0.9162098638										got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50		n31				cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a										4373		2.4213708749		2.72		1.9755985173		2.954592557		0.6660719811										gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38		n32				ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2										4389		0.3361056487		1.68		0.8469052646		1.1363394644		1.2										gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50		n33				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10																														gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8		n34				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul										t		1.3449717386		1.0017454821		1.0143953699		1.1752204763		1.0078133916										kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80		n35				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob										pt		2.1531030547		2.6007079737		1.2029020846		1.8398341222		1.0655575769										glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79		n36				pv		0.3209245947		1.1318305694		0.9135508275		3.0135809626		0.1269303131		6.8239699147		1.0571385221		2.4213708749		0.3361056487		pv										FC		1.6008537525		2.5961763941		1.1858316001		1.5655225206		1.0572965052										maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273		n37				gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap										sem		1.2348473318		0.6378829648		0.2626933917		0.3022929812		0.1401295596										abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14		n38				slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1																														aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62		n39				nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14		n40						0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36		n41				calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85		n42				kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14		n43				gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30		n44				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75		n45				kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0		n46				gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd																																										 

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11		n47				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		complete/spearman



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83								106.5896164793		34.1647275431				-6.5896164793		-2.1121424306

		maturation index		1.12		0.99		0.97		1.93		1.65		3.31		3.06		3.24		3.39		1.25		0.2293310379				1.07		0.87		1.13		0.91		1.14		1.20		1.39		1.51		1.44		1.34		0.0783503243

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51														1.7934		1.3864		1.8674		1.6084		1.9044		1.71





																																1.1219756834		1.1554794002

																																0.9870079359		1.1429578099

																				1.1219756834		0.9870079359		0.969908591		1.9334798587						0.969908591		1.1353859109

																				1.1554794002		1.1429578099		1.1353859109		1.373373743		1.4850960893		1.4327162718		1.9334798587		1.373373743

																																		1.4850960893

																																		1.4327162718





maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.1219756834495136	0.98700793586362734	0.96990859096315163	1.9334798586993049	1.6502768278257747	3.3059980445012043	3.0618853697081643	3.2387395886696333	3.3868825080791685	

raw_all

		0.1		4375		1.01		1.4		1.4		1.12		1.36		2.17		1.9		1.57		2.2		0.90		1.53		1.3		1.08		0.98		1.3		1.9		1.0		1.06		1.78		1.46		1.27		1.04		0.74		1.0		1.45		0.81		0.97		1.09		1.55		0.58		1.16		1.6		1.96		1.08		1.28		1.84		1.33		1.17		1.2		1.96		2.99		0.41		1.12		1.76		2.17		1.29		1.32		0.60		0.29		1.5		1.0		0.4		0.81		1.05		0.8		1.38

		0.5		4414		0.99		0.7		0.7		0.89		0.73		0.46		0.5		0.64		0.5		1.11		0.65		0.8		0.92		1.02		0.8		0.5		1.0		0.94		0.56		1.00		0.79		0.96		1.35		1.0		0.69		1.24		1.03		0.92		0.64		1.73		0.86		0.6		0.51		0.93		0.78		0.54		0.75		0.86		0.8		0.51		0.33		2.44		0.89		0.57		0.46		0.78		0.76		1.66		3.43		0.7		1.0		2.3		1.23		0.96		1.2		0.72																0.1		0.5		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.5		2.9		3.0		3.9		4.1		4.2		4.4		4.6		4.9		4.9		6.0		6.5		6.7		6.7		7.8		7.9		age

		0.9		5658		1.19		1.1		0.7		1.03		1.51		0.28		0.3		1.23		0.9		0.71		0.56		1.0		0.43		0.67		1.3		1.0		1.2		0.72		1.01		0.58		0.90		1.45		1.54		0.3		0.62		0.76		0.60		0.56		0.85		0.76		1.71		1.2		0.55		1.06		1.02		0.46		0.75		1.00		1.9		0.68		1.02		0.67		0.72		0.60		0.23		0.71		0.21		0.73		0.87		0.1		0.9		1.4		1.30		0.54		0.8		1.00														NAME		4375		4414		5658		4391		4353		5886		5843		4402		4420		4355		4412		4383		4400		4381		4413		5933		4422		5821		4352		4415		4388		5947		4350		4376		4360		4392		4361

		0.9		4391		1.00		1.2		1.4		0.98		0.70		0.82		1.5		0.89		0.8		0.59		1.20		1.0		1.33		1.20		1.5		1.0		1.4		1.38		0.51		0.96		1.26		1.06		1.81		1.6		1.43		0.78		0.64		1.78		1.11		1.25		0.58		0.9		1.48		0.71		1.07		1.56		1.46		1.08		0.9		1.11		0.70		1.14		0.75		0.66		0.85		0.92		2.57		3.30		2.40		1.5		1.2		0.8		0.87		2.00		1.4		1.05														gabra1		1.01		0.99		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.99		4.36		7.05		4.16		4.04		5.42		6.13		5.64		6.27		10.18		3.33		2.20		3.56		6.36		6.74		5.14

		1.1		4353		0.84		0.8		1.0		0.99		0.95		4.34		2.2		0.91		1.2		2.41		1.48		1.0		1.76		1.25		0.7		1.0		0.7		1.00		1.92		1.79		0.80		0.65		0.36		2.1		1.13		1.69		2.62		1.00		1.05		1.04		1.03		1.2		1.24		1.41		0.94		1.39		0.91		0.93		0.6		1.33		1.43		1.32		1.85		2.54		5.17		1.53		1.85		0.42		0.48		4.6		0.9		0.9		0.89		0.93		0.9		0.95														gabra2		1.4		0.7		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		2.2		0.7		1.0		1.0		0.6		0.7		1.0		0.2		0.3		0.9		0.7		1.0		0.5		0.4		0.8		1.1

		1.5		5886		2.53		1.3		0.9		1.39		2.00		1.99		1.7		1.89		2.0		1.12		1.54		0.8		1.61		1.34		0.8		0.8		1.7		1.19		1.52		1.03		1.02		2.70		1.51		0.9		0.72		0.82		0.38		0.96		1.97		1.38		0.76		0.7		1.14		0.73		1.37		1.62		1.65		1.21		0.8		1.98		2.66		1.32		0.92		2.22		3.19		1.11		0.69		1.25		0.98		0.8		1.8		0.5		0.34		1.16		1.3		0.63														gabra3		1.4		0.7		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		1.7		0.6		0.7		1.4		0.3		0.2		0.5		0.2		0.2		0.4		0.1		0.7		0.0		0.4		0.8		0.5

		1.8		5843		3.08		1.2		1.2		2.50		0.99		5.96		8.3		1.57		1.7		1.04		1.61		1.2		2.80		1.66		1.1		1.3		2.4		1.29		1.25		1.64		1.58		2.18		0.92		3.0		0.78		0.80		0.62		1.02		1.08		1.51		0.96		1.4		1.16		1.02		1.44		1.68		2.64		1.14		0.2		1.18		1.26		0.78		0.99		4.41		5.74		1.54		4.84		1.46		0.88		3.7		2.6		0.7		0.98		1.28		1.2		0.67														gabra4		1.12		0.89		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		7.10		2.74		3.19		2.26		3.61		2.49		2.92		3.06		1.93		0.49		0.58		1.25		0.54		1.80		1.50		1.20

		2.0		4402		4.97		1.3		0.8		1.90		0.77		8.80		16.8		1.63		1.9		2.66		1.02		2.6		2.26		2.81		0.8		1.0		0.9		0.57		2.18		2.11		1.26		0.55		1.07		3.2		0.68		2.16		1.65		0.52		0.70		1.63		2.06		1.4		0.74		1.20		1.34		0.95		3.97		1.11		1.2		3.27		0.83		5.30		1.27		4.93		5.86		1.83		5.72		7.28		3.64		7.8		6.2		0.8		1.25		8.79		2.3		1.43														gabra5		1.36		0.73		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		3.99		0.54		2.32		3.28		0.08		0.10		0.80		0.05		1.66		0.82		0.02		0.35		0.01		0.31		1.68		1.68

		2.1		4420		3.04		1.0		0.8		1.90		0.46		1.43		1.6		1.86		1.9		1.12		0.81		3.1		1.61		1.18		1.3		1.7		2.3		0.55		1.18		0.67		1.01		1.21		2.91		4.6		0.41		0.92		0.88		0.42		0.98		0.53		0.79		0.5		0.66		0.45		0.78		1.61		0.78		1.54		1.0		2.10		1.40		3.52		1.09		1.54		0.84		0.43		2.29		0.74		0.76		2.0		0.6		1.0		1.32		0.65		0.7		0.89														gabrb1		2.17		0.46		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.75		2.19		1.59		1.76		6.15		12.43		7.46		8.08		1.33		1.89		6.70		8.58		13.34		5.59		1.36		1.38

		2.2		4355		2.58		1.4		1.7		1.95		1.41		9.51		14.2		1.76		1.3		2.44		1.65		1.0		2.58		1.50		1.4		1.3		2.3		0.72		3.02		3.75		1.83		1.33		2.20		5.2		0.89		1.57		2.69		0.92		1.49		3.11		0.95		0.7		2.48		0.96		1.97		2.42		2.41		2.14		0.7		1.86		1.03		4.08		1.09		2.93		7.27		2.43		3.44		1.96		0.54		11.0		1.2		0.8		2.87		0.91		1.9		1.08														gabrb2		1.9		0.5		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		1.9		5.9		1.2		0.7		7.5		26.7		21.9		17.9		0.2		0.3		12.2		15.6		11.4		25.1		0.5		0.6

		2.2		4412		5.16		0.8		0.7		4.63		0.04		5.67		19.3		2.62		2.3		2.94		0.11		4.8		5.28		4.31		1.2		1.2		1.6		0.73		1.18		1.93		1.26		0.79		4.73		0.7		0.31		1.20		1.73		0.50		0.03		1.63		1.26		1.3		0.07		0.85		0.73		0.32		8.34		1.17		0.7		3.25		1.39		14.97		2.318		9.67		8.35		1.23		0.65		6.65		3.06		8.5		7.5		0.3		0.49		3.004		3.8		0.337														gabrb3		1.57		0.64		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		3.93		1.04		5.39		2.83		0.81		0.45		1.29		1.15		2.03		1.01		0.63		1.08		0.30		1.54		2.00		2.27

		2.5		4383		4.99		2.2		1.7		7.10		3.99		2.75		1.9		3.93		2.3		1.47		1.63		2.6		1.33		1.92		1.1		2.0		1.4		0.99		1.36		3.46		2.48		1.13		2.23		1.8		1.49		0.67		0.98		0.79		1.54		1.43		1.52		1.6		1.14		1.43		2.91		2.44		1.08		1.03		1.5		2.97		0.71		0.29		0.65		2.33		3.80		0.59		1.48		1.47		1.02		1.9		1.6		1.4		0.72		1.19		1.8		0.55														gabrg1		2.2		0.5		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.3		2.0		4.4		2.1		4.0		3.2		2.6		1.8		1.6		2.2		3.7		1.1		2.4		2.4		2.4		2.8

		2.9		4400		4.36		0.7		0.6		2.74		0.54		2.19		5.9		1.04		2.0		0.68		1.98		2.5		2.23		1.40		0.8		0.9		2.1		0.60		0.66		1.09		0.75		1.52		1.38		3.1		0.30		0.40		0.39		0.60		1.24		0.53		0.45		0.8		1.49		0.42		1.20		1.22		0.99		1.13		0.6		1.12		1.11		3.14		1.22		1.86		1.74		0.91		3.85		0.50		1.92		2.0		0.9		1.1		2.33		0.55		0.8		0.90														gabrg2		0.90		1.11		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		1.47		0.68		1.76		1.57		0.37		0.98		1.43		2.29		1.46		1.54		0.34		0.97		0.89		2.20		0.89		1.04

		3.0		4381		7.05		1.0		0.7		3.19		2.32		1.59		1.2		5.39		4.4		1.76		1.35		1.8		0.94		2.22		1.6		2.6		0.9		0.38		1.80		2.58		7.32		1.03		3.60		2.5		2.12		1.12		0.07		0.61		0.86		1.20		0.73		1.5		1.12		0.55		5.35		3.12		1.58		1.58		0.5		7.14		1.95		0.62		1.54		2.80		2.74		0.17		2.94		2.58		3.60		5.6		6.5		1.0		0.92		1.11		2.8		0.63														gabrg3		1.53		0.65		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.63		1.98		1.35		1.29		0.70		0.41		2.18		0.18		0.95		0.82		0.14		1.06		1.45		2.09		0.99		1.06

		3.9		4413		4.16		1.0		1.4		2.26		3.28		1.76		0.7		2.83		2.1		1.57		1.29		3.2		1.20		1.23		2.5		2.2		1.8		1.07		1.55		1.48		3.70		1.23		3.32		5.6		3.41		1.08		0.78		0.85		1.51		1.39		0.84		1.8		1.00		0.63		3.78		3.39		7.20		0.79		1.0		2.10		1.58		1.04		1.27		2.39		2.12		0.94		2.66		3.25		7.19		6.6		4.3		0.6		0.21		0.91		3.7		0.84														gabrd		1.3		0.8		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.6		2.5		1.8		3.2		3.5		8.1		5.5		5.4		3.3		2.4		4.0		4.7		0.5		3.3		1.6		3.0

		4.1		5933		4.04		0.6		0.3		3.61		0.08		6.15		7.5		0.81		4.0		0.37		0.70		3.5		9.31		4.09		2.3		2.5		1.2		0.39		0.27		2.16		2.04		0.50		4.28		2.9		0.33		0.71		0.57		0.19		0.07		3.11		1.22		2.3		0.16		0.61		1.59		3.54		5.43		0.46		0.1		1.21		0.73		16.28		2.58		9.98		5.98		1.52		2.99		4.04		4.45		3.6		8.6		0.5		1.60		5.23		4.2		0.32														gabbr1		1.08		0.92		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		1.33		2.23		0.94		1.20		9.31		7.74		2.09		15.02		0.49		1.01		9.47		5.44		21.19		1.95		0.76		1.15

		4.2		4422		5.42		0.7		0.2		2.49		0.10		12.43		26.7		0.45		3.2		0.98		0.41		8.1		7.74		3.62		2.2		2.9		0.7		0.49		0.89		5.58		2.08		0.29		1.91		2.9		1.37		1.39		2.02		0.19		0.16		0.83		1.91		1.9		0.35		0.96		1.57		1.61		14.03		0.21		0.4		1.98		0.52		17.45		2.34		7.15		7.59		2.15		2.39		6.98		8.90		26.2		9.9		0.4		3.06		5.45		6.6		0.60														gabbr2		0.98		1.02		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.92		1.40		2.22		1.23		4.09		3.62		1.94		8.70		1.96		0.59		2.51		5.63		5.26		2.18		0.98		0.85

		4.4		5821		6.13		1.0		0.5		2.92		0.80		7.46		21.9		1.29		2.6		1.43		2.18		5.5		2.09		1.94		0.3		0.5		1.6		0.96		1.81		1.09		0.90		1.06		5.20		0.8		1.04		0.42		0.50		0.10		0.70		1.42		1.18		1.2		0.85		0.82		1.64		1.91		1.34		0.90		0.6		1.50		1.82		2.88		1.19		11.09		7.25		1.76		3.82		1.43		0.26		1.9		0.8		0.6		0.67		1.42		0.3		0.72														glud1		1.3		0.8		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		1.1		0.8		1.6		2.5		2.3		2.2		0.3		1.8		0.9		1.1		2.6		0.7		2.7		0.6		0.4		0.8

		4.6		4352		5.64		0.2		0.2		3.06		0.05		8.08		17.9		1.15		1.8		2.29		0.18		5.4		15.02		8.70		1.8		2.5		0.4		0.15		0.54		3.15		2.22		0.59		3.79		1.6		1.49		0.94		2.76		0.08		0.12		1.42		1.30		1.7		0.19		0.61		1.19		2.51		12.21		0.21		0.2		3.22		0.64		11.81		3.24		11.36		10.45		2.98		1.00		6.03		6.65		8.9		8.7		0.5		0.62		10.31		5.0		0.50														glud2		1.9		0.5		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		2.0		0.9		2.6		2.2		2.5		2.9		0.5		2.5		1.6		2.2		2.8		0.9		1.5		0.7		0.7		1.0

		4.9		4415		6.27		0.3		0.2		1.93		1.66		1.33		0.2		2.03		1.6		1.46		0.95		3.3		0.49		1.96		0.9		1.6		0.5		0.27		2.46		4.05		5.37		0.88		2.19		2.9		3.93		1.20		0.11		0.47		0.44		1.12		0.47		1.2		1.99		0.36		4.74		5.24		7.08		0.98		0.8		7.13		1.52		2.85		1.83		2.12		1.77		0.73		1.17		7.23		6.64		5.7		2.9		1.1		1.83		1.51		1.8		0.49														got1		1.0		1.0		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		1.4		2.1		0.9		1.8		1.2		0.7		1.6		0.4		0.5		1.1		0.3		2.6		0.4		1.8		1.0		0.9

		4.9		4388		10.18		0.9		0.4		0.49		0.82		1.89		0.3		1.01		2.2		1.54		0.82		2.4		1.01		0.59		1.1		2.2		1.1		0.77		1.01		1.82		3.31		1.78		3.51		5.6		4.05		1.14		0.79		1.17		1.22		1.23		1.61		1.2		0.71		0.48		5.52		2.08		5.13		0.95		1.3		8.12		1.13		5.58		0.84		3.04		4.32		0.59		2.55		3.69		3.64		9.4		6.5		1.3		0.56		2.15		3.9		1.28														got2		1.06		0.94		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.99		0.60		0.38		1.07		0.39		0.49		0.96		0.15		0.27		0.77		0.18		0.71		0.45		0.66		0.76		0.48

		6.0		5947		3.33		0.7		0.1		0.58		0.02		6.70		12.2		0.63		3.7		0.34		0.14		4.0		9.47		2.51		2.6		2.8		0.3		0.18		0.77		2.91		0.83		0.31		3.52		3.7		1.33		1.43		4.24		0.19		0.05		1.19		0.79		0.9		0.10		0.49		0.39		1.45		6.02		0.07		0.1		1.53		0.37		6.17		3.38		7.21		9.52		2.58		1.52		11.11		9.60		13.9		14.1		0.7		1.39		8.61		8.8		0.44														gls		1.78		0.56		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		1.36		0.66		1.80		1.55		0.27		0.89		1.81		0.54		2.46		1.01		0.77		1.35		0.27		2.08		3.24		2.36

		6.5		4350		2.20		1.0		0.7		1.25		0.35		8.58		15.6		1.08		1.1		0.97		1.06		4.7		5.44		5.63		0.7		0.9		2.6		0.71		1.35		2.39		1.12		0.88		4.23		2.8		2.49		0.37		0.34		0.65		0.58		2.42		0.84		1.6		0.37		0.79		2.24		3.37		14.52		0.46		0.4		2.50		1.40		46.43		3.25		10.43		11.30		2.34		1.14		10.95		6.20		22.0		12.9		0.5		2.75		2.98		9.0		1.30														aldh5a1		1.46		1.00		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		3.46		1.09		2.58		1.48		2.16		5.58		1.09		3.15		4.05		1.82		2.91		2.39		3.87		1.10		1.39		2.11

		6.7		4376		3.56		0.5		0.0		0.54		0.01		13.34		11.4		0.30		2.4		0.89		1.45		0.5		21.19		5.26		2.7		1.5		0.4		0.45		0.27		3.87		1.42		0.07		5.02		2.0		2.08		0.45		5.12		0.07		0.04		0.44		1.13		1.9		0.02		0.31		1.24		3.54		14.12		0.06		0.0		3.01		0.60		5.25		2.58		9.01		7.95		1.69		0.49		11.58		13.67		17.7		26.8		0.3		1.37		6.57		15.2		0.55														abat		1.27		0.79		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		2.48		0.75		7.32		3.70		2.04		2.08		0.90		2.22		5.37		3.31		0.83		1.12		1.42		1.23		2.51		3.30

		6.7		4360		6.36		0.4		0.4		1.80		0.31		5.59		25.1		1.54		2.4		2.20		2.09		3.3		1.95		2.18		0.6		0.7		1.8		0.66		2.08		1.10		1.23		1.49		5.62		0.9		3.67		0.55		0.93		0.07		0.34		0.38		1.45		1.3		0.35		0.87		1.52		4.77		17.15		1.11		0.2		1.85		1.59		36.71		2.34		4.88		7.06		1.77		1.04		15.71		7.28		9.1		16.0		0.3		0.50		9.105		16.7		0.289														gad1		1.04		0.96		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.13		1.52		1.03		1.23		0.50		0.29		1.06		0.59		0.88		1.78		0.31		0.88		0.07		1.49		0.56		0.86

		7.8		4392		6.74		0.8		0.8		1.50		1.68		1.36		0.5		2.00		2.4		0.89		0.99		1.6		0.76		0.98		0.4		0.7		1.0		0.76		3.24		1.39		2.51		0.56		2.68		1.5		3.02		0.46		0.26		0.33		0.57		0.43		1.65		0.7		1.09		0.74		5.27		2.94		2.70		1.20		0.3		3.38		2.27		4.52		0.83		2.22		6.76		0.92		2.80		2.96		3.45		3.4		2.3		0.2		0.91		0.79		2.0		0.75														gad2		0.74		1.35		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		2.23		1.38		3.60		3.32		4.28		1.91		5.20		3.79		2.19		3.51		3.52		4.23		5.02		5.62		2.68		3.14

		7.9		4361		5.14		1.1		0.5		1.20		1.68		1.38		0.6		2.27		2.8		1.04		1.06		3.0		1.15		0.85		0.8		1.0		0.9		0.48		2.36		2.11		3.30		0.86		3.14		6.8		3.80		1.14		0.40		0.67		1.24		0.80		1.33		0.8		1.50		0.53		1.85		4.75		7.50		0.64		0.5		8.36		2.88		2.79		1.273		3.62		2.92		1.38		2.38		4.61		8.17		7.9		7.9		2.0		0.87		1.746		5.2		0.714														glul		1.0		1.0		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		1.8		3.1		2.5		5.6		2.9		2.9		0.8		1.6		2.9		5.6		3.7		2.8		2.0		0.9		1.5		6.8

		age		sample		gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														maob		1.45		0.69		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		1.49		0.30		2.12		3.41		0.33		1.37		1.04		1.49		3.93		4.05		1.33		2.49		2.08		3.67		3.02		3.80

						gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														slc6a1		0.81		1.24		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.67		0.40		1.12		1.08		0.71		1.39		0.42		0.94		1.20		1.14		1.43		0.37		0.45		0.55		0.46		1.14

																																																																																																																																		slc6a13		0.97		1.03		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.98		0.39		0.07		0.78		0.57		2.02		0.50		2.76		0.11		0.79		4.24		0.34		5.12		0.93		0.26		0.40

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														slc6a11		1.09		0.92		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.79		0.60		0.61		0.85		0.19		0.19		0.10		0.08		0.47		1.17		0.19		0.65		0.07		0.07		0.33		0.67

		4353				1.5353541049		1.321796426		0.9823341195		1.526259209		1.5691681958		1.0895632889		0.9378960902		1.2945942489		0.8195234536		1.3975085823		1.8975878356		0.7232167517		1.250805218		1.327370787		1.1912696404		0.6720621998		1.0210121257		2.0121669348		1.702317335		1.4830543077		0.7545822138		1.1111415387		0.5455381216		0.7979032426		0.672284064		1.8220411669		1.4002789793		2.4416512386		1.415439416		1.28		1.2179411664		0.9338417533		1.4793875092		1.7365813557		0.5543042599		0.80424908		0.6891343343		0.4859062856		0.9600956185		0.7314792723		1.1782671388		2.4320829621		1.2397076999		1.2418578121		2.516517397		0.9518129576		1.2250640188		1.7497427826		2.2		0.42253503		0.7503909251		1.1809926614		2.4574172848		1.0867348625		0.672284064		0.8783434895														slc32a1		1.55		0.64		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.54		1.24		0.86		1.51		0.07		0.16		0.70		0.12		0.44		1.22		0.05		0.58		0.04		0.34		0.57		1.24

		4355				1.2155983879		0.8827029963		1.4142135624		1.130642519		1.8255527206		0.7799364985		0.6089035859		0.7001394897		1.2099940892		1.1593637909		0.4860466411		0.7248298554		1.6734867668		1.4128138867		1.3495701787		1.2085970563		0.9592641193		0.8819385237		1.1546855317		1.0036373702		0.6310010389		0.9287794994		0.871244647		1.1441575421		1.3260570613		1.1124573297		1.0692999986		1.8186364114		1.7812094153		3.76		1.0643701825		1.19510954		0.6981779342		0.9882285675		1.0107433185		0.8965033955		0.941385243		1.0792282365		1.4978126121		1.4068807031		1.0309683188		1.3167090834		0.416580342		0.9925190284		0.8225043637		0.9496163413		1.3374860178		0.9573662529		0.3136316057		1.4611890598		1.1217213105		1.2483305489		0.84507006		0.4263174459		1.004963328		0.9284249142														best1		0.58		1.73		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		1.43		0.53		1.20		1.39		3.11		0.83		1.42		1.42		1.12		1.23		1.19		2.42		0.44		0.38		0.43		0.80

		4391				0.7064069433		0.8024592293		1.4184209149		0.9395227492		1.3755418181		0.6389389523		0.6317825521		0.9476984609		0.6429850695		0.6939276427		0.8404108347		0.6339759423		0.4975305925		0.6823441296		1.2332796736		1.0792282365		1.1250584847		0.9067331904		0.3432900625		0.7466848831		0.5879437334		1.4931981147		0.7015395703		1.1927450626		1.8033324733		0.3623750558		0.7661582335		0.7593606485		0.2554742872		0.77		0.3854042656		0.3167134409		1.5422108254		0.917798911		0.5280513004		1		1.6734867668		2.4772680805		1.2934730543		0.9323146802		0.3601492155		0.2856461536		1.1974787046		0.7805159395		0.5553343616		1.300214817		1.0019823828		1.1150766293		1.5660636581		1.353920339		1.2274925647		1.7776853623		1.5552460662		0.8179020586		1.3168973161		2.2702593897														slc12a2		1.16		0.86		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		1.52		0.45		0.73		0.84		1.22		1.91		1.18		1.30		0.47		1.61		0.79		0.84		1.13		1.45		1.65		1.33

		4400				0.951695153		0.8541136763		0.7653999513		0.8950250709		0.6736167884		0.8728163305		0.9314175686		0.8541136763		1.1589811827		0.5675648474		1.1803106903		1.7807685269		0.6564955526		0.6591009836		0.1217927364		1		1		1.4628177117		2.0384887572		1.0270962817		1.9235215596		0.7185227958		0.9185926487		1.0311725141		1.3445681281		1.039259226		0.4651327039		0.3809984789		1.2322115809		1.53		0.8552656151		2.1904844907		1.3899182198		0.9974040733		2.0687366472		1.0321940974		0.9678511845		0.9257855822		0.9802692683		0.7114769331		0.8216903146		1.4619729561		1.8403753012		0.825019429		0.9469949067		0.985378569		0.6167925065		0.9247548438		1.0997250398		1.1385067596		0.9564187282		0.8010698776		0.7563588904		0.7900413119		0.8219615747		0.7916074762														slc12a5		1.6		0.6		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		1.6		0.8		1.5		1.8		2.3		1.9		1.2		1.7		1.2		1.2		0.9		1.6		1.9		1.3		0.7		0.8

		4402				0.9649803223		1.1586943095		0.9488722131		1.1095694721		0.8010698776		3.1904280523		3.40463467		2.0174039676		1.6053158095		2.6998086192		1.0275201363		2.1923832234		1.8697652403		1.5785187841		1.1114938763		1.5122185602		1.0069555501		0.8286013064		1.7869509074		1.0559718885		1.5623849962		1.0894055259		1.9933141642		1.5097249279		0.4374356956		1.9528153704		2.7620018496		1.7812094153		1.6832506244		0.50		2.7595718414		0.9939533174		1.1769067372		1.3069917187		1.0634483754		1.0910477823		1.2770872944		1.2131433203		1.1338658797		1.473134226		1.6779115495		1.7907038889		0.7791645797		1.96223795		1.119871604		1.1718192053		3.5378114063		1.1786561138		1.5769564922		1.7865085979		2.3387121189		0.9330329915		0.5311321839		2.1410596954		2.0664333856		0.7916074762														cacna1a		1.96		0.51		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.14		1.49		1.12		1.00		0.16		0.35		0.85		0.19		1.99		0.71		0.10		0.37		0.02		0.35		1.09		1.50

		4412				1.1716741708		1.1748690793		1		0.9138314502		0.6285066873		1.5623849962		1.3449010206		1.1506906232		1		1		1.0637555557		1.6615157859		1		1		1.0298969567		1.63202897		0.4352752816		1.0933459786		1.170804341		1		1.2602849819		0.9508251886		2.1185663981		1		1		1.3063627467		1		1		0.9468776984		1.00		0.6304458845		0.7798399669		1.2789855813		0.5344956086		1.3554294284		1.0538826895		1		1.442678668		0.5992583452		1.5679601449		1		1.2003591212		0.9075191553		1.561031879		1		0.8880728912		1		1		1		1		1		1		1		1		1		1														cacna1b		1.08		0.93		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		1.43		0.42		0.55		0.63		0.61		0.96		0.82		0.61		0.36		0.48		0.49		0.79		0.31		0.87		0.74		0.53

		4420				0.7571082156		0.7232167517		0.6898170602		0.7955364838		0.8066417592		0.4644998385		0.7778155595		0.5405500089		0.6385436472		0.786139444		1.4430953901		0.6081503739		0.723395808		0.6729500963		2.912988488		0.9614830525		2.1140360811		0.5280513004		0.6187806552		0.7929149846		1.0451789688		0.6884810905		1.1911334189		0.6994465475		0.855308192		0.809753978		0.7298714458		0.8999128151		0.7744532187		0.44		0.5338270974		1.5705283656		0.2319147792		0.5795145009		1.0463871046		0.871988463		0.9093182057		0.5940885959		1.04336938		1.3093845752		1.7131680379		1.1868214851		0.8103778612		0.4727556701		1.1712875001		0.6093811026		0.6827947211		0.8568667984		0.8276787696		0.6448979806		0.6953032729		0.5358867313		0.6630285307		0.9862327045		0.7155591119		0.5597510145														kcnj3		1.28		0.78		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		2.91		1.20		5.35		3.78		1.59		1.57		1.64		1.19		4.74		5.52		0.39		2.24		1.24		1.52		5.27		1.85

		5886				1		1.321796426		1.0099512906		0.9075191553		1		0.9225826074		0.827883689		1.1270097526		1.2770872944		0.7807091822		0.78		0.728247122		1.08136768		1.1161813365		1.2418578121		0.4807415262		0.9794202976		0.8880728912		0.5615552976		1.0462575947		0.8667873477		1.068415305		0.8925545876		0.843398122		1.9147325058		0.6622994455		0.9833073185		0.4856056602		1.0727024859		0.95		0.8147585233		1.050626588		1.2938466779		1.5723437595		1.0832878662		1.3401374271		0.8195234536		0.721339334		0.7691036796		0.4030103762		1		0.6539391146		1.5333283447		0.8700478588		0.8168229111		1.3617073362		0.4088160691		0.5732128502		0.3915159145		0.9120234705		0.6223138612		0.952637998		1.1624292068		0.8179020586		0.9247548438		1.5399218563														kcnj9		1.84		0.54		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		2.44		1.22		3.12		3.39		3.54		1.61		1.91		2.51		5.24		2.08		1.45		3.37		3.54		4.77		2.94		4.75

		4364				1.9433845824		0.599777788		0.8671092706		0.6551967019		0.4175439597		1.584195078		1.8628351373		1.2856518332		0.6610618403		1.2166018835		1.5201004551		1.4364422573		1.1751599571		1.1317626473		2.3660818799		2.1540187518		2.514026749		1.483237886		0.7886734601		1.1555433863		2.0191526724		1.7253924811		1.7614055398		0.8731404925		0.502481664		1.0833921598		1.4496597109		1.0373172153		2.3153816243		1.12		0.6089705832		2.1904844907		0.5377471952		1.202677639		0.9004699268		0.8679683164		0.9030370861		0.8286013064		1.9069275073		1.1965568052		2.3402565064		0.9470038814		1.5691681958		1.2591935011		1.0878114915		0.8758465293		1.6619271493		0.3168973161		1.2372549869		1.0119534007		1.0538826895		1.4948492486		0.6959921104		1.0210121257		0.5812146034		0.8783434895														kcnj10		1.33		0.75		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		1.08		0.99		1.58		7.20		5.43		14.03		1.34		12.21		7.08		5.13		6.02		14.52		14.12		17.15		2.70		7.50

		4417				0.3483408151		0.6747850893		2.6468670189		1.0210121257		0.3763116869		0.6800675693		0.4082429848		0.7539287013		0.2453404709		0.8662510751		1.6067736046		0.3444818792		1.4669880743		1.5894982505		4.2648647777		1.7013343219		1.3286858141		2.0121669348		0.9314175686		3.3602566525		1.1677650188		1.3367255523		1.0466583539		1.260753049		0.6864101813		0.9563135056		1.7971543059		0.4723267479		1.5596799337		0.45		0.7761699286		1.1182556131		2.9793549262		2.6689087859		0.6411571877		2.2434426211		0.3041504709		0.6777147142		1.0876768546		0.5354741697		4.0746232398		0.3767961724		2.158456473		1.4870982841		1.8939898134		2.0402557385		1.7445526556		0.6493836008		0.502481664		0.5934271577		0.5766285945		1		0.4720929544		0.4730288234		0.6186274934		1.0888891871														sst		1.17		0.86		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.03		1.13		1.58		0.79		0.46		0.21		0.90		0.21		0.98		0.95		0.07		0.46		0.06		1.11		1.20		0.64

		5716				1		0.9411522295		1.77		1.1		1		1.488387315		1.2723538946		0.7232167517		0.43		1.1		0.7895850979		0.5078590305		1.4		1.5		4.0348079352		1.9054247613		0.6066063628		0.8046031013		0.1205329923		0.3411720648		1.43		0.5919666092		1.4893892054		0.3570717031		0.1010431879		1.1138504592		1.7		0.1323891819		2.02		1.02		2.4870653986		2.4137060666		0.5644822024		0.215573239		0.0939964447		0.2407677866		0.2917606336		0.68		1.8		0.5030901641		2.54		1.2700783597		0.5321850912		0.3875622611		1.4		0.0496779689		1.831286028		0.4820126309		0.546064342		0.1473320142		0.1187265327		0.1416104857		0.1463143177		0.4204482076		0.1930628996		0.1031529612														calb2		1.2		0.8		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		1.5		0.6		0.5		1.0		0.1		0.4		0.6		0.2		0.8		1.3		0.1		0.4		0.0		0.2		0.3		0.5

		5754				0.4439814878		0.8541136763		1.4382213329		0.9138314502		1.0210121257		0.699186871		0.4110825393		1.0017343702		0.262949406		0.9745831219		0.9422401195		0.5008671851		1.285970139		1.5037569744		3.0157148051		2.3949574092		0.7955364838		0.5738517574		0.6361769473		1.3212511817		1.6063096171		2.0036922824		1.3206894954		0.6617167547		0.7057236643		0.7000624622		1.6768042582		0.8543251405		1.4653547792		2.67		0.9961565872		0.9273912372		1.3835102508		1.2		0.6471102047		0.9855818675		0.8367433834		0.741618943		1.5596799337		0.7114769331		1.725084064		0.1635794749		0.8370196129		0.5161396375		0.6176073833		1.051233629		0.4750629089		0.5130398719		0.3942391231		0.653900421		0.5493183099		0.8888426812		0.9057236643		0.2253126157		0.7776230331		1.0664801716														calb1		1.96		0.51		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		2.97		1.12		7.14		2.10		1.21		1.98		1.50		3.22		7.13		8.12		1.53		2.50		3.01		1.85		3.38		8.36

		5843				1.8258540256		0.6654951236		1.9510972841		1.6934906247		1.8660659831		1.1758874669		1.555631119		1.0087019838		0.5715125731		1.3975085823		1.3233243075		1.9758863943		1.6277251831		0.8007169537		0.5674243627		2.0281138267		0.5625292423		0.3365166984		0.6406019079		1.7193994643		0.9162098638		0.7417526046		0.6149099596		1.2783525057		0.745945874		1.4001249244		1.6884673542		2.737496543		2.9104656688		1.40		0.9230268015		2.2993881151		1.9430638823		0.7217561163		0.9343813173		0.5355330876		1.2421652752		0.6871752591		2.551330857		0.9258747123		1.9816012265		0.3147003167		0.7755723809		0.8043154474		2.0773753386		1.0014450998		0.7150868985		0.7722515985		0.4138393848		0.4311182238		0.8326108626		1.7411011266		0.6058963237		1.0867348625		0.9376639403		1.1430251463														npy		2.99		0.33		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		0.71		1.11		1.95		1.58		0.73		0.52		1.82		0.64		1.52		1.13		0.37		1.40		0.60		1.59		2.27		2.88

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														pvalb		0.41		2.44		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		0.29		3.14		0.62		1.04		16.28		17.45		2.88		11.81		2.85		5.58		6.17		46.43		5.25		36.71		4.52		2.79

																																																																																																																																		gabarap		1.12		0.89		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		0.65		1.22		1.54		1.27		2.58		2.34		1.19		3.24		1.83		0.84		3.38		3.25		2.58		2.34		0.83		1.273

																																																																																																																																		nsf		1.76		0.57		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		2.33		1.86		2.80		2.39		9.98		7.15		11.09		11.36		2.12		3.04		7.21		10.43		9.01		4.88		2.22		3.62

																																																																																																																																		plcpl1		2.17		0.46		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		3.80		1.74		2.74		2.12		5.98		7.59		7.25		10.45		1.77		4.32		9.52		11.30		7.95		7.06		6.76		2.92

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														ap2a2		1.29		0.78		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.59		0.91		0.17		0.94		1.52		2.15		1.76		2.98		0.73		0.59		2.58		2.34		1.69		1.77		0.92		1.38

		4375				0.7219645978		0.9373544966		1.189207115		1.1407637159		1.0448771529		1.2113927369		1.1302693893		0.9548416039		1.3538134744		1.0087019838		1.002602683		0.6942570102		1.1368169732		0.9760317608		0.7307754128		0.5800168296		1.1526863468		1.6301446648		1.1361308161		1.6151483336		1.8150383106		0.8392501719		0.5807110191		0.9185944677		1.7330740917		0.7006018324		1.3589571816		0.7491535384		1.2198186398		1.08		0.9908006133		0.8428415448		2.033784285		2.0267479259		1.1681023313		1.0092633488		1.8771592677		0.7286678955		0.4156189481		0.7702151112		1.2058078277		0.2269279572		1.3073692472		1.1164797226		1.4657780514		1.2255573328		0.7967628144		0.7791645797		0.4292827182		3.0844216508		1.7838570388		0.9845251733		2.2268432365		1.2834258976		1.7092143485		2.4537699545														gphn		1.32		0.76		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		1.48		3.85		2.94		2.66		2.99		2.39		3.82		1.00		1.17		2.55		1.52		1.14		0.49		1.04		2.80		2.38

		4381				1		1		1		1		1		1		1.5547328107		1		0.4846449085		1		1.1516880527		1		1.5422108254		1.3803173534		2.5802305861		1.4117650391		0.5567108091		0.776468875		0.7396937546		0.7552362928		0.9862327045		0.8939569978		2.3606261764		0.6018600657		1		1.01865581		1.0087019838		1		1		1.00		1.2893703084		1		0.8336420754		0.4608917983		0.6406019079		0.6461764153		0.2579207948		1		1		1		1		0.8003250708		0.8066417592		0.949342121		1.6759742693		0.614506425		1.137254825		1		1		0.6529298935		0.4812972216		0.4561246361		0.3175377456		0.4697613746		1		0.359733395														gja1		0.60		1.66		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		1.47		0.50		2.58		3.25		4.04		6.98		1.43		6.03		7.23		3.69		11.11		10.95		11.58		15.71		2.96		4.61

		4383				1.182145935		1.725084064		1.5321144263		1.3187265785		1.6395879968		1.8108495226		0.5690655173		1.4273442542		2.1509887809		1.561031879		0.8171937073		1.6727893388		1		1		0.6361769473		1.3051057107		1.2878816295		1.2613774088		1.5422108254		1.0656005016		1		1.2955898457		1.0907712409		2.0526675678		1.5297896935		1		1		0.5134633944		0.69095644		0.91		1		0.7236346187		0.8610486548		1.1967872135		1.6179495988		1.9543199369		1.5227548177		1.0968249797		1.6856830895		1.7959398684		1.2141948844		0.6459779851		0.5770093759		1.3581724438		1.241140694		1.1681023313		1.103603718		1.148698355		0.6877709091		1.3058597871		2.1361308161		1.4117650391		1.1057306533		1.4240501956		1.378723669		2.5227548177														gjb6		0.29		3.43		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.02		1.92		3.60		7.19		4.45		8.90		0.26		6.65		6.64		3.64		9.60		6.20		13.67		7.28		3.45		8.17

		4414				0.9352752816		0.6184233367		0.4796320597		0.4537595777		0.5837139019		0.4558612443		1		0.7337361816		0.4075361662		0.4804639192		1.0597691235		0.7863989679		0.7244710773		0.7046603776		0.8336420754		0.9357315915		1.2099940892		0.6263322193		0.4103708044		0.7693258375		0.558643569		1.0287844642		0.6687734686		0.8811747131		0.3771821567		1.4012036649		0.9476984609		2.5996787088		1.1864626349		1.01		0.7827734163		1.6395879968		0.6849956192		0.8945082335		0.8259730796		0.394109018		0.3963920683		1.2512181395		1.4273442542		0.864365705		0.8066417592		8.5236941371		1.6433806292		0.7664445129		0.3279770261		0.6259705401		1		1.1172871381		3.3869812495		0.3802446883		0.5452538663		1.5773469202		1.2789855813		1.1647335865		0.4243519857		0.4490661864														slc1a2		1.5		0.7		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		1.9		2.0		5.6		6.6		3.6		26.2		1.9		8.9		5.7		9.4		13.9		22.0		17.7		9.1		3.4		7.9

		1325				1.6586390916		0.7456997002		0.8066417592		1.0717734625		0.9885140204		1.1381310346		2.109157259		1.0817246661		4.1554364132		0.7083331661		1.0415629243		1.8066704016		0.9362722474		0.7144970699		1.9285278765		1.5681023313		0.8919285194		0.4075361662		0.5966678715		0.4065956447		1.3195079108		1.2344535787		1.765022302		4.4614108142		1.0817246661		0.8685414863		0.6747850893		0.9351912479		1.4913994005		5.01		0.6957624221		1.0892486561		0.4073008321		0.4598281414		0.9292680213		0.7153229662		4.1554364132		1.2775088923		1.4776794406		1.4573357911		1.6358041171		0.0897532851		0.9373544966		0.5182307999		0.9406087556		0.8791411174		1.2480505821		2.1287403649		0.8645372313		3.3287949388		3.6935292429		3.1766364713		1.2526644386		1.1407637159		2.4004973333		2.2268432365														slc1a3		1.0		1.0		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		1.6		0.9		6.5		4.3		8.6		9.9		0.8		8.7		2.9		6.5		14.1		12.9		26.8		16.0		2.3		7.9

		4416				1.7776853623		1.0993621134		0.5904963307		1.0942937013		1.9096832078		0.7069470483		1.2621873304		2.2089080015		1.2373355302		1.7082273527		1.5039431153		1.5148946759		1.3053726936		1.6481778208		1.8462033028		2.0488157736		0.5925463855		0.6008180248		0.776468875		1.1492319063		1.3472335769		1.5055130989		1.7895764867		0.9509886317		1.103904737		0.8685414863		2.0597939133		1.0854801421		0.431271016		1.52		0.2359685782		0.5484124898		1.7515843606		0.6		0.6961644263		1.3172781833		1.2707437614		0.7863989679		1.6509922332		1.6509922332		2.0279189596		4.8252754013		1.5800826237		0.8596098852		1.8065441981		1.0897711799		2.5684617784		0.2206757491		0.1707550321		1.2651719353		1.4075361662		1.39433673		0.1609852037		0.1538930517		1.2107103862		1.5017358743														slc38a3		0.4		2.3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.4		1.1		1.0		0.6		0.5		0.4		0.6		0.5		1.1		1.3		0.7		0.5		0.3		0.3		0.2		2.0

		5708				1.5946035575		0.2925320633		0.2044755146		1.0347777503		1.3341612147		0.6957624221		0.5932313175		0.5334161215		1.4489421546		0.9352880574		0.9162098638		1.819236788		1.3240889104		0.4914102993		0.827883689		1.3605280177		0.8379871347		0.4812972216		0.4521896888		1.6151483336		1.1250584847		0.4520399637		1.5536398011		2.0813217392		1.1429253109		0.7303534223		1.9085804501		0.3470783626		1.1864249251		2.07		1.45903201		1.3543712168		0.5084460712		0.5820305021		0.8202676668		0.8806658736		2.7991717312		1.4579726451		1.4741230156		1.4741230156		1.3472335769		0.7475098176		0.91806402		0.5291199307		1.3867105339		0.6088533428		1.9348506666		1.9588405952		1.6132835184		3.3287949388		2.5579711626		1.2901152931		0.3963920683		0.9930924954		1.7211028745		0.7396937546														slc38a5		0.81		1.23		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		0.72		2.33		0.92		0.21		1.60		3.06		0.67		0.62		1.83		0.56		1.39		2.75		1.37		0.50		0.91		0.87

		4373				2.8088897515		0.5		0.6113201388		0.8827029963		0.8487039713		1.6433806292		2.0657514303		1.3134245559		4.4229226133		0.8136611427		0.6660719811		2.4004973333		1.3058597871		0.8379871347		2.9639066298		1.54488559		0.5230424699		0.2921943121		0.8857675191		0.9828205985		2.3456698985		1.9755985173		2.954592557		4.4614108142		1.0092848012		1.3348398542		1.561031879		0.207809474		1.3256194418		2.72		1.3441243996		0.8546071743		0.7157362723		0.6747850893		1.0773596959		1.4044448757		2.7038970773		0.7809669134		1.2170035137		1.119871604		1.8025009252		1.7121677654		0.7684375906		1.2968395547		1.2789855813		0.7832256946		1.9938481724		3.2490095854		2.9079450346		4.9723221026		6.9403094972		2.5096740451		0.4948283282		2.5668517951		4.2378523774		3.9861610513														itpr2		1.05		0.96		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		1.19		0.55		1.11		0.91		5.23		5.45		1.42		10.31		1.51		2.15		8.61		2.98		6.57		9.105		0.79		1.746

		4389				0.8847448312		0.6		0.8139594798		1.0942937013		1.0304920203		1.5		1.0993621134		1		2.0777182066		0.7644531538		1.2		1.4573357911		0.7818696431		1.024556823		0.8365362711		1.9625944431		1.3851094681		0.50260607		1.3578958585		1.193335743		2.6390158215		0.8469052646		1.1363394644		1.3309902472		3.2116915275		0.8		0.4905594875		0.5321850912		0.9637071184		1.68		1.2454496224		0.8908987181		0.9378960902		1.3731602499		1.321796426		2.722628233		1.6245047927		1.1121360858		2.0185696024		1.4472692374		1.3660402568		0.2376625834		1.7931547515		2.074120913		1.1566881839		1.4845235706		1.8475160078		0.2126667902		0.2253126157		2.8928670067		0.5017358743		2.643592852		1.8276629005		0.8705505633		1.4607068446		2.7558550339														aqp4		0.8		1.2		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		1.8		0.8		2.8		3.7		4.2		6.6		0.3		5.0		1.8		3.9		8.8		9.0		15.2		16.7		2.0		5.2

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														grm3		1.38		0.72		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.55		0.90		0.63		0.84		0.32		0.60		0.72		0.50		0.49		1.28		0.44		1.30		0.55		0.289		0.75		0.714





AS

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3





		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50														60.4443952914		0

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272



		complete/pearson

																																																		m				f

																																																		t		pt		t		pt

																																																		0.63847		1.295716				1.018136

								 																																										1.941085				1.543789		1.089435

																																																		1.398914		0.631897		0.772861		2.187577

																																																		1.981649		0.712507		1.295501		2.744496

																																																		2.511129		0.531475		3.329858		0.569971

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3





		maturation index		1.54		0.77		1.30		3.33		9.43		2.60		4.58		3.99		3.55						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.5437888653444085	0.77286066046983204	1.29550067434907	3.3298584928461614	9.4335025362370839	2.6017055225651333	4.5752466129043476	3.9856854600150382	3.5486735952572621	

all_AS_raw

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME																												NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n2				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n4				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n6				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n12				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n13				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n14				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n15				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n16				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n17				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

																																																																																												slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n19				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

																																																																																												got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n20				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

																																																																																												gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n21				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

																																																																																												gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n27				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls









		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7												4353		4355		4391		4400		4402		4412		4420		5658		5886		4364		4417		5716		5754		5843

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09										tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		1.54		0.75		0.34		2.83		0.36		2.13		0.49						 

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05										hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		0.49		1.29		1.14		0.97		0.56		1.69		0.43

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03										nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.80		0.84		0.56		2.63		0.04		1.96		0.43

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26										top2a		2.38		1.01		1.08				6.33		0.35		0.17				1.04		1.53		0.41		1.36		0.84																		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13										fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.79		0.47		0.75		0.27		4.61		0.38		0.60																sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54										agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.38		0.80		0.78		0.15		2.47		0.35		0.60																slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15										aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		0.81		1.37		1.82		3.40		0.58		1.09		0.62																best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15										sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.73		0.90		2.71		1.38		1.60		1.91		0.50																glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33										ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.97		0.55		0.97		0.20		1.47		0.50		0.44																glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32										igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.51		0.44		0.90		0.32		3.03		0.41		0.52																got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

																																																																																												got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914		0																		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06						gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

																																																																																												gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.7809669134		1.1121360858		sst

		complete/pearson																																																																																										kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		1.2789855813		1.1566881839		plcpl1

																																																																																												glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		1.3441243996		1.2454496224		slc12a2

																																																		m				f																																						maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.8025009252		1.3660402568		npy

																																																		t		pt		t		pt																																				abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		0.8857675191		1.3578958585		gls

																																																		0.63847		1.295716				1.018136																																				aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		2.7038970773		1.6245047927		kcnj10

								 																																										1.941085				1.543789		1.089435																																																																												4.4614108142		1.3309902472		glul

																																																		1.398914		0.631897		0.772861		2.187577																																																																												1.0092848012		3.2116915275		maob

																																																		1.981649		0.712507		1.295501		2.744496																																																																												2.3456698985		2.6390158215		abat

																																																		2.511129		0.531475		3.329858		0.569971																																																																												0.9828205985		1.193335743		aldh5a1

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

















		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9								4375		4381		4383		4414		1325		4416		5708		4373		4389

		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1						tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0						hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0						nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3						top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3						fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4						agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3						aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2						sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9						ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0						igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36	.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_raw2

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																		n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																		n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																		n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																		n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																		n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																		n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																		n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																		n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																		n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																				n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																				n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52										 										n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																		n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																				n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																		n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1																		n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																		n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																		n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																		n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																		n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																		n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1		0																n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																		n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2																		n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1









				0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914																				maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																								-1.0673333333

		maturation index																																																		m				f																																																 

																																																				t		pt		t		pt																																		complete/pearson

																																																				0.63847		1.295716				1.018136

		complete/pearson																																																		1.941085				1.543789		1.089435

																																																				1.398914		0.631897		0.772861		2.187577

																																																				1.981649		0.712507		1.295501		2.744496

								 																																												2.511129		0.531475		3.329858		0.569971

																																																				4.761447		2.397605				1.432716

																																																				1.004181		0.587284

																																																				3.177671		0.503259

																																																				4.2322643



																																																				2.41		0.95		1.74		1.51																																																																												 

																																																				0.4712512173		0.2618142865		0.5552029287		0.3312336227

																																																				39.5556047086				86.8368316242

																																																				60.4443952914				13.1631683758

















































																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_organized

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample				4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																						n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423																						n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984																						n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																						n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																						n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		gja1

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																						n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		gjb6

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463																						n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		slc1a2				 

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																						n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		slc1a3

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																						n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																						n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59				4.45		0.62		1.65		1.30		top2a

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																						n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		slc38a5

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																								n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60		aldhl1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89		agtx2

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																						n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		itpr2

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12		sox9

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								 												n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46		fgfr3

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																				n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		grm3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																						n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21		ramb3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																				n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		slc38a3

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20		nnat

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63		hist1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15		tmsb15

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59		igfr7

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast		0																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																				n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

				0.64		1.73		0.80		0.96		1.78		2.54		1.47		1.69		7.15		1.08		7.99		13.81		1.71		16.74		8.59		6.58		19.43		11.13				0.9945660394				0.54		0.92		0.88		1.07		0.89		1.06		1.05		1.06		0.85		0.79		0.83		1.01		1.14		46.9003257955

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						maturation index				0.79		1.15		1.31		4.18		2.28		2.43		1.46		2.91		4.26						1.15		0.75		1.25		0.61		1.12		0.53		1.02		1.49		1.05

		maturation index																																																		m				f																																						-1.0673333333

																														a		s		m		f																t		pt		t		pt																																														 

																														0.1		4375				0.7940270009																0.6373515551		0.5391510728				1.12																																		complete/pearson

		complete/pearson																												0.5		4414				1.1541315546																1.7274944059		0.9197429146		0.7940270009		1.529439042

																														0.9		5658		0.6373515551																		0.8004676053		0.8838292482		1.1541315546		1.0185990538

																														0.9		4391		1.7274944059										 								0.9589452513		1.0696671878		1.3093322608		1.4862853846

								 																						1.1		4353		0.8004676053																		1.7780961702		0.8913699608		3.1788055191		1.050939038

																														1.5		5886		0.9589452513																		2.5350871906		1.0566038305				1.432716

																														1.8		5843		1.7780961702																		1.4712472528		1.0488342043

																														2.0		4402		2.5350871906								 										1.6927026775		1.0642415523										m		t		0.6373515551		1.7274944059		0.8004676053		0.9589452513		1.7780961702		2.5350871906		1.4712472528		1.6927026775		4.2322643				1.76		0.3656210142		53.0996742045

																														2.1		4420		1.4712472528																		4.2322643														pt		0.5391510728		0.9197429146		0.8838292482		1.0696671878		0.8913699608		1.0566038305		1.0488342043		1.0642415523						0.93		0.06761689

																														2.2		4355		1.6927026775																														f		t				 		1.1541315546		1.3093322608		3.1788055191												1.88		0.5634093459		67.6853413542

																														2.2		4412		7.1529687144																		1.76		0.93		1.61		1.27								pt		1.12		1.529439042		1.0185990538		1.4862853846		1.050939038		1.432716										1.27		0.095603478

																														2.5		4383				1.3093322608						 										0.3656210142		0.06761689		0.5342577711		0.095603478																																																																												 

																														2.9		4400		1.0833701447																		53.0996742045				79.1135990882

																														3.0		4381				4.1788055191

																														3.9		4413				2.2827027344

																														4.1		5933		7.990105022

																														4.2		4422		13.8069944864																																				 

																														4.4		5821		1.7059604822																																				 

																														4.6		4352		16.7369180631

																														4.9		4415				2.430811568

																														4.9		4388				1.4581931286																46.9003257955				20.8864009118

																														6.0		5947		8.585816671

																														6.5		4350		6.5831408671

																														6.7		4376		19.4293882014

																														6.7		4360		11.1304381054

																														7.8		4392				2.9126179073

																														7.9		4361				4.2563600196













																																								 





























																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63735155508808161	1.72749440590132	0.80046760529992422	0.95894525126640473	1.7780961702175928	2.5350871906336647	1.4712472528069096	1.6927026775378149	7.1529687144218297	1.0833701446861268	7.9901050220084038	13.806994486379306	1.7059604822472154	16.736918063124499	8.5858166710406785	6.5831408671035101	19.429388201423855	11.130438105373091	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	0.79402700087963152	1.1541315545997719	1.3093322607690199	4.1788055190978488	2.2827027344168305	2.4308115680247901	1.458193128645888	2.9126179073469571	4.2563600196066513	

Sheet3

																								0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9



																								0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7






raw

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME								NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361				sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14				gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36		gabra1				gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1								gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1				gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4		gabra2				gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2								gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5				gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4		gabra3				gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3								gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20				gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80		gabra4				gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4								gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68				gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31		gabra5				gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5								gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38				gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59		gabrb1				gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1								gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6				gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1		gabrb2				gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2								gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27				gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3				gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3								gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1								gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04				gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2				gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2								gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3						1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075												1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0				gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd				gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd								gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15				gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1				gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1								gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85				gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2				gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2								gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1								glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2								glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1								got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2								got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls								gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86				gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1						1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1										0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14				gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2						0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596		gad2										0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul								glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob								maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14				slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1				slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40				slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13				slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13								slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11								slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24				slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1				slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1								slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1						1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40												1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33				slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2				slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2								slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8				slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5				slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5								slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50				cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a				cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a								cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53				cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b				cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b								cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85				kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3				kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3								kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75				kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9				kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9								kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10								kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64				sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst				sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst								sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5				calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2				calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2								calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36				calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1				calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1								calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88				npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy				npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy								npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79				pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb						2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167		pv										0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273				gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap				gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap								gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62				nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf				nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf								nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92				plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1				plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1								plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38				ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2				ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2								ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38				gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn				gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn								gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43								cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30								cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt								glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast								glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3								stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5								stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2								ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4								aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3								mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3





organized_M 

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52						gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38						gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04						gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50						gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9						gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3						gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23						gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45						gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1						glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36						glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3						aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80						abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat								 

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10								0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59						glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1						maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77						slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06								1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93						slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95						slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85						kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7						kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6						kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4						calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88								2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18						gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34						nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62						plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7						ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71						gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15						cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0						cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28						glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105						glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77						stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67						ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71						aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34						slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31						gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49						gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59						npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09						gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35						cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4						gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11						sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07						slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66						got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8						got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54						gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289						mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4						gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3						stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2						calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87						cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55						slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08						gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20						gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.76		1.24		1.33		0.96		1.86		3.14		1.42		1.96		4.68		1.72		9.10		11.82		2.90		11.08		13.14		7.25		18.47		6.57				1.93				0.83		0.97		0.84		1.09		1.21		1.14		1.05		0.95		0.94		0.78		1.08		0.87		0.78				0.89

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.4438571429

																				 

		 



maturation index



0.866666	6666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.75740534993975939	1.2427943722714061	1.3255028363525729	0.9604472817550409	1.8554224468570835	3.1424105600531487	1.4201830670013094	1.9648347240530508	4.6762688686870728	1.7200826463461409	9.1018160347462711	11.822065248778351	2.8974425277221081	11.075031885171363	13.139513312946676	7.2522571631327502	18.469246478237011	6.5727585412601384	

organized_wo_AS

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7

		gphn		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		3.85		2.99		2.39		3.82		1.00		1.52		1.14		0.49		1.04		gphn		n1		gphn		1.2250640188		1.3374860178		1.0019823828		0.6167925065		3.5378114063		1		0.6827947211		0.4088160691		1.6619271493		1.7445526556		1.831286028		0.4750629089		0.7150868985		gphn

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		glul		n2		glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		kcnj3		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		1.20		1.59		1.57		1.64		1.19		0.39		2.24		1.24		1.52		kcnj3		n3		kcnj3		0.5543042599		1.0107433185		0.5280513004		2.0687366472		1.0634483754		1.3554294284		1.0463871046		1.0832878662		0.9004699268		0.6411571877		0.0939964447		0.6471102047		0.9343813173		kcnj3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		best1		n4		best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		slc12a5		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		0.8		2.3		1.9		1.2		1.7		0.9		1.6		1.9		1.3		slc12a5		n5		slc12a5		0.9338417533		1.19510954		0.3167134409		2.1904844907		0.9939533174		0.7798399669		1.5705283656		1.050626588		2.1904844907		1.1182556131		2.4137060666		0.9273912372		2.2993881151		slc12a5

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		abat		n6		abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		slc12a2		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		0.45		1.22		1.91		1.18		1.30		0.79		0.84		1.13		1.45		slc12a2		n7		slc12a2		1.2179411664		1.0643701825		0.3854042656		0.8552656151		2.7595718414		0.6304458845		0.5338270974		0.8147585233		0.6089705832		0.7761699286		2.4870653986		0.9961565872		0.9230268015		slc12a2

		gabrb2		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		5.9		7.5		26.7		21.9		17.9		12.2		15.6		11.4		25.1		gabrb2		n8		gabrb2		0.9378960902		0.6089035859		0.6317825521		0.9314175686		3.40463467		1.3449010206		0.7778155595		0.827883689		1.8628351373		0.4082429848		1.2723538946		0.4110825393		1.555631119		gabrb2

		gabra1		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.36		4.04		5.42		6.13		5.64		3.33		2.20		3.56		6.36		gabra1		n9		gabra1		1.5353541049		1.2155983879		0.7064069433		0.951695153		0.9649803223		1.1716741708		0.7571082156		1		1.9433845824		0.3483408151		1		0.4439814878		1.8258540256		gabra1												pv		best1		gad1		gad2		gabrg3

		gabrd		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.5		3.5		8.1		5.5		5.4		4.0		4.7		0.5		3.3		gabrd		n10		gabrd		0.7232167517		0.7248298554		0.6339759423		1.7807685269		2.1923832234		1.6615157859		0.6081503739		0.728247122		1.4364422573		0.3444818792		0.5078590305		0.5008671851		1.9758863943		gabrd										4353		2.4320829621		 		1.1111415387		0.5455381216		1.8975878356

		gabra4		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		2.74		3.61		2.49		2.92		3.06		0.58		1.25		0.54		1.80		gabra4		n11		gabra4		1.526259209		1.130642519		0.9395227492		0.8950250709		1.1095694721		0.9138314502		0.7955364838		0.9075191553		0.6551967019		1.0210121257		1.1		0.9138314502		1.6934906247		gabra4										4355		1.3167090834		3.76		0.9287794994		0.871244647		0.4860466411

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		aldh5a1		n12		aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1										4391		0.2856461536		0.77		1.4931981147		0.7015395703		0.8404108347

		gabrb1		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.19		6.15		12.43		7.46		8.08		6.70		8.58		13.34		5.59		gabrb1		n13		gabrb1		1.0895632889		0.7799364985		0.6389389523		0.8728163305		3.1904280523		1.5623849962		0.4644998385		0.9225826074		1.584195078		0.6800675693		1.488387315		0.699186871		1.1758874669		gabrb1										4400		1.4619729561		1.53		0.7185227958		0.9185926487		1.1803106903

		ap2a2		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.91		1.52		2.15		1.76		2.98		2.58		2.34		1.69		1.77		ap2a2		n14		ap2a2		0.9518129576		0.9496163413		1.300214817		0.985378569		1.1718192053		0.8880728912		0.6093811026		1.3617073362		0.8758465293		2.0402557385		0.0496779689		1.051233629		1.0014450998		ap2a2										4402		1.7907038889		0.50		1.0894055259		1.9933141642		1.0275201363

		plcpl1		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		1.74		5.98		7.59		7.25		10.45		9.52		11.30		7.95		7.06		plcpl1		n15		plcpl1		2.516517397		0.8225043637		0.5553343616		0.9469949067		1.119871604		1		1.1712875001		0.8168229111		1.0878114915		1.8939898134		1.4		0.6176073833		2.0773753386		plcpl1										4412		1.2003591212		1.00		0.9508251886		2.1185663981		1.0637555557

		slc6a13		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.39		0.57		2.02		0.50		2.76		4.24		0.34		5.12		0.93		slc6a13		n16		slc6a13		1.4002789793		1.0692999986		0.7661582335		0.4651327039		2.7620018496		1		0.7298714458		0.9833073185		1.4496597109		1.7971543059		1.7		1.6768042582		1.6884673542		slc6a13										4420		1.1868214851		0.44		0.6884810905		1.1911334189		1.4430953901

		gabbr1		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		2.23		9.31		7.74		2.09		15.02		9.47		5.44		21.19		1.95		gabbr1		n17		gabbr1		1.250805218		1.6734867668		0.4975305925		0.6564955526		1.8697652403		1		0.723395808		1.08136768		1.1751599571		1.4669880743		1.4		1.285970139		1.6277251831		gabbr1										5886		0.6539391146		0.95		1.068415305		0.8925545876		0.78

		calb1		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		1.12		1.21		1.98		1.50		3.22		1.53		2.50		3.01		1.85		calb1		n18		calb1		0.7314792723		1.4068807031		0.9323146802		0.7114769331		1.473134226		1.5679601449		1.3093845752		0.4030103762		1.1965568052		0.5354741697		0.5030901641		0.7114769331		0.9258747123		calb1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		glud2		n19		glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		glud1		n20		glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1										4364		0.9470038814		1.12		1.7253924811		1.7614055398		1.5201004551

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		gabrg1		n21		gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1										4417		0.3767961724		0.45		1.3367255523		1.0466583539		1.6067736046

		nsf		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		1.86		9.98		7.15		11.09		11.36		7.21		10.43		9.01		4.88		nsf		n22		nsf		1.2418578121		0.9925190284		0.7805159395		0.825019429		1.96223795		1.561031879		0.4727556701		0.8700478588		1.2591935011		1.4870982841		0.3875622611		0.5161396375		0.8043154474		nsf										5716		1.2700783597		1.02		0.5919666092		1.4893892054		0.7895850979

		gabbr2		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.40		4.09		3.62		1.94		8.70		2.51		5.63		5.26		2.18		gabbr2		n23		gabbr2		1.327370787		1.4128138867		0.6823441296		0.6591009836		1.5785187841		1		0.6729500963		1.1161813365		1.1317626473		1.5894982505		1.5		1.5037569744		0.8007169537		gabbr2										5754		0.1635794749		2.67		2.0036922824		1.3206894954		0.9422401195

		gabarap		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		1.22		2.58		2.34		1.19		3.24		3.38		3.25		2.58		2.34		gabarap		n24		gabarap		1.2397076999		0.416580342		1.1974787046		1.8403753012		0.7791645797		0.9075191553		0.8103778612		1.5333283447		1.5691681958		2.158456473		0.5321850912		0.8370196129		0.7755723809		gabarap										5843		0.3147003167		1.40		0.7417526046		0.6149099596		1.3233243075

		gad2		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		1.38		4.28		1.91		5.20		3.79		3.52		4.23		5.02		5.62		gad2		n25		gad2		0.5455381216		0.871244647		0.7015395703		0.9185926487		1.9933141642		2.1185663981		1.1911334189		0.8925545876		1.7614055398		1.0466583539		1.4893892054		1.3206894954		0.6149099596

		kcnj9		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		1.22		3.54		1.61		1.91		2.51		1.45		3.37		3.54		4.77		kcnj9		n26		kcnj9		0.80424908		0.8965033955		1		1.0321940974		1.0910477823		1.0538826895		0.871988463		1.3401374271		0.8679683164		2.2434426211		0.2407677866		0.9855818675		0.5355330876		kcnj9

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		maob		n27		maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob										t		1.2910293456		1.2794699879		1.0060961323		1.1540604446		1.0898408855

		pvalb		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		3.14		16.28		17.45		2.88		11.81		6.17		46.43		5.25		36.71		pvalb		n28		pv		2.4320829621		1.3167090834		0.2856461536		1.4619729561		1.7907038889		1.2003591212		1.1868214851		0.6539391146		0.9470038814		0.3767961724		1.2700783597		0.1635794749		0.3147003167												pt		0.614431641		1.3317035338		1.2799059059		1.2466105108		1.2364047169

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		kcnj10		n29		kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10										FC		0.4759238379		1.0408243619		1.2721507069		1.0801951637		1.1344818619

		cacna1a		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.49		0.16		0.35		0.85		0.19		0.10		0.37		0.02		0.35		cacna1a		n30		cacna1a		1.4793875092		0.6981779342		1.5422108254		1.3899182198		1.1769067372		1.2789855813		0.2319147792		1.2938466779		0.5377471952		2.9793549262		0.5644822024		1.3835102508		1.9430638823		cacna1a										sem		0.2109566393		0.3673549718		0.2728023947		0.1960190761		0.159904969

		gabra3		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		0.6		0.3		0.2		0.5		0.2		0.1		0.7		0.0		0.4		gabra3		n31		gabra3		0.9823341195		1.4142135624		1.4184209149		0.7653999513		0.9488722131		1		0.6898170602		1.0099512906		0.8671092706		2.6468670189		1.77		1.4382213329		1.9510972841		gabra3

		sst		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.13		0.46		0.21		0.90		0.21		0.07		0.46		0.06		1.11		sst		n32		sst		0.4859062856		1.0792282365		2.4772680805		0.9257855822		1.2131433203		1.442678668		0.5940885959		0.721339334		0.8286013064		0.6777147142		0.68		0.741618943		0.6871752591		sst

		gabra2		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		0.7		0.6		0.7		1.0		0.2		0.7		1.0		0.5		0.4		gabra2		n33		gabra2		1.321796426		0.8827029963		0.8024592293		0.8541136763		1.1586943095		1.1748690793		0.7232167517		1.321796426		0.599777788		0.6747850893		0.9411522295		0.8541136763		0.6654951236		gabra2								 

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		slc6a11		n34		slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																								 

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		got2		n35		got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2

		calb2		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		0.6		0.1		0.4		0.6		0.2		0.1		0.4		0.0		0.2		calb2		n36		calb2		0.9600956185		1.4978126121		1.2934730543		0.9802692683		1.1338658797		0.5992583452		1.04336938		0.7691036796		1.9069275073		1.0876768546		1.8		1.5596799337		2.551330857		calb2						 

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		got1		n37		got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

		gabrb3		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		1.04		0.81		0.45		1.29		1.15		0.63		1.08		0.30		1.54		gabrb3		n38		gabrb3		1.2945942489		0.7001394897		0.9476984609		0.8541136763		2.0174039676		1.1506906232		0.5405500089		1.1270097526		1.2856518332		0.7539287013		0.7232167517		1.0017343702		1.0087019838		gabrb3

		slc32a1		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.24		0.07		0.16		0.70		0.12		0.05		0.58		0.04		0.34		slc32a1		n39		slc32a1		1.415439416		1.7812094153		0.2554742872		1.2322115809		1.6832506244		0.9468776984		0.7744532187		1.0727024859		2.3153816243		1.5596799337		2.02		1.4653547792		2.9104656688		slc32a1

		gabra5		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		0.54		0.08		0.10		0.80		0.05		0.02		0.35		0.01		0.31		gabra5		n40		gabra5		1.5691681958		1.8255527206		1.3755418181		0.6736167884		0.8010698776		0.6285066873		0.8066417592		1		0.4175439597		0.3763116869		1		1.0210121257		1.8660659831		gabra5

		gad1		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.52		0.50		0.29		1.06		0.59		0.31		0.88		0.07		1.49		gad1		n41		gad1		1.1111415387		0.9287794994		1.4931981147		0.7185227958		1.0894055259		0.9508251886		0.6884810905		1.068415305		1.7253924811		1.3367255523		0.5919666092		2.0036922824		0.7417526046		gad1

		npy		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		1.11		0.73		0.52		1.82		0.64		0.37		1.40		0.60		1.59		npy		n42		npy		1.1782671388		1.0309683188		0.3601492155		0.8216903146		1.6779115495		1		1.7131680379		1		2.3402565064		4.0746232398		2.54		1.725084064		1.9816012265		npy

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		gabrg3		n43		gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

		cacna1b		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		0.42		0.61		0.96		0.82		0.61		0.49		0.79		0.31		0.87		cacna1b		n44		cacna1b		1.7365813557		0.9882285675		0.917798911		0.9974040733		1.3069917187		0.5344956086		0.5795145009		1.5723437595		1.202677639		2.6689087859		0.215573239		1.2		0.7217561163		cacna1b

		slc6a1		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.40		0.71		1.39		0.42		0.94		1.43		0.37		0.45		0.55		slc6a1		n45		slc6a1		1.8220411669		1.1124573297		0.3623750558		1.039259226		1.9528153704		1.3063627467		0.809753978		0.6622994455		1.0833921598		0.9563135056		1.1138504592		0.7000624622		1.4001249244		slc6a1								52.3933353655		11.5687248495				47.6066646345		10.5118027001

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		gls		n46		gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls				0.0418700831

		gabrg2		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		0.68		0.37		0.98		1.43		2.29		0.34		0.97		0.89		2.20		gabrg2		n47		gabrg2		1.3975085823		1.1593637909		0.6939276427		0.5675648474		2.6998086192		1		0.786139444		0.7807091822		1.2166018835		0.8662510751		1.1		0.9745831219		1.3975085823		gabrg2

				5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

				0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7				1.6				1.3				0.3												1.6		0.6		0.5		3.2		1.8				1.3285714286

		maturation index		0.77		1.11		1.35		0.94		1.87		2.78		1.53		1.90		4.23		1.81		8.75		10.13		3.24		10.53		10.58		6.39		13.92		5.02				1.83		0.3619247897		0.78		1.02		0.84		1.10		1.16		1.17		1.04		1.03		0.99		0.85		1.15		0.94		0.85				0.96

				0.5246666667		0.591		1.0553333333		1.8513333333		2.382		2.6805		2.979		3.178		3.178		4.5046666667		7.0253333333		7.2243333333		7.6223333333		7.8876666667		10.6736666667		11.8013333333		12.0666666667		12.1993333333								1.387		-1.2		-0.603		-1.2		-1.2		-1.2		-1.2		-1.2		1.984		-0.006		-0.205		5.168		2.382				1.86

		complete/pearson

																																								47

																														0.7746712		0.8344313		1.121976		1.155479

																														1.1079748				0.987008		1.142958						0.7746712		1.1079748		1.3453564		0.9386691		1.8653506		2.7774565		1.5259406		1.8979048		4.2322643

																														1.3453564		0.8413181		0.969909		1.135386						0.8344313				0.8413181		0.9343146		0.7927372		1.0831662		0.935052		0.8329037																		 

																				47										0.9386691		0.9343146		1.93348		1.373374						1.121976		0.987008		0.969909		1.93348

																														1.8653506		0.7927372				1.485096						1.155479		1.142958		1.135386		1.373374		1.485096		1.432716

																														2.7774565		1.0831662				1.432716

																														1.5259406		0.935052

																														1.8979048		0.8329037

																														4.2322643

																																																																 



maturation index



0.86666	66666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.77467121046232523	1.1079747525851007	1.3453563539404574	0.93866909145768951	1.865350591276359	2.7774565083621807	1.5259405530968786	1.8979048431947732	4.2322642916495052	1.814868646404008	8.7493169983524055	10.126826115698755	3.2381884569874693	10.5305393209137	10.576180958003075	6.3854648722655165	13.915586827038624	5.0167635467608616	

organized_F

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68						gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20						gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85						gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64						sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5						calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86						gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04						gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8						slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53						cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5						gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40						slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24						slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15						gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1						gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38						gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06								1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6						gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714						mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38						ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75						kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0						gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17						cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61						cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2						aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9						glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62						nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9						glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36						calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85						kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14						gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38						gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14								0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79								0.2269279572		0.8003250708		0.6459779851		8.5236941371		0.0897532851		4.8252754013		0.7475098176		1.7121677654		0.2376625834		pv

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92						plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33						slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0						stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14						slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746						ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87						stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273						gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50						cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88						npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83

		maturation index		1.01		1.23		1.01		2.17		1.96		3.71		3.43		3.10		4.01		1.35						1.13		0.84		1.09		1.23		1.31		1.03		1.52		1.81		1.30		1.37

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51												1.1644		1.7934		1.3864		1.8674		1.6084		1.9044		1.62



maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0051758587104327	1.2268799777022148	1.0074343101232228	2.1737653303548665	1.9641229149876507	3.7079610065225626	3.4280299176451146	3.0961568794661862	4.0101646690490078	

organized_F_wo_AS

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrb3		1.57		0.64		3.93		5.39		2.83		2.03		1.01		2.00		2.27		n1				gabrb3		0.9548416039		1		1.4273442542		0.7337361816		1.0817246661		2.2089080015		0.5334161215		1.3134245559		1		gabrb3

		gabra5		1.36		0.73		3.99		2.32		3.28		1.66		0.82		1.68		1.68		n2				gabra5		1.0448771529		1		1.6395879968		0.5837139019		0.9885140204		1.9096832078		1.3341612147		0.8487039713		1.0304920203		gabra5

		gabra4		1.12		0.89		7.10		3.19		2.26		1.93		0.49		1.50		1.20		n3				gabra4		1.1407637159		1		1.3187265785		0.4537595777		1.0717734625		1.0942937013		1.0347777503		0.8827029963		1.0942937013		gabra4

		gabbr2		0.98		1.02		1.92		2.22		1.23		1.96		0.59		0.98		0.85		n4				gabbr2		0.9760317608		1.3803173534		1		0.7046603776		0.7144970699		1.6481778208		0.4914102993		0.8379871347		1.024556823		gabbr2

		calb2		1.2		0.8		1.5		0.5		1.0		0.8		1.3		0.3		0.5		n5				calb2		0.4156189481		1		1.6856830895		1.4273442542		1.4776794406		1.6509922332		1.4741230156		1.2170035137		2.0185696024		calb2

		gad1		1.04		0.96		1.13		1.03		1.23		0.88		1.78		0.56		0.86		n6				gad1		0.8392501719		0.8939569978		1.2955898457		1.0287844642		1.2344535787		1.5055130989		0.4520399637		1.9755985173		0.8469052646		gad1

		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67		n7				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80		n8				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0		n9				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		gabrg2		0.90		1.11		1.47		1.76		1.57		1.46		1.54		0.89		1.04		n10				gabrg2		1.0087019838		1		1.561031879		0.4804639192		0.7083331661		1.7082273527		0.9352880574		0.8136611427		0.7644531538		gabrg2

		slc12a5		1.6		0.6		1.6		1.5		1.8		1.2		1.2		0.7		0.8		n11				slc12a5		0.8428415448		1		0.7236346187		1.6395879968		1.0892486561		0.5484124898		1.3543712168		0.8546071743		0.8908987181		slc12a5

		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8		n12				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48		n13				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9		n14				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1b		1.08		0.93		1.43		0.55		0.63		0.36		0.48		0.74		0.53		n15				cacna1b		2.0267479259		0.4608917983		1.1967872135		0.8945082335		0.4598281414		0.6		0.5820305021		0.6747850893		1.3731602499		cacna1b

		gabra3		1.4		0.7		1.7		0.7		1.4		0.2		0.4		0.8		0.5		n16				gabra3		1.189207115		1		1.5321144263		0.4796320597		0.8066417592		0.5904963307		0.2044755146		0.6113201388		0.8139594798		gabra3								 

		slc6a13		0.97		1.03		0.98		0.07		0.78		0.11		0.79		0.26		0.40		n17				slc6a13		1.3589571816		1.0087019838		1		0.9476984609		0.6747850893		2.0597939133		1.9085804501		1.561031879		0.4905594875		slc6a13

		slc32a1		1.55		0.64		1.54		0.86		1.51		0.44		1.22		0.57		1.24		n18				slc32a1		1.2198186398		1		0.69095644		1.1864626349		1.4913994005		0.431271016		1.1864249251		1.3256194418		0.9637071184		slc32a1

		gabbr1		1.08		0.92		1.33		0.94		1.20		0.49		1.01		0.76		1.15		n19				gabbr1		1.1368169732		1.5422108254		1		0.7244710773		0.9362722474		1.3053726936		1.3240889104		1.3058597871		0.7818696431		gabbr1

		gabra2		1.4		0.7		2.2		1.0		1.0		0.3		0.9		0.8		1.1		n20				gabra2		0.9373544966		1		1.725084064		0.6184233367		0.7456997002		1.0993621134		0.2925320633		0.5		0.6		gabra2

		gabrb1		2.17		0.46		2.75		1.59		1.76		1.33		1.89		1.36		1.38		n21				gabrb1		1.2113927369		1		1.8108495226		0.4558612443		1.1381310346		0.7069470483		0.6957624221		1.6433806292		1.5		gabrb1

		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06		n22				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3								 				pvalb		best1		gad1		gad2		g3

		gabrb2		1.9		0.5		1.9		1.2		0.7		0.2		0.3		0.5		0.6		n23				gabrb2		1.1302693893		1.5547328107		0.5690655173		1		2.109157259		1.2621873304		0.5932313175		2.0657514303		1.0993621134		gabrb2										4375		0.3209245947		1.08		0.8392501719		0.5807110191		1.002602683

		gphn		1.32		0.76		1.48		2.94		2.66		1.17		2.55		2.80		2.38		n24				gphn		0.7967628144		1.137254825		1.103603718		1		1.2480505821		2.5684617784		1.9348506666		1.9938481724		1.8475160078		gphn						 				4381		1.1318305694		1.00		0.8939569978		2.3606261764		1.1516880527

		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8		n25				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1										4383		0.9135508275		0.91		1.2955898457		1.0907712409		0.8171937073										slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		sst		1.17		0.86		1.03		1.58		0.79		0.98		0.95		1.20		0.64		n26				sst		0.7286678955		1		1.0968249797		1.2512181395		1.2775088923		0.7863989679		1.4579726451		0.7809669134		1.1121360858		sst										4414		3.0135809626		1.01		1.0287844642		0.6687734686		1.0597691235										best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		plcpl1		2.17		0.46		3.80		2.74		2.12		1.77		4.32		6.76		2.92		n27				plcpl1		1.4657780514		1.6759742693		1.241140694		0.3279770261		0.9406087556		1.8065441981		1.3867105339		1.2789855813		1.1566881839		plcpl1																														glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		slc12a2		1.16		0.86		1.52		0.73		0.84		0.47		1.61		1.65		1.33		n28				slc12a2		0.9908006133		1.2893703084		1		0.7827734163		0.6957624221		0.2359685782		1.45903201		1.3441243996		1.2454496224		slc12a2										1325		0.1269303131		5.01		1.2344535787		1.765022302		1.0415629243										glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		npy		2.99		0.33		0.71		1.95		1.58		1.52		1.13		2.27		2.88		n29				npy		1.2058078277		1		1.2141948844		0.8066417592		1.6358041171		2.0279189596		1.3472335769		1.8025009252		1.3660402568		npy										4416		6.8239699147		1.52		1.5055130989		1.7895764867		1.5039431153										got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36		n30				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls										5708		1.0571385221		2.07		0.4520399637		1.5536398011		0.9162098638										got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		cacna1a		1.96		0.51		1.14		1.12		1.00		1.99		0.71		1.09		1.50		n31				cacna1a		2.033784285		0.8336420754		0.8610486548		0.6849956192		0.4073008321		1.7515843606		0.5084460712		0.7157362723		0.9378960902		cacna1a										4373		2.4213708749		2.72		1.9755985173		2.954592557		0.6660719811										gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		ap2a2		1.29		0.78		0.59		0.17		0.94		0.73		0.59		0.92		1.38		n32				ap2a2		1.2255573328		0.614506425		1.1681023313		0.6259705401		0.8791411174		1.0897711799		0.6088533428		0.7832256946		1.4845235706		ap2a2										4389		0.3361056487		1.68		0.8469052646		1.1363394644		1.2										gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50		n33				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10																														gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8		n34				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul										t		1.3449717386		1.0017454821		1.0143953699		1.1752204763		1.0078133916										kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80		n35				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob										pt		2.1531030547		2.6007079737		1.2029020846		1.8398341222		1.0655575769										glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		pvalb		0.41		2.44		0.29		0.62		1.04		2.85		5.58		4.52		2.79		n36				pv		0.3209245947		1.1318305694		0.9135508275		3.0135809626		0.1269303131		6.8239699147		1.0571385221		2.4213708749		0.3361056487		pv										FC		1.6008537525		2.5961763941		1.1858316001		1.5655225206		1.0572965052										maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gabarap		1.12		0.89		0.65		1.54		1.27		1.83		0.84		0.83		1.273		n37				gabarap		1.3073692472		0.8066417592		0.5770093759		1.6433806292		0.9373544966		1.5800826237		0.91806402		0.7684375906		1.7931547515		gabarap										sem		1.2348473318		0.6378829648		0.2626933917		0.3022929812		0.1401295596										abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		slc6a1		0.81		1.24		0.67		1.12		1.08		1.20		1.14		0.46		1.14		n38				slc6a1		0.7006018324		1.01865581		1		1.4012036649		0.8685414863		0.8685414863		0.7303534223		1.3348398542		0.8		slc6a1																														aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		nsf		1.76		0.57		2.33		2.80		2.39		2.12		3.04		2.22		3.62		n39				nsf		1.1164797226		0.949342121		1.3581724438		0.7664445129		0.5182307999		0.8596098852		0.5291199307		1.2968395547		2.074120913		nsf

		gad2		0.74		1.35		2.23		3.60		3.32		2.19		3.51		2.68		3.14		n40						0.5807110191		2.3606261764		1.0907712409		0.6687734686		1.765022302		1.7895764867		1.5536398011		2.954592557		1.1363394644		gad2

		calb1		1.96		0.51		2.97		7.14		2.10		7.13		8.12		3.38		8.36		n41				calb1		0.7702151112		1		1.7959398684		0.864365705		1.4573357911		1.6509922332		1.4741230156		1.119871604		1.4472692374		calb1

		kcnj3		1.28		0.78		2.91		5.35		3.78		4.74		5.52		5.27		1.85		n42				kcnj3		1.1681023313		0.6406019079		1.6179495988		0.8259730796		0.9292680213		0.6961644263		0.8202676668		1.0773596959		1.321796426		kcnj3

		gabra1		1.01		0.99		4.99		7.05		4.16		6.27		10.18		6.74		5.14		n43				gabra1		0.7219645978		1		1.182145935		0.9352752816		1.6586390916		1.7776853623		1.5946035575		2.8088897515		0.8847448312		gabra1

		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30		n44				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		kcnj9		1.84		0.54		2.44		3.12		3.39		5.24		2.08		2.94		4.75		n45				kcnj9		1.0092633488		0.6461764153		1.9543199369		0.394109018		0.7153229662		1.3172781833		0.8806658736		1.4044448757		2.722628233		kcnj9

		gabrd		1.3		0.8		2.6		1.8		3.2		3.3		2.4		1.6		3.0		n46				gabrd		0.6942570102		1		1.6727893388		0.7863989679		1.8066704016		1.5148946759		1.819236788		2.4004973333		1.4573357911		gabrd																																										 

		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11		n47				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		complete/spearman



				4375		4414		4383		4381		4413		4415		4388		4392		4361								4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9		1.54												0.6		2.3		1.2		2.5		1.8		2.6		1.83								106.5896164793		34.1647275431				-6.5896164793		-2.1121424306

		maturation index		1.12		0.99		0.97		1.93		1.65		3.31		3.06		3.24		3.39		1.25		0.2293310379				1.07		0.87		1.13		0.91		1.14		1.20		1.39		1.51		1.44		1.34		0.0783503243

				0.9670666667		1.1335666667		1.8797333333		2.0647333333		2.3977333333		2.7430666667		2.7554		3.8284		3.8530666667		1.51														1.7934		1.3864		1.8674		1.6084		1.9044		1.71





																																1.1219756834		1.1554794002

																																0.9870079359		1.1429578099

																				1.1219756834		0.9870079359		0.969908591		1.9334798587						0.969908591		1.1353859109

																				1.1554794002		1.1429578099		1.1353859109		1.373373743		1.4850960893		1.4327162718		1.9334798587		1.373373743

																																		1.4850960893

																																		1.4327162718





maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.1219756834495136	0.98700793586362734	0.96990859096315163	1.9334798586993049	1.6502768278257747	3.3059980445012043	3.0618853697081643	3.2387395886696333	3.3868825080791685	

raw_all

		0.1		4375		1.01		1.4		1.4		1.12		1.36		2.17		1.9		1.57		2.2		0.90		1.53		1.3		1.08		0.98		1.3		1.9		1.0		1.06		1.78		1.46		1.27		1.04		0.74		1.0		1.45		0.81		0.97		1.09		1.55		0.58		1.16		1.6		1.96		1.08		1.28		1.84		1.33		1.17		1.2		1.96		2.99		0.41		1.12		1.76		2.17		1.29		1.32		0.60		0.29		1.5		1.0		0.4		0.81		1.05		0.8		1.38

		0.5		4414		0.99		0.7		0.7		0.89		0.73		0.46		0.5		0.64		0.5		1.11		0.65		0.8		0.92		1.02		0.8		0.5		1.0		0.94		0.56		1.00		0.79		0.96		1.35		1.0		0.69		1.24		1.03		0.92		0.64		1.73		0.86		0.6		0.51		0.93		0.78		0.54		0.75		0.86		0.8		0.51		0.33		2.44		0.89		0.57		0.46		0.78		0.76		1.66		3.43		0.7		1.0		2.3		1.23		0.96		1.2		0.72																0.1		0.5		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.5		2.9		3.0		3.9		4.1		4.2		4.4		4.6		4.9		4.9		6.0		6.5		6.7		6.7		7.8		7.9		age

		0.9		5658		1.19		1.1		0.7		1.03		1.51		0.28		0.3		1.23		0.9		0.71		0.56		1.0		0.43		0.67		1.3		1.0		1.2		0.72		1.01		0.58		0.90		1.45		1.54		0.3		0.62		0.76		0.60		0.56		0.85		0.76		1.71		1.2		0.55		1.06		1.02		0.46		0.75		1.00		1.9		0.68		1.02		0.67		0.72		0.60		0.23		0.71		0.21		0.73		0.87		0.1		0.9		1.4		1.30		0.54		0.8		1.00														NAME		4375		4414		5658		4391		4353		5886		5843		4402		4420		4355		4412		4383		4400		4381		4413		5933		4422		5821		4352		4415		4388		5947		4350		4376		4360		4392		4361

		0.9		4391		1.00		1.2		1.4		0.98		0.70		0.82		1.5		0.89		0.8		0.59		1.20		1.0		1.33		1.20		1.5		1.0		1.4		1.38		0.51		0.96		1.26		1.06		1.81		1.6		1.43		0.78		0.64		1.78		1.11		1.25		0.58		0.9		1.48		0.71		1.07		1.56		1.46		1.08		0.9		1.11		0.70		1.14		0.75		0.66		0.85		0.92		2.57		3.30		2.40		1.5		1.2		0.8		0.87		2.00		1.4		1.05														gabra1		1.01		0.99		1.19		1.00		0.84		2.53		3.08		4.97		3.04		2.58		5.16		4.99		4.36		7.05		4.16		4.04		5.42		6.13		5.64		6.27		10.18		3.33		2.20		3.56		6.36		6.74		5.14

		1.1		4353		0.84		0.8		1.0		0.99		0.95		4.34		2.2		0.91		1.2		2.41		1.48		1.0		1.76		1.25		0.7		1.0		0.7		1.00		1.92		1.79		0.80		0.65		0.36		2.1		1.13		1.69		2.62		1.00		1.05		1.04		1.03		1.2		1.24		1.41		0.94		1.39		0.91		0.93		0.6		1.33		1.43		1.32		1.85		2.54		5.17		1.53		1.85		0.42		0.48		4.6		0.9		0.9		0.89		0.93		0.9		0.95														gabra2		1.4		0.7		1.1		1.2		0.8		1.3		1.2		1.3		1.0		1.4		0.8		2.2		0.7		1.0		1.0		0.6		0.7		1.0		0.2		0.3		0.9		0.7		1.0		0.5		0.4		0.8		1.1

		1.5		5886		2.53		1.3		0.9		1.39		2.00		1.99		1.7		1.89		2.0		1.12		1.54		0.8		1.61		1.34		0.8		0.8		1.7		1.19		1.52		1.03		1.02		2.70		1.51		0.9		0.72		0.82		0.38		0.96		1.97		1.38		0.76		0.7		1.14		0.73		1.37		1.62		1.65		1.21		0.8		1.98		2.66		1.32		0.92		2.22		3.19		1.11		0.69		1.25		0.98		0.8		1.8		0.5		0.34		1.16		1.3		0.63														gabra3		1.4		0.7		0.7		1.4		1.0		0.9		1.2		0.8		0.8		1.7		0.7		1.7		0.6		0.7		1.4		0.3		0.2		0.5		0.2		0.2		0.4		0.1		0.7		0.0		0.4		0.8		0.5

		1.8		5843		3.08		1.2		1.2		2.50		0.99		5.96		8.3		1.57		1.7		1.04		1.61		1.2		2.80		1.66		1.1		1.3		2.4		1.29		1.25		1.64		1.58		2.18		0.92		3.0		0.78		0.80		0.62		1.02		1.08		1.51		0.96		1.4		1.16		1.02		1.44		1.68		2.64		1.14		0.2		1.18		1.26		0.78		0.99		4.41		5.74		1.54		4.84		1.46		0.88		3.7		2.6		0.7		0.98		1.28		1.2		0.67														gabra4		1.12		0.89		1.03		0.98		0.99		1.39		2.50		1.90		1.90		1.95		4.63		7.10		2.74		3.19		2.26		3.61		2.49		2.92		3.06		1.93		0.49		0.58		1.25		0.54		1.80		1.50		1.20

		2.0		4402		4.97		1.3		0.8		1.90		0.77		8.80		16.8		1.63		1.9		2.66		1.02		2.6		2.26		2.81		0.8		1.0		0.9		0.57		2.18		2.11		1.26		0.55		1.07		3.2		0.68		2.16		1.65		0.52		0.70		1.63		2.06		1.4		0.74		1.20		1.34		0.95		3.97		1.11		1.2		3.27		0.83		5.30		1.27		4.93		5.86		1.83		5.72		7.28		3.64		7.8		6.2		0.8		1.25		8.79		2.3		1.43														gabra5		1.36		0.73		1.51		0.70		0.95		2.00		0.99		0.77		0.46		1.41		0.04		3.99		0.54		2.32		3.28		0.08		0.10		0.80		0.05		1.66		0.82		0.02		0.35		0.01		0.31		1.68		1.68

		2.1		4420		3.04		1.0		0.8		1.90		0.46		1.43		1.6		1.86		1.9		1.12		0.81		3.1		1.61		1.18		1.3		1.7		2.3		0.55		1.18		0.67		1.01		1.21		2.91		4.6		0.41		0.92		0.88		0.42		0.98		0.53		0.79		0.5		0.66		0.45		0.78		1.61		0.78		1.54		1.0		2.10		1.40		3.52		1.09		1.54		0.84		0.43		2.29		0.74		0.76		2.0		0.6		1.0		1.32		0.65		0.7		0.89														gabrb1		2.17		0.46		0.28		0.82		4.34		1.99		5.96		8.80		1.43		9.51		5.67		2.75		2.19		1.59		1.76		6.15		12.43		7.46		8.08		1.33		1.89		6.70		8.58		13.34		5.59		1.36		1.38

		2.2		4355		2.58		1.4		1.7		1.95		1.41		9.51		14.2		1.76		1.3		2.44		1.65		1.0		2.58		1.50		1.4		1.3		2.3		0.72		3.02		3.75		1.83		1.33		2.20		5.2		0.89		1.57		2.69		0.92		1.49		3.11		0.95		0.7		2.48		0.96		1.97		2.42		2.41		2.14		0.7		1.86		1.03		4.08		1.09		2.93		7.27		2.43		3.44		1.96		0.54		11.0		1.2		0.8		2.87		0.91		1.9		1.08														gabrb2		1.9		0.5		0.3		1.5		2.2		1.7		8.3		16.8		1.6		14.2		19.3		1.9		5.9		1.2		0.7		7.5		26.7		21.9		17.9		0.2		0.3		12.2		15.6		11.4		25.1		0.5		0.6

		2.2		4412		5.16		0.8		0.7		4.63		0.04		5.67		19.3		2.62		2.3		2.94		0.11		4.8		5.28		4.31		1.2		1.2		1.6		0.73		1.18		1.93		1.26		0.79		4.73		0.7		0.31		1.20		1.73		0.50		0.03		1.63		1.26		1.3		0.07		0.85		0.73		0.32		8.34		1.17		0.7		3.25		1.39		14.97		2.318		9.67		8.35		1.23		0.65		6.65		3.06		8.5		7.5		0.3		0.49		3.004		3.8		0.337														gabrb3		1.57		0.64		1.23		0.89		0.91		1.89		1.57		1.63		1.86		1.76		2.62		3.93		1.04		5.39		2.83		0.81		0.45		1.29		1.15		2.03		1.01		0.63		1.08		0.30		1.54		2.00		2.27

		2.5		4383		4.99		2.2		1.7		7.10		3.99		2.75		1.9		3.93		2.3		1.47		1.63		2.6		1.33		1.92		1.1		2.0		1.4		0.99		1.36		3.46		2.48		1.13		2.23		1.8		1.49		0.67		0.98		0.79		1.54		1.43		1.52		1.6		1.14		1.43		2.91		2.44		1.08		1.03		1.5		2.97		0.71		0.29		0.65		2.33		3.80		0.59		1.48		1.47		1.02		1.9		1.6		1.4		0.72		1.19		1.8		0.55														gabrg1		2.2		0.5		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.3		2.0		4.4		2.1		4.0		3.2		2.6		1.8		1.6		2.2		3.7		1.1		2.4		2.4		2.4		2.8

		2.9		4400		4.36		0.7		0.6		2.74		0.54		2.19		5.9		1.04		2.0		0.68		1.98		2.5		2.23		1.40		0.8		0.9		2.1		0.60		0.66		1.09		0.75		1.52		1.38		3.1		0.30		0.40		0.39		0.60		1.24		0.53		0.45		0.8		1.49		0.42		1.20		1.22		0.99		1.13		0.6		1.12		1.11		3.14		1.22		1.86		1.74		0.91		3.85		0.50		1.92		2.0		0.9		1.1		2.33		0.55		0.8		0.90														gabrg2		0.90		1.11		0.71		0.59		2.41		1.12		1.04		2.66		1.12		2.44		2.94		1.47		0.68		1.76		1.57		0.37		0.98		1.43		2.29		1.46		1.54		0.34		0.97		0.89		2.20		0.89		1.04

		3.0		4381		7.05		1.0		0.7		3.19		2.32		1.59		1.2		5.39		4.4		1.76		1.35		1.8		0.94		2.22		1.6		2.6		0.9		0.38		1.80		2.58		7.32		1.03		3.60		2.5		2.12		1.12		0.07		0.61		0.86		1.20		0.73		1.5		1.12		0.55		5.35		3.12		1.58		1.58		0.5		7.14		1.95		0.62		1.54		2.80		2.74		0.17		2.94		2.58		3.60		5.6		6.5		1.0		0.92		1.11		2.8		0.63														gabrg3		1.53		0.65		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.63		1.98		1.35		1.29		0.70		0.41		2.18		0.18		0.95		0.82		0.14		1.06		1.45		2.09		0.99		1.06

		3.9		4413		4.16		1.0		1.4		2.26		3.28		1.76		0.7		2.83		2.1		1.57		1.29		3.2		1.20		1.23		2.5		2.2		1.8		1.07		1.55		1.48		3.70		1.23		3.32		5.6		3.41		1.08		0.78		0.85		1.51		1.39		0.84		1.8		1.00		0.63		3.78		3.39		7.20		0.79		1.0		2.10		1.58		1.04		1.27		2.39		2.12		0.94		2.66		3.25		7.19		6.6		4.3		0.6		0.21		0.91		3.7		0.84														gabrd		1.3		0.8		1.0		1.0		1.0		0.8		1.2		2.6		3.1		1.0		4.8		2.6		2.5		1.8		3.2		3.5		8.1		5.5		5.4		3.3		2.4		4.0		4.7		0.5		3.3		1.6		3.0

		4.1		5933		4.04		0.6		0.3		3.61		0.08		6.15		7.5		0.81		4.0		0.37		0.70		3.5		9.31		4.09		2.3		2.5		1.2		0.39		0.27		2.16		2.04		0.50		4.28		2.9		0.33		0.71		0.57		0.19		0.07		3.11		1.22		2.3		0.16		0.61		1.59		3.54		5.43		0.46		0.1		1.21		0.73		16.28		2.58		9.98		5.98		1.52		2.99		4.04		4.45		3.6		8.6		0.5		1.60		5.23		4.2		0.32														gabbr1		1.08		0.92		0.43		1.33		1.76		1.61		2.80		2.26		1.61		2.58		5.28		1.33		2.23		0.94		1.20		9.31		7.74		2.09		15.02		0.49		1.01		9.47		5.44		21.19		1.95		0.76		1.15

		4.2		4422		5.42		0.7		0.2		2.49		0.10		12.43		26.7		0.45		3.2		0.98		0.41		8.1		7.74		3.62		2.2		2.9		0.7		0.49		0.89		5.58		2.08		0.29		1.91		2.9		1.37		1.39		2.02		0.19		0.16		0.83		1.91		1.9		0.35		0.96		1.57		1.61		14.03		0.21		0.4		1.98		0.52		17.45		2.34		7.15		7.59		2.15		2.39		6.98		8.90		26.2		9.9		0.4		3.06		5.45		6.6		0.60														gabbr2		0.98		1.02		0.67		1.20		1.25		1.34		1.66		2.81		1.18		1.50		4.31		1.92		1.40		2.22		1.23		4.09		3.62		1.94		8.70		1.96		0.59		2.51		5.63		5.26		2.18		0.98		0.85

		4.4		5821		6.13		1.0		0.5		2.92		0.80		7.46		21.9		1.29		2.6		1.43		2.18		5.5		2.09		1.94		0.3		0.5		1.6		0.96		1.81		1.09		0.90		1.06		5.20		0.8		1.04		0.42		0.50		0.10		0.70		1.42		1.18		1.2		0.85		0.82		1.64		1.91		1.34		0.90		0.6		1.50		1.82		2.88		1.19		11.09		7.25		1.76		3.82		1.43		0.26		1.9		0.8		0.6		0.67		1.42		0.3		0.72														glud1		1.3		0.8		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		1.1		0.8		1.6		2.5		2.3		2.2		0.3		1.8		0.9		1.1		2.6		0.7		2.7		0.6		0.4		0.8

		4.6		4352		5.64		0.2		0.2		3.06		0.05		8.08		17.9		1.15		1.8		2.29		0.18		5.4		15.02		8.70		1.8		2.5		0.4		0.15		0.54		3.15		2.22		0.59		3.79		1.6		1.49		0.94		2.76		0.08		0.12		1.42		1.30		1.7		0.19		0.61		1.19		2.51		12.21		0.21		0.2		3.22		0.64		11.81		3.24		11.36		10.45		2.98		1.00		6.03		6.65		8.9		8.7		0.5		0.62		10.31		5.0		0.50														glud2		1.9		0.5		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		2.0		0.9		2.6		2.2		2.5		2.9		0.5		2.5		1.6		2.2		2.8		0.9		1.5		0.7		0.7		1.0

		4.9		4415		6.27		0.3		0.2		1.93		1.66		1.33		0.2		2.03		1.6		1.46		0.95		3.3		0.49		1.96		0.9		1.6		0.5		0.27		2.46		4.05		5.37		0.88		2.19		2.9		3.93		1.20		0.11		0.47		0.44		1.12		0.47		1.2		1.99		0.36		4.74		5.24		7.08		0.98		0.8		7.13		1.52		2.85		1.83		2.12		1.77		0.73		1.17		7.23		6.64		5.7		2.9		1.1		1.83		1.51		1.8		0.49														got1		1.0		1.0		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		1.4		2.1		0.9		1.8		1.2		0.7		1.6		0.4		0.5		1.1		0.3		2.6		0.4		1.8		1.0		0.9

		4.9		4388		10.18		0.9		0.4		0.49		0.82		1.89		0.3		1.01		2.2		1.54		0.82		2.4		1.01		0.59		1.1		2.2		1.1		0.77		1.01		1.82		3.31		1.78		3.51		5.6		4.05		1.14		0.79		1.17		1.22		1.23		1.61		1.2		0.71		0.48		5.52		2.08		5.13		0.95		1.3		8.12		1.13		5.58		0.84		3.04		4.32		0.59		2.55		3.69		3.64		9.4		6.5		1.3		0.56		2.15		3.9		1.28														got2		1.06		0.94		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.99		0.60		0.38		1.07		0.39		0.49		0.96		0.15		0.27		0.77		0.18		0.71		0.45		0.66		0.76		0.48

		6.0		5947		3.33		0.7		0.1		0.58		0.02		6.70		12.2		0.63		3.7		0.34		0.14		4.0		9.47		2.51		2.6		2.8		0.3		0.18		0.77		2.91		0.83		0.31		3.52		3.7		1.33		1.43		4.24		0.19		0.05		1.19		0.79		0.9		0.10		0.49		0.39		1.45		6.02		0.07		0.1		1.53		0.37		6.17		3.38		7.21		9.52		2.58		1.52		11.11		9.60		13.9		14.1		0.7		1.39		8.61		8.8		0.44														gls		1.78		0.56		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		1.36		0.66		1.80		1.55		0.27		0.89		1.81		0.54		2.46		1.01		0.77		1.35		0.27		2.08		3.24		2.36

		6.5		4350		2.20		1.0		0.7		1.25		0.35		8.58		15.6		1.08		1.1		0.97		1.06		4.7		5.44		5.63		0.7		0.9		2.6		0.71		1.35		2.39		1.12		0.88		4.23		2.8		2.49		0.37		0.34		0.65		0.58		2.42		0.84		1.6		0.37		0.79		2.24		3.37		14.52		0.46		0.4		2.50		1.40		46.43		3.25		10.43		11.30		2.34		1.14		10.95		6.20		22.0		12.9		0.5		2.75		2.98		9.0		1.30														aldh5a1		1.46		1.00		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		3.46		1.09		2.58		1.48		2.16		5.58		1.09		3.15		4.05		1.82		2.91		2.39		3.87		1.10		1.39		2.11

		6.7		4376		3.56		0.5		0.0		0.54		0.01		13.34		11.4		0.30		2.4		0.89		1.45		0.5		21.19		5.26		2.7		1.5		0.4		0.45		0.27		3.87		1.42		0.07		5.02		2.0		2.08		0.45		5.12		0.07		0.04		0.44		1.13		1.9		0.02		0.31		1.24		3.54		14.12		0.06		0.0		3.01		0.60		5.25		2.58		9.01		7.95		1.69		0.49		11.58		13.67		17.7		26.8		0.3		1.37		6.57		15.2		0.55														abat		1.27		0.79		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		2.48		0.75		7.32		3.70		2.04		2.08		0.90		2.22		5.37		3.31		0.83		1.12		1.42		1.23		2.51		3.30

		6.7		4360		6.36		0.4		0.4		1.80		0.31		5.59		25.1		1.54		2.4		2.20		2.09		3.3		1.95		2.18		0.6		0.7		1.8		0.66		2.08		1.10		1.23		1.49		5.62		0.9		3.67		0.55		0.93		0.07		0.34		0.38		1.45		1.3		0.35		0.87		1.52		4.77		17.15		1.11		0.2		1.85		1.59		36.71		2.34		4.88		7.06		1.77		1.04		15.71		7.28		9.1		16.0		0.3		0.50		9.105		16.7		0.289														gad1		1.04		0.96		1.45		1.06		0.65		2.70		2.18		0.55		1.21		1.33		0.79		1.13		1.52		1.03		1.23		0.50		0.29		1.06		0.59		0.88		1.78		0.31		0.88		0.07		1.49		0.56		0.86

		7.8		4392		6.74		0.8		0.8		1.50		1.68		1.36		0.5		2.00		2.4		0.89		0.99		1.6		0.76		0.98		0.4		0.7		1.0		0.76		3.24		1.39		2.51		0.56		2.68		1.5		3.02		0.46		0.26		0.33		0.57		0.43		1.65		0.7		1.09		0.74		5.27		2.94		2.70		1.20		0.3		3.38		2.27		4.52		0.83		2.22		6.76		0.92		2.80		2.96		3.45		3.4		2.3		0.2		0.91		0.79		2.0		0.75														gad2		0.74		1.35		1.54		1.81		0.36		1.51		0.92		1.07		2.91		2.20		4.73		2.23		1.38		3.60		3.32		4.28		1.91		5.20		3.79		2.19		3.51		3.52		4.23		5.02		5.62		2.68		3.14

		7.9		4361		5.14		1.1		0.5		1.20		1.68		1.38		0.6		2.27		2.8		1.04		1.06		3.0		1.15		0.85		0.8		1.0		0.9		0.48		2.36		2.11		3.30		0.86		3.14		6.8		3.80		1.14		0.40		0.67		1.24		0.80		1.33		0.8		1.50		0.53		1.85		4.75		7.50		0.64		0.5		8.36		2.88		2.79		1.273		3.62		2.92		1.38		2.38		4.61		8.17		7.9		7.9		2.0		0.87		1.746		5.2		0.714														glul		1.0		1.0		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		1.8		3.1		2.5		5.6		2.9		2.9		0.8		1.6		2.9		5.6		3.7		2.8		2.0		0.9		1.5		6.8

		age		sample		gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														maob		1.45		0.69		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		1.49		0.30		2.12		3.41		0.33		1.37		1.04		1.49		3.93		4.05		1.33		2.49		2.08		3.67		3.02		3.80

						gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pvalb		gabarap		nsf		plcpl1		ap2a2		gphn		gja1		gjb6		slc1a2		slc1a3		slc38a3		slc38a5		itpr2		aqp4		grm3														slc6a1		0.81		1.24		0.76		0.78		1.69		0.82		0.80		2.16		0.92		1.57		1.20		0.67		0.40		1.12		1.08		0.71		1.39		0.42		0.94		1.20		1.14		1.43		0.37		0.45		0.55		0.46		1.14

																																																																																																																																		slc6a13		0.97		1.03		0.60		0.64		2.62		0.38		0.62		1.65		0.88		2.69		1.73		0.98		0.39		0.07		0.78		0.57		2.02		0.50		2.76		0.11		0.79		4.24		0.34		5.12		0.93		0.26		0.40

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														slc6a11		1.09		0.92		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.79		0.60		0.61		0.85		0.19		0.19		0.10		0.08		0.47		1.17		0.19		0.65		0.07		0.07		0.33		0.67

		4353				1.5353541049		1.321796426		0.9823341195		1.526259209		1.5691681958		1.0895632889		0.9378960902		1.2945942489		0.8195234536		1.3975085823		1.8975878356		0.7232167517		1.250805218		1.327370787		1.1912696404		0.6720621998		1.0210121257		2.0121669348		1.702317335		1.4830543077		0.7545822138		1.1111415387		0.5455381216		0.7979032426		0.672284064		1.8220411669		1.4002789793		2.4416512386		1.415439416		1.28		1.2179411664		0.9338417533		1.4793875092		1.7365813557		0.5543042599		0.80424908		0.6891343343		0.4859062856		0.9600956185		0.7314792723		1.1782671388		2.4320829621		1.2397076999		1.2418578121		2.516517397		0.9518129576		1.2250640188		1.7497427826		2.2		0.42253503		0.7503909251		1.1809926614		2.4574172848		1.0867348625		0.672284064		0.8783434895														slc32a1		1.55		0.64		0.85		1.11		1.05		1.97		1.08		0.70		0.98		1.49		0.03		1.54		1.24		0.86		1.51		0.07		0.16		0.70		0.12		0.44		1.22		0.05		0.58		0.04		0.34		0.57		1.24

		4355				1.2155983879		0.8827029963		1.4142135624		1.130642519		1.8255527206		0.7799364985		0.6089035859		0.7001394897		1.2099940892		1.1593637909		0.4860466411		0.7248298554		1.6734867668		1.4128138867		1.3495701787		1.2085970563		0.9592641193		0.8819385237		1.1546855317		1.0036373702		0.6310010389		0.9287794994		0.871244647		1.1441575421		1.3260570613		1.1124573297		1.0692999986		1.8186364114		1.7812094153		3.76		1.0643701825		1.19510954		0.6981779342		0.9882285675		1.0107433185		0.8965033955		0.941385243		1.0792282365		1.4978126121		1.4068807031		1.0309683188		1.3167090834		0.416580342		0.9925190284		0.8225043637		0.9496163413		1.3374860178		0.9573662529		0.3136316057		1.4611890598		1.1217213105		1.2483305489		0.84507006		0.4263174459		1.004963328		0.9284249142														best1		0.58		1.73		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		1.43		0.53		1.20		1.39		3.11		0.83		1.42		1.42		1.12		1.23		1.19		2.42		0.44		0.38		0.43		0.80

		4391				0.7064069433		0.8024592293		1.4184209149		0.9395227492		1.3755418181		0.6389389523		0.6317825521		0.9476984609		0.6429850695		0.6939276427		0.8404108347		0.6339759423		0.4975305925		0.6823441296		1.2332796736		1.0792282365		1.1250584847		0.9067331904		0.3432900625		0.7466848831		0.5879437334		1.4931981147		0.7015395703		1.1927450626		1.8033324733		0.3623750558		0.7661582335		0.7593606485		0.2554742872		0.77		0.3854042656		0.3167134409		1.5422108254		0.917798911		0.5280513004		1		1.6734867668		2.4772680805		1.2934730543		0.9323146802		0.3601492155		0.2856461536		1.1974787046		0.7805159395		0.5553343616		1.300214817		1.0019823828		1.1150766293		1.5660636581		1.353920339		1.2274925647		1.7776853623		1.5552460662		0.8179020586		1.3168973161		2.2702593897														slc12a2		1.16		0.86		1.71		0.58		1.03		0.76		0.96		2.06		0.79		0.95		1.26		1.52		0.45		0.73		0.84		1.22		1.91		1.18		1.30		0.47		1.61		0.79		0.84		1.13		1.45		1.65		1.33

		4400				0.951695153		0.8541136763		0.7653999513		0.8950250709		0.6736167884		0.8728163305		0.9314175686		0.8541136763		1.1589811827		0.5675648474		1.1803106903		1.7807685269		0.6564955526		0.6591009836		0.1217927364		1		1		1.4628177117		2.0384887572		1.0270962817		1.9235215596		0.7185227958		0.9185926487		1.0311725141		1.3445681281		1.039259226		0.4651327039		0.3809984789		1.2322115809		1.53		0.8552656151		2.1904844907		1.3899182198		0.9974040733		2.0687366472		1.0321940974		0.9678511845		0.9257855822		0.9802692683		0.7114769331		0.8216903146		1.4619729561		1.8403753012		0.825019429		0.9469949067		0.985378569		0.6167925065		0.9247548438		1.0997250398		1.1385067596		0.9564187282		0.8010698776		0.7563588904		0.7900413119		0.8219615747		0.7916074762														slc12a5		1.6		0.6		1.2		0.9		1.2		0.7		1.4		1.4		0.5		0.7		1.3		1.6		0.8		1.5		1.8		2.3		1.9		1.2		1.7		1.2		1.2		0.9		1.6		1.9		1.3		0.7		0.8

		4402				0.9649803223		1.1586943095		0.9488722131		1.1095694721		0.8010698776		3.1904280523		3.40463467		2.0174039676		1.6053158095		2.6998086192		1.0275201363		2.1923832234		1.8697652403		1.5785187841		1.1114938763		1.5122185602		1.0069555501		0.8286013064		1.7869509074		1.0559718885		1.5623849962		1.0894055259		1.9933141642		1.5097249279		0.4374356956		1.9528153704		2.7620018496		1.7812094153		1.6832506244		0.50		2.7595718414		0.9939533174		1.1769067372		1.3069917187		1.0634483754		1.0910477823		1.2770872944		1.2131433203		1.1338658797		1.473134226		1.6779115495		1.7907038889		0.7791645797		1.96223795		1.119871604		1.1718192053		3.5378114063		1.1786561138		1.5769564922		1.7865085979		2.3387121189		0.9330329915		0.5311321839		2.1410596954		2.0664333856		0.7916074762														cacna1a		1.96		0.51		0.55		1.48		1.24		1.14		1.16		0.74		0.66		2.48		0.07		1.14		1.49		1.12		1.00		0.16		0.35		0.85		0.19		1.99		0.71		0.10		0.37		0.02		0.35		1.09		1.50

		4412				1.1716741708		1.1748690793		1		0.9138314502		0.6285066873		1.5623849962		1.3449010206		1.1506906232		1		1		1.0637555557		1.6615157859		1		1		1.0298969567		1.63202897		0.4352752816		1.0933459786		1.170804341		1		1.2602849819		0.9508251886		2.1185663981		1		1		1.3063627467		1		1		0.9468776984		1.00		0.6304458845		0.7798399669		1.2789855813		0.5344956086		1.3554294284		1.0538826895		1		1.442678668		0.5992583452		1.5679601449		1		1.2003591212		0.9075191553		1.561031879		1		0.8880728912		1		1		1		1		1		1		1		1		1		1														cacna1b		1.08		0.93		1.06		0.71		1.41		0.73		1.02		1.20		0.45		0.96		0.85		1.43		0.42		0.55		0.63		0.61		0.96		0.82		0.61		0.36		0.48		0.49		0.79		0.31		0.87		0.74		0.53

		4420				0.7571082156		0.7232167517		0.6898170602		0.7955364838		0.8066417592		0.4644998385		0.7778155595		0.5405500089		0.6385436472		0.786139444		1.4430953901		0.6081503739		0.723395808		0.6729500963		2.912988488		0.9614830525		2.1140360811		0.5280513004		0.6187806552		0.7929149846		1.0451789688		0.6884810905		1.1911334189		0.6994465475		0.855308192		0.809753978		0.7298714458		0.8999128151		0.7744532187		0.44		0.5338270974		1.5705283656		0.2319147792		0.5795145009		1.0463871046		0.871988463		0.9093182057		0.5940885959		1.04336938		1.3093845752		1.7131680379		1.1868214851		0.8103778612		0.4727556701		1.1712875001		0.6093811026		0.6827947211		0.8568667984		0.8276787696		0.6448979806		0.6953032729		0.5358867313		0.6630285307		0.9862327045		0.7155591119		0.5597510145														kcnj3		1.28		0.78		1.02		1.07		0.94		1.37		1.44		1.34		0.78		1.97		0.73		2.91		1.20		5.35		3.78		1.59		1.57		1.64		1.19		4.74		5.52		0.39		2.24		1.24		1.52		5.27		1.85

		5886				1		1.321796426		1.0099512906		0.9075191553		1		0.9225826074		0.827883689		1.1270097526		1.2770872944		0.7807091822		0.78		0.728247122		1.08136768		1.1161813365		1.2418578121		0.4807415262		0.9794202976		0.8880728912		0.5615552976		1.0462575947		0.8667873477		1.068415305		0.8925545876		0.843398122		1.9147325058		0.6622994455		0.9833073185		0.4856056602		1.0727024859		0.95		0.8147585233		1.050626588		1.2938466779		1.5723437595		1.0832878662		1.3401374271		0.8195234536		0.721339334		0.7691036796		0.4030103762		1		0.6539391146		1.5333283447		0.8700478588		0.8168229111		1.3617073362		0.4088160691		0.5732128502		0.3915159145		0.9120234705		0.6223138612		0.952637998		1.1624292068		0.8179020586		0.9247548438		1.5399218563														kcnj9		1.84		0.54		0.46		1.56		1.39		1.62		1.68		0.95		1.61		2.42		0.32		2.44		1.22		3.12		3.39		3.54		1.61		1.91		2.51		5.24		2.08		1.45		3.37		3.54		4.77		2.94		4.75

		4364				1.9433845824		0.599777788		0.8671092706		0.6551967019		0.4175439597		1.584195078		1.8628351373		1.2856518332		0.6610618403		1.2166018835		1.5201004551		1.4364422573		1.1751599571		1.1317626473		2.3660818799		2.1540187518		2.514026749		1.483237886		0.7886734601		1.1555433863		2.0191526724		1.7253924811		1.7614055398		0.8731404925		0.502481664		1.0833921598		1.4496597109		1.0373172153		2.3153816243		1.12		0.6089705832		2.1904844907		0.5377471952		1.202677639		0.9004699268		0.8679683164		0.9030370861		0.8286013064		1.9069275073		1.1965568052		2.3402565064		0.9470038814		1.5691681958		1.2591935011		1.0878114915		0.8758465293		1.6619271493		0.3168973161		1.2372549869		1.0119534007		1.0538826895		1.4948492486		0.6959921104		1.0210121257		0.5812146034		0.8783434895														kcnj10		1.33		0.75		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		1.08		0.99		1.58		7.20		5.43		14.03		1.34		12.21		7.08		5.13		6.02		14.52		14.12		17.15		2.70		7.50

		4417				0.3483408151		0.6747850893		2.6468670189		1.0210121257		0.3763116869		0.6800675693		0.4082429848		0.7539287013		0.2453404709		0.8662510751		1.6067736046		0.3444818792		1.4669880743		1.5894982505		4.2648647777		1.7013343219		1.3286858141		2.0121669348		0.9314175686		3.3602566525		1.1677650188		1.3367255523		1.0466583539		1.260753049		0.6864101813		0.9563135056		1.7971543059		0.4723267479		1.5596799337		0.45		0.7761699286		1.1182556131		2.9793549262		2.6689087859		0.6411571877		2.2434426211		0.3041504709		0.6777147142		1.0876768546		0.5354741697		4.0746232398		0.3767961724		2.158456473		1.4870982841		1.8939898134		2.0402557385		1.7445526556		0.6493836008		0.502481664		0.5934271577		0.5766285945		1		0.4720929544		0.4730288234		0.6186274934		1.0888891871														sst		1.17		0.86		1.00		1.08		0.93		1.21		1.14		1.11		1.54		2.14		1.17		1.03		1.13		1.58		0.79		0.46		0.21		0.90		0.21		0.98		0.95		0.07		0.46		0.06		1.11		1.20		0.64

		5716				1		0.9411522295		1.77		1.1		1		1.488387315		1.2723538946		0.7232167517		0.43		1.1		0.7895850979		0.5078590305		1.4		1.5		4.0348079352		1.9054247613		0.6066063628		0.8046031013		0.1205329923		0.3411720648		1.43		0.5919666092		1.4893892054		0.3570717031		0.1010431879		1.1138504592		1.7		0.1323891819		2.02		1.02		2.4870653986		2.4137060666		0.5644822024		0.215573239		0.0939964447		0.2407677866		0.2917606336		0.68		1.8		0.5030901641		2.54		1.2700783597		0.5321850912		0.3875622611		1.4		0.0496779689		1.831286028		0.4820126309		0.546064342		0.1473320142		0.1187265327		0.1416104857		0.1463143177		0.4204482076		0.1930628996		0.1031529612														calb2		1.2		0.8		1.9		0.9		0.6		0.8		0.2		1.2		1.0		0.7		0.7		1.5		0.6		0.5		1.0		0.1		0.4		0.6		0.2		0.8		1.3		0.1		0.4		0.0		0.2		0.3		0.5

		5754				0.4439814878		0.8541136763		1.4382213329		0.9138314502		1.0210121257		0.699186871		0.4110825393		1.0017343702		0.262949406		0.9745831219		0.9422401195		0.5008671851		1.285970139		1.5037569744		3.0157148051		2.3949574092		0.7955364838		0.5738517574		0.6361769473		1.3212511817		1.6063096171		2.0036922824		1.3206894954		0.6617167547		0.7057236643		0.7000624622		1.6768042582		0.8543251405		1.4653547792		2.67		0.9961565872		0.9273912372		1.3835102508		1.2		0.6471102047		0.9855818675		0.8367433834		0.741618943		1.5596799337		0.7114769331		1.725084064		0.1635794749		0.8370196129		0.5161396375		0.6176073833		1.051233629		0.4750629089		0.5130398719		0.3942391231		0.653900421		0.5493183099		0.8888426812		0.9057236643		0.2253126157		0.7776230331		1.0664801716														calb1		1.96		0.51		0.68		1.11		1.33		1.98		1.18		3.27		2.10		1.86		3.25		2.97		1.12		7.14		2.10		1.21		1.98		1.50		3.22		7.13		8.12		1.53		2.50		3.01		1.85		3.38		8.36

		5843				1.8258540256		0.6654951236		1.9510972841		1.6934906247		1.8660659831		1.1758874669		1.555631119		1.0087019838		0.5715125731		1.3975085823		1.3233243075		1.9758863943		1.6277251831		0.8007169537		0.5674243627		2.0281138267		0.5625292423		0.3365166984		0.6406019079		1.7193994643		0.9162098638		0.7417526046		0.6149099596		1.2783525057		0.745945874		1.4001249244		1.6884673542		2.737496543		2.9104656688		1.40		0.9230268015		2.2993881151		1.9430638823		0.7217561163		0.9343813173		0.5355330876		1.2421652752		0.6871752591		2.551330857		0.9258747123		1.9816012265		0.3147003167		0.7755723809		0.8043154474		2.0773753386		1.0014450998		0.7150868985		0.7722515985		0.4138393848		0.4311182238		0.8326108626		1.7411011266		0.6058963237		1.0867348625		0.9376639403		1.1430251463														npy		2.99		0.33		1.02		0.70		1.43		2.66		1.26		0.83		1.40		1.03		1.39		0.71		1.11		1.95		1.58		0.73		0.52		1.82		0.64		1.52		1.13		0.37		1.40		0.60		1.59		2.27		2.88

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														pvalb		0.41		2.44		0.67		1.14		1.32		1.32		0.78		5.30		3.52		4.08		14.97		0.29		3.14		0.62		1.04		16.28		17.45		2.88		11.81		2.85		5.58		6.17		46.43		5.25		36.71		4.52		2.79

																																																																																																																																		gabarap		1.12		0.89		0.72		0.75		1.85		0.92		0.99		1.27		1.09		1.09		2.318		0.65		1.22		1.54		1.27		2.58		2.34		1.19		3.24		1.83		0.84		3.38		3.25		2.58		2.34		0.83		1.273

																																																																																																																																		nsf		1.76		0.57		0.60		0.66		2.54		2.22		4.41		4.93		1.54		2.93		9.67		2.33		1.86		2.80		2.39		9.98		7.15		11.09		11.36		2.12		3.04		7.21		10.43		9.01		4.88		2.22		3.62

																																																																																																																																		plcpl1		2.17		0.46		0.23		0.85		5.17		3.19		5.74		5.86		0.84		7.27		8.35		3.80		1.74		2.74		2.12		5.98		7.59		7.25		10.45		1.77		4.32		9.52		11.30		7.95		7.06		6.76		2.92

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2				gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat						glul		maob		slc6a1		slc6a13		slc6a11		slc32a1				slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy				gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														ap2a2		1.29		0.78		0.71		0.92		1.53		1.11		1.54		1.83		0.43		2.43		1.23		0.59		0.91		0.17		0.94		1.52		2.15		1.76		2.98		0.73		0.59		2.58		2.34		1.69		1.77		0.92		1.38

		4375				0.7219645978		0.9373544966		1.189207115		1.1407637159		1.0448771529		1.2113927369		1.1302693893		0.9548416039		1.3538134744		1.0087019838		1.002602683		0.6942570102		1.1368169732		0.9760317608		0.7307754128		0.5800168296		1.1526863468		1.6301446648		1.1361308161		1.6151483336		1.8150383106		0.8392501719		0.5807110191		0.9185944677		1.7330740917		0.7006018324		1.3589571816		0.7491535384		1.2198186398		1.08		0.9908006133		0.8428415448		2.033784285		2.0267479259		1.1681023313		1.0092633488		1.8771592677		0.7286678955		0.4156189481		0.7702151112		1.2058078277		0.2269279572		1.3073692472		1.1164797226		1.4657780514		1.2255573328		0.7967628144		0.7791645797		0.4292827182		3.0844216508		1.7838570388		0.9845251733		2.2268432365		1.2834258976		1.7092143485		2.4537699545														gphn		1.32		0.76		0.21		2.57		1.85		0.69		4.84		5.72		2.29		3.44		0.65		1.48		3.85		2.94		2.66		2.99		2.39		3.82		1.00		1.17		2.55		1.52		1.14		0.49		1.04		2.80		2.38

		4381				1		1		1		1		1		1		1.5547328107		1		0.4846449085		1		1.1516880527		1		1.5422108254		1.3803173534		2.5802305861		1.4117650391		0.5567108091		0.776468875		0.7396937546		0.7552362928		0.9862327045		0.8939569978		2.3606261764		0.6018600657		1		1.01865581		1.0087019838		1		1		1.00		1.2893703084		1		0.8336420754		0.4608917983		0.6406019079		0.6461764153		0.2579207948		1		1		1		1		0.8003250708		0.8066417592		0.949342121		1.6759742693		0.614506425		1.137254825		1		1		0.6529298935		0.4812972216		0.4561246361		0.3175377456		0.4697613746		1		0.359733395														gja1		0.60		1.66		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		1.47		0.50		2.58		3.25		4.04		6.98		1.43		6.03		7.23		3.69		11.11		10.95		11.58		15.71		2.96		4.61

		4383				1.182145935		1.725084064		1.5321144263		1.3187265785		1.6395879968		1.8108495226		0.5690655173		1.4273442542		2.1509887809		1.561031879		0.8171937073		1.6727893388		1		1		0.6361769473		1.3051057107		1.2878816295		1.2613774088		1.5422108254		1.0656005016		1		1.2955898457		1.0907712409		2.0526675678		1.5297896935		1		1		0.5134633944		0.69095644		0.91		1		0.7236346187		0.8610486548		1.1967872135		1.6179495988		1.9543199369		1.5227548177		1.0968249797		1.6856830895		1.7959398684		1.2141948844		0.6459779851		0.5770093759		1.3581724438		1.241140694		1.1681023313		1.103603718		1.148698355		0.6877709091		1.3058597871		2.1361308161		1.4117650391		1.1057306533		1.4240501956		1.378723669		2.5227548177														gjb6		0.29		3.43		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.02		1.92		3.60		7.19		4.45		8.90		0.26		6.65		6.64		3.64		9.60		6.20		13.67		7.28		3.45		8.17

		4414				0.9352752816		0.6184233367		0.4796320597		0.4537595777		0.5837139019		0.4558612443		1		0.7337361816		0.4075361662		0.4804639192		1.0597691235		0.7863989679		0.7244710773		0.7046603776		0.8336420754		0.9357315915		1.2099940892		0.6263322193		0.4103708044		0.7693258375		0.558643569		1.0287844642		0.6687734686		0.8811747131		0.3771821567		1.4012036649		0.9476984609		2.5996787088		1.1864626349		1.01		0.7827734163		1.6395879968		0.6849956192		0.8945082335		0.8259730796		0.394109018		0.3963920683		1.2512181395		1.4273442542		0.864365705		0.8066417592		8.5236941371		1.6433806292		0.7664445129		0.3279770261		0.6259705401		1		1.1172871381		3.3869812495		0.3802446883		0.5452538663		1.5773469202		1.2789855813		1.1647335865		0.4243519857		0.4490661864														slc1a2		1.5		0.7		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		1.9		2.0		5.6		6.6		3.6		26.2		1.9		8.9		5.7		9.4		13.9		22.0		17.7		9.1		3.4		7.9

		1325				1.6586390916		0.7456997002		0.8066417592		1.0717734625		0.9885140204		1.1381310346		2.109157259		1.0817246661		4.1554364132		0.7083331661		1.0415629243		1.8066704016		0.9362722474		0.7144970699		1.9285278765		1.5681023313		0.8919285194		0.4075361662		0.5966678715		0.4065956447		1.3195079108		1.2344535787		1.765022302		4.4614108142		1.0817246661		0.8685414863		0.6747850893		0.9351912479		1.4913994005		5.01		0.6957624221		1.0892486561		0.4073008321		0.4598281414		0.9292680213		0.7153229662		4.1554364132		1.2775088923		1.4776794406		1.4573357911		1.6358041171		0.0897532851		0.9373544966		0.5182307999		0.9406087556		0.8791411174		1.2480505821		2.1287403649		0.8645372313		3.3287949388		3.6935292429		3.1766364713		1.2526644386		1.1407637159		2.4004973333		2.2268432365														slc1a3		1.0		1.0		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		1.6		0.9		6.5		4.3		8.6		9.9		0.8		8.7		2.9		6.5		14.1		12.9		26.8		16.0		2.3		7.9

		4416				1.7776853623		1.0993621134		0.5904963307		1.0942937013		1.9096832078		0.7069470483		1.2621873304		2.2089080015		1.2373355302		1.7082273527		1.5039431153		1.5148946759		1.3053726936		1.6481778208		1.8462033028		2.0488157736		0.5925463855		0.6008180248		0.776468875		1.1492319063		1.3472335769		1.5055130989		1.7895764867		0.9509886317		1.103904737		0.8685414863		2.0597939133		1.0854801421		0.431271016		1.52		0.2359685782		0.5484124898		1.7515843606		0.6		0.6961644263		1.3172781833		1.2707437614		0.7863989679		1.6509922332		1.6509922332		2.0279189596		4.8252754013		1.5800826237		0.8596098852		1.8065441981		1.0897711799		2.5684617784		0.2206757491		0.1707550321		1.2651719353		1.4075361662		1.39433673		0.1609852037		0.1538930517		1.2107103862		1.5017358743														slc38a3		0.4		2.3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.4		1.1		1.0		0.6		0.5		0.4		0.6		0.5		1.1		1.3		0.7		0.5		0.3		0.3		0.2		2.0

		5708				1.5946035575		0.2925320633		0.2044755146		1.0347777503		1.3341612147		0.6957624221		0.5932313175		0.5334161215		1.4489421546		0.9352880574		0.9162098638		1.819236788		1.3240889104		0.4914102993		0.827883689		1.3605280177		0.8379871347		0.4812972216		0.4521896888		1.6151483336		1.1250584847		0.4520399637		1.5536398011		2.0813217392		1.1429253109		0.7303534223		1.9085804501		0.3470783626		1.1864249251		2.07		1.45903201		1.3543712168		0.5084460712		0.5820305021		0.8202676668		0.8806658736		2.7991717312		1.4579726451		1.4741230156		1.4741230156		1.3472335769		0.7475098176		0.91806402		0.5291199307		1.3867105339		0.6088533428		1.9348506666		1.9588405952		1.6132835184		3.3287949388		2.5579711626		1.2901152931		0.3963920683		0.9930924954		1.7211028745		0.7396937546														slc38a5		0.81		1.23		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		0.72		2.33		0.92		0.21		1.60		3.06		0.67		0.62		1.83		0.56		1.39		2.75		1.37		0.50		0.91		0.87

		4373				2.8088897515		0.5		0.6113201388		0.8827029963		0.8487039713		1.6433806292		2.0657514303		1.3134245559		4.4229226133		0.8136611427		0.6660719811		2.4004973333		1.3058597871		0.8379871347		2.9639066298		1.54488559		0.5230424699		0.2921943121		0.8857675191		0.9828205985		2.3456698985		1.9755985173		2.954592557		4.4614108142		1.0092848012		1.3348398542		1.561031879		0.207809474		1.3256194418		2.72		1.3441243996		0.8546071743		0.7157362723		0.6747850893		1.0773596959		1.4044448757		2.7038970773		0.7809669134		1.2170035137		1.119871604		1.8025009252		1.7121677654		0.7684375906		1.2968395547		1.2789855813		0.7832256946		1.9938481724		3.2490095854		2.9079450346		4.9723221026		6.9403094972		2.5096740451		0.4948283282		2.5668517951		4.2378523774		3.9861610513														itpr2		1.05		0.96		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		1.19		0.55		1.11		0.91		5.23		5.45		1.42		10.31		1.51		2.15		8.61		2.98		6.57		9.105		0.79		1.746

		4389				0.8847448312		0.6		0.8139594798		1.0942937013		1.0304920203		1.5		1.0993621134		1		2.0777182066		0.7644531538		1.2		1.4573357911		0.7818696431		1.024556823		0.8365362711		1.9625944431		1.3851094681		0.50260607		1.3578958585		1.193335743		2.6390158215		0.8469052646		1.1363394644		1.3309902472		3.2116915275		0.8		0.4905594875		0.5321850912		0.9637071184		1.68		1.2454496224		0.8908987181		0.9378960902		1.3731602499		1.321796426		2.722628233		1.6245047927		1.1121360858		2.0185696024		1.4472692374		1.3660402568		0.2376625834		1.7931547515		2.074120913		1.1566881839		1.4845235706		1.8475160078		0.2126667902		0.2253126157		2.8928670067		0.5017358743		2.643592852		1.8276629005		0.8705505633		1.4607068446		2.7558550339														aqp4		0.8		1.2		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		1.8		0.8		2.8		3.7		4.2		6.6		0.3		5.0		1.8		3.9		8.8		9.0		15.2		16.7		2.0		5.2

		NAME				gabra1		gabra2		gabra3		gabra4		gabra5		gabrb1		gabrb2		gabrb3		gabrg1		gabrg2		gabrg3		gabrd		gabbr1		gabbr2		glud1		glud2		got1		got2		gls		aldh5a1		abat		gad1		gad2		glul		maob		slc6a1		slc6a13		slc6a11		slc32a1		best1		slc12a2		slc12a5		cacna1a		cacna1b		kcnj3		kcnj9		kcnj10		sst		calb2		calb1		npy		pv		gabarap		nsf		plcpl1		ap2a2		gphn		cx43		cx30		glt		glast		stat3		stat5		ip3r2		aqp4		mglur3														grm3		1.38		0.72		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.55		0.90		0.63		0.84		0.32		0.60		0.72		0.50		0.49		1.28		0.44		1.30		0.55		0.289		0.75		0.714





AS

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3





		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50														60.4443952914		0

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272



		complete/pearson

																																																		m				f

																																																		t		pt		t		pt

																																																		0.63847		1.295716				1.018136

								 																																										1.941085				1.543789		1.089435

																																																		1.398914		0.631897		0.772861		2.187577

																																																		1.981649		0.712507		1.295501		2.744496

																																																		2.511129		0.531475		3.329858		0.569971

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3





		maturation index		1.54		0.77		1.30		3.33		9.43		2.60		4.58		3.99		3.55						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.5437888653444085	0.77286066046983204	1.29550067434907	3.3298584928461614	9.4335025362370839	2.6017055225651333	4.5752466129043476	3.9856854600150382	3.5486735952572621	

all_AS_raw

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360						NAME																												NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7								4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		slc38a5				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n2				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		slc1a2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n4				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		aqp4				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n6				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		gja1				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n12				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		slc1a3				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																				glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n13				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		gjb6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n14				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		itpr2				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																				gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n15				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		grm3				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																				maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n16				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		slc38a3				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n17				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10

																																																																																												slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n19				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11

																																																																																												got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n20				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1

																																																																																												gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n21				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075

																																																																																												gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n27				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls









		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7												4353		4355		4391		4400		4402		4412		4420		5658		5886		4364		4417		5716		5754		5843

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09										tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		1.54		0.75		0.34		2.83		0.36		2.13		0.49						 

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05										hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		0.49		1.29		1.14		0.97		0.56		1.69		0.43

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03										nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.80		0.84		0.56		2.63		0.04		1.96		0.43

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26										top2a		2.38		1.01		1.08				6.33		0.35		0.17				1.04		1.53		0.41		1.36		0.84																		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9						NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13										fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.79		0.47		0.75		0.27		4.61		0.38		0.60																sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54										agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.38		0.80		0.78		0.15		2.47		0.35		0.60																slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67						slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15										aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		0.81		1.37		1.82		3.40		0.58		1.09		0.62																best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80						best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15										sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.73		0.90		2.71		1.38		1.60		1.91		0.50																glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0						glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33										ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.97		0.55		0.97		0.20		1.47		0.50		0.44																glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8						glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32										igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.51		0.44		0.90		0.32		3.03		0.41		0.52																got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48						got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

																																																																																												got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9						got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		maturation index		0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914		0																		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06						gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																						gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8						gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

																																																																																												gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36						gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.7809669134		1.1121360858		sst

		complete/pearson																																																																																										kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50						kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		1.2789855813		1.1566881839		plcpl1

																																																																																												glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8						glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		1.3441243996		1.2454496224		slc12a2

																																																		m				f																																						maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80						maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.8025009252		1.3660402568		npy

																																																		t		pt		t		pt																																				abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30						abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		0.8857675191		1.3578958585		gls

																																																		0.63847		1.295716				1.018136																																				aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11						aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		2.7038970773		1.6245047927		kcnj10

								 																																										1.941085				1.543789		1.089435																																																																												4.4614108142		1.3309902472		glul

																																																		1.398914		0.631897		0.772861		2.187577																																																																												1.0092848012		3.2116915275		maob

																																																		1.981649		0.712507		1.295501		2.744496																																																																												2.3456698985		2.6390158215		abat

																																																		2.511129		0.531475		3.329858		0.569971																																																																												0.9828205985		1.193335743		aldh5a1

																																																		4.761447		2.397605				1.432716

																																																		1.004181		0.587284

																																																		3.177671		0.503259

																																																		4.2322643

																																																		2.41		0.95		1.74		1.51

		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME						0.4712512173		0.2618142865		0.5552029287		0.3312336227

		sample		4375		4414		4383		4381		4413		4415		4388		4392		4361																														39.5556047086				86.8368316242

		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast						60.4443952914				13.1631683758

		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43										 

		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

















		age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9								4375		4381		4383		4414		1325		4416		5708		4373		4389

		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1						tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0						hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0						nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3						top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3						fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4						agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3						aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2						sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9						ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0						igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-1.0673333333

														 

		complete/pearson



















																																												 																																								 







maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36	.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_raw2

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age		0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample		4375		4414		4383		4381		4413		4415		4388		4392		4361

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																		n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																		n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		glast

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																		n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		glt

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																		n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		ip3r2

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast																		n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		cx30

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																		n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		cx43

		itpr2		0.54		2.00		0.93		1.16		1.28		8.79		0.65		0.91		3.004		0.55		5.23		5.45		1.42		10.31		8.61		2.98		6.57		9.105		n7				ip3r2		1.0867348625		0.4263174459		0.8179020586		0.7900413119		2.1410596954		1		0.9862327045		0.8179020586		1.0210121257		0.4730288234		0.4204482076		0.2253126157		1.0867348625		ip3r2																		n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		mglur3

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463		mglur3																		n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		stat5

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																		n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		stat3

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59		5477172.93		4.45		0.62		1.65		1.30

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																				n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																				n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52										 										n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																		n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																				n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																		n22		glud2		1.9		0.5		2.0		2.6		2.2		1.6		2.2		0.7		1.0				glud2		0.5800168296		1.4117650391		1.3051057107		0.9357315915		1.5681023313		2.0488157736		1.3605280177		1.54488559		1.9625944431		glud2

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1																		n23		glud1		1.3		0.8		1.1		1.6		2.5		0.9		1.1		0.4		0.8				glud1		0.7307754128		2.5802305861		0.6361769473		0.8336420754		1.9285278765		1.8462033028		0.827883689		2.9639066298		0.8365362711		glud1

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																		n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																		n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		maob		0.62		1.43		1.13		0.72		0.78		0.68		0.41		0.89		0.31		0.30		0.33		1.37		1.04		1.49		1.33		2.49		2.08		3.67		n27				maob		0.672284064		1.3260570613		1.8033324733		1.3445681281		0.4374356956		1		0.855308192		1.9147325058		0.502481664		0.6864101813		0.1010431879		0.7057236643		0.745945874		maob																		n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																		n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		sst

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																		n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423		got1		0																n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																		n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984		got2																		n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1









				0.64		1.94		1.40		1.98		2.51		4.76		1.00		3.18		4.23		1.32		11.68		20.00		1.48		13.09		17.57		10.69		31.39		36.73				0.7066940107				1.30		0.80		0.63		1.16		1.92		1.00		1.41		0.62		0.71		0.53		2.40		0.59		0.50		60.4443952914																				maturation index		1.02		1.04		1.69		4.29		7.83		3.82		4.58		3.97		4.89						1.03		1.83		1.20		0.75		1.02		1.09		2.19		2.74		0.57

				-0.592		-0.454		0.512		2.168		3.272		3.893		4.514		4.928		4.928		7.688		12.932		13.346		14.174		14.726		20.522		22.868		23.42		23.696								1.202				-2.938												2.444		-1.696		-2.11		9.068		3.272																								-1.0673333333

		maturation index																																																		m				f																																																 

																																																				t		pt		t		pt																																		complete/pearson

																																																				0.63847		1.295716				1.018136

		complete/pearson																																																		1.941085				1.543789		1.089435

																																																				1.398914		0.631897		0.772861		2.187577

																																																				1.981649		0.712507		1.295501		2.744496

								 																																												2.511129		0.531475		3.329858		0.569971

																																																				4.761447		2.397605				1.432716

																																																				1.004181		0.587284

																																																				3.177671		0.503259

																																																				4.2322643



																																																				2.41		0.95		1.74		1.51																																																																												 

																																																				0.4712512173		0.2618142865		0.5552029287		0.3312336227

																																																				39.5556047086				86.8368316242

																																																				60.4443952914				13.1631683758

















































																																																																																				 









maturation index



0.8666666666666667	0.9	1.1333333333333333	1.5333333333333334	1.7999999999999998	1.9500000000000002	2.1	2.2000000000000002	2.2000000000000002	2.8666666666666667	4.1333333333333337	4.2333333333333334	4.4333333333333336	4.5666666666666664	5.9666666666666668	6.5333333333333332	6.666666666666667	6.7333333333333334	0.63847038146344803	1.9410845438132471	1.3989142518271143	1.9816490451368329	2.5111294883448481	4.7614470827515323	1.0041808768267892	3.1776713867480497	4.2300000000000004	1.3239900240203162	11.675473021639451	20.004518136211065	1.4830898569189179	13.08781815504603	17.566810979470208	10.68595344437132	31.388638042020943	36.730847442322784	maturation index

6.6666666666666666E-2	0.51666666666666661	2.5333333333333332	3.0333333333333332	3.9333333333333331	4.8666666666666663	4.9000000000000004	7.8	7.8666666666666663	1.0163438781764123	1.0384834794101798	1.6913040282688856	4.2886924394140804	7.8272462664120717	3.815218073990617	4.5830970154922364	3.9743639259272552	4.891222823335637	

all_AS_organized

		age		0.9		0.9		1.1		1.5		1.8		2.0		2.1		2.2		2.2		2.9		4.1		4.2		4.4		4.6		6.0		6.5		6.7		6.7						NAME		4353		4355		4391		4400		4402		4412		4420		5886		4364		4417		5716		5754		5843		NAME																				age				0.1		0.5		2.5		3.0		3.9		4.9		4.9		7.8		7.9				NAME		4375		4381		4383		4414		1325		4416		5708		4373		4389		NAME

		sample		5658		4391		4353		5886		5843		4402		4420		4355		4412		4400		5933		4422		5821		4352		5947		4350		4376		4360								1.3				0.3												1.6		0.6		0.5		3.2		1.8																						sample				4375		4414		4383		4381		4413		4415		4388		4392		4361

		gabrg3		0.56		1.20		1.48		1.54		1.61		1.02		0.81		1.65		0.11		1.98		0.70		0.41		2.18		0.18		0.14		1.06		1.45		2.09		n31				gabrg3		1.8975878356		0.4860466411		0.8404108347		1.1803106903		1.0275201363		1.0637555557		1.4430953901		0.78		1.5201004551		1.6067736046		0.7895850979		0.9422401195		1.3233243075																						n32		abat		1.27		0.79		2.48		7.32		3.70		5.37		3.31		2.51		3.30				abat		1.8150383106		0.9862327045		1		0.558643569		1.3195079108		1.3472335769		1.1250584847		2.3456698985		2.6390158215		abat

		got1		1.2		1.4		0.7		1.7		2.4		0.9		2.3		2.3		1.6		2.1		1.2		0.7		1.6		0.4		0.3		2.6		0.4		1.8		n30				got1		1.0210121257		0.9592641193		1.1250584847		1		1.0069555501		0.4352752816		2.1140360811		0.9794202976		2.514026749		1.3286858141		0.6066063628		0.7955364838		0.5625292423																						n27		gabrg1		2.2		0.5		2.3		4.4		2.1		1.6		2.2		2.4		2.8				gabrg1		1.3538134744		0.4846449085		2.1509887809		0.4075361662		4.1554364132		1.2373355302		1.4489421546		4.4229226133		2.0777182066		gabrg1

		got2		0.72		1.38		1.00		1.19		1.29		0.57		0.55		0.72		0.73		0.60		0.39		0.49		0.96		0.15		0.18		0.71		0.45		0.66		n33				got2		2.0121669348		0.8819385237		0.9067331904		1.4628177117		0.8286013064		1.0933459786		0.5280513004		0.8880728912		1.483237886		2.0121669348		0.8046031013		0.5738517574		0.3365166984																						n28		gls		1.78		0.56		1.36		1.80		1.55		2.46		1.01		3.24		2.36				gls		1.1361308161		0.7396937546		1.5422108254		0.4103708044		0.5966678715		0.776468875		0.4521896888		0.8857675191		1.3578958585		gls

		slc6a11		0.56		1.78		1.00		0.96		1.02		0.52		0.42		0.92		0.50		0.60		0.19		0.19		0.10		0.08		0.19		0.65		0.07		0.07		n29				slc6a11		2.4416512386		1.8186364114		0.7593606485		0.3809984789		1.7812094153		1		0.8999128151		0.4856056602		1.0373172153		0.4723267479		0.1323891819		0.8543251405		2.737496543		slc6a11																				n31		maob		1.45		0.69		1.49		2.12		3.41		3.93		4.05		3.02		3.80				maob		1.7330740917		1		1.5297896935		0.3771821567		1.0817246661		1.103904737		1.1429253109		1.0092848012		3.2116915275		maob

		sox9		2.38		0.92		0.45		1.52		0.49		0.97		0.79		3.00		0.32		2.08		0.46		0.71		0.45		0.48		1.37		0.90		0.52		0.15		n17				sox9		0.63		2.24		2.76		1.37		1.03		0.31		0.90		0.90		2.71		1.38		1.60		1.91		0.50																						n29		kcnj10		1.33		0.75		1.08		1.58		7.20		7.08		5.13		2.70		7.50				kcnj10		1.8771592677		0.2579207948		1.5227548177		0.3963920683		4.1554364132		1.2707437614		2.7991717312		2.7038970773		1.6245047927		kcnj10

		aldhl1		1.30		0.78		0.99		1.39		0.79		1.34		1.01		2.01		0.21		1.39		0.54		0.54		0.08		0.32		0.95		1.19		0.41		0.15		n16				aldhl1		0.62		1.96		1.60		1.29		1.71		0.23		0.91		1.37		1.82		3.40		0.58		1.09		0.62																						n6		gja1		0.60		1.66		1.47		2.58		3.25		7.23		3.69		2.96		4.61				cx43		0.7791645797		1		1.148698355		1.1172871381		2.1287403649		0.2206757491		1.9588405952		3.2490095854		0.2126667902		gja1

		fgfr3		2.15		0.85		0.54		1.67		1.14		0.83		0.68		0.96		0.30		1.99		0.33		0.52		0.04		0.19		1.25		0.80		0.31		0.13		n14				fgfr3		0.62		0.83		0.58		0.78		2.70		3.17		1.35		0.47		0.75		0.27		4.61		0.38		0.60																						n5		gjb6		0.29		3.43		1.02		3.60		7.19		6.64		3.64		3.45		8.17				cx30		0.4292827182		1		0.6877709091		3.3869812495		0.8645372313		0.1707550321		1.6132835184		2.9079450346		0.2253126157		gjb6

		grm3		1.00		1.05		0.95		0.63		0.67		1.43		0.89		1.08		0.337		0.90		0.32		0.60		0.72		0.50		0.44		1.30		0.55		0.289		n8				mglur3		0.8783434895		0.9284249142		2.2702593897		0.7916074762		0.7916074762		1		0.5597510145		1.5399218563		0.8783434895		1.0888891871		0.1031529612		1.0664801716		1.1430251463																						n3		slc1a2		1.5		0.7		1.9		5.6		6.6		5.7		9.4		3.4		7.9				glt		3.0844216508		0.6529298935		1.3058597871		0.3802446883		3.3287949388		1.2651719353		3.3287949388		4.9723221026		2.8928670067		slc1a2				 

		nnat		1.48		0.63		1.07		0.71		0.33		0.34		0.35		1.02		0.02		0.65		0.02		0.02		0.00		0.00		0.13		0.17		0.01		0.03		n12				nnat		2.13		1.44		2.59		0.67		0.67		0.68		0.62		0.84		0.56		2.63		0.04		1.96		0.43																						n2		slc1a3		1.0		1.0		1.6		6.5		4.3		2.9		6.5		2.3		7.9				glast		1.7838570388		0.4812972216		2.1361308161		0.5452538663		3.6935292429		1.4075361662		2.5579711626		6.9403094972		0.5017358743		slc1a3

		hist1		1.58		0.44		1.45		1.13		0.43		0.43		0.35		1.52		0.16		1.20		0.04		0.04		0.01		0.02		0.06		0.02		0.02		0.05		n11				hist1		2.49		2.32		2.45		1.44		0.69		0.25		0.45		1.29		1.14		0.97		0.56		1.69		0.43																						n30		glul		1.0		1.0		1.8		2.5		5.6		2.9		5.6		1.5		6.8				glul		0.9185944677		0.6018600657		2.0526675678		0.8811747131		4.4614108142		0.9509886317		2.0813217392		4.4614108142		1.3309902472		glul

		tmsb15		1.71		0.52		1.13		1.06		0.52		0.15		0.27		0.62		0.02		0.52		0.03		0.03		0.08		0.00		0.02		0.25		0.00		0.09		n10				tmsb15		4.73		0.29		1.17		0.37		1.67		0.74		1.17		0.75		0.34		2.83		0.36		2.13		0.49																						n1		aqp4		0.8		1.2		1.8		2.8		3.7		1.8		3.9		2.0		5.2				aqp4		1.7092143485		1		1.378723669		0.4243519857		2.4004973333		1.2107103862		1.7211028745		4.2378523774		1.4607068446		aqp4

		slc38a3		1.4		0.8		0.9		0.5		0.7		0.8		1.0		0.8		0.3		1.1		0.5		0.4		0.6		0.5		0.7		0.5		0.3		0.3		n9				stat3		1.1809926614		1.2483305489		1.7776853623		0.8010698776		0.9330329915		1		0.5358867313		0.952637998		1.4948492486		1		0.1416104857		0.8888426812		1.7411011266		stat3																				n33		aldh5a1		1.46		1.00		3.46		2.58		1.48		4.05		1.82		1.39		2.11				aldh5a1		1.6151483336		0.7552362928		1.0656005016		0.7693258375		0.4065956447		1.1492319063		1.6151483336		0.9828205985		1.193335743		aldh5a1

		igfr7		1.34		0.40		1.89		1.08		0.84		0.60		0.48		0.32		0.10		1.80		0.88		0.38		0.18		0.03		0.52		0.72		0.11		0.32		n19				igfr7		2.48		0.79		0.48		0.71		2.38		2.70		1.07		0.44		0.90		0.32		3.03		0.41		0.52																						n13		top2a		0.7		1.4		3.9		1.0				1.6		0.2				0.3				top2a		0.82		0.56		3.75		0.59				4.45		0.62		1.65		1.30		top2a

		ramb3		0.70		0.20		7.11		0.97		1.29		7.73		0.91		4.76		0.57		1.49		0.77		0.91		0.13		0.58		3.63		0.97		0.84		0.33		n18				ramb3		4.38		3.12		0.54		0.88		1.16		0.51		0.49		0.55		0.97		0.20		1.47		0.50		0.44																						n8		slc38a5		0.81		1.23		0.72		0.92		0.21		1.83		0.56		0.91		0.87				stat5		2.2268432365		0.3175377456		1.1057306533		1.2789855813		1.2526644386		0.1609852037		0.3963920683		0.4948283282		1.8276629005		slc38a5

		top2a				0.50		2.01		1.49		0.51		1.59				0.26				0.30						0.37				0.18						0.26		n13				top2a		2.38		1.01		1.08				6.33		0.35		0.17		1.04		1.53		0.41		1.36		0.84																								n16		aldhl1		1.9		0.5		1.5		0.6		2.5		1.9		4.2		0.6		1.3				aldhl1		1.19		0.58		1.21		1.20		2.87		5.24		2.46		1.75		2.60		aldhl1

		gls		1.01		0.51		1.92		1.52		1.25		2.18		1.18		3.02		1.18		0.66		0.27		0.89		1.81		0.54		0.77		1.35		0.27		2.08		n32				gls		1.702317335		1.1546855317		0.3432900625		2.0384887572		1.7869509074		1.170804341		0.6187806552		0.5615552976		0.7886734601		0.9314175686		0.1205329923		0.6361769473		0.6406019079		gls																				n15		agtx2		3.3		0.3		4.6		1.2		11.7		13.5		22.2		7.0		4.4				agtx2		2.70		1.01		2.63		0.14		6.25		3.93		5.68		8.14		0.89		agtx2

		agtx2		1.41		0.55		1.27		1.46		1.60		3.81		0.47		3.20		0.67		2.71		3.63		4.47		0.14		0.65		5.39		3.01		2.64		1.54		n15				agtx2		0.40		2.29		1.29		1.78		2.89		0.71		0.75		0.80		0.78		0.15		2.47		0.35		0.60																						n4		itpr2		1.05		0.96		1.19		1.11		0.91		1.51		2.15		0.79		1.746				ip3r2		1.2834258976		0.4697613746		1.4240501956		1.1647335865		1.1407637159		0.1538930517		0.9930924954		2.5668517951		0.8705505633		itpr2

		slc38a5		1.30		0.87		0.89		0.34		0.98		1.25		1.32		2.87		0.49		2.33		1.60		3.06		0.67		0.62		1.39		2.75		1.37		0.50		n1				stat5		2.4574172848		0.84507006		1.5552460662		0.7563588904		0.5311321839		1		0.6630285307		1.1624292068		0.6959921104		0.4720929544		0.1463143177		0.9057236643		0.6058963237		stat5																				n17		sox9		2.3		0.4		1.4		0.2		1.9		1.6		2.0		0.5		1.2				sox9		2.18		0.24		2.76		0.69		5.40		12.66		3.44		4.29		4.12		sox9

		aldh5a1		0.58		0.96		1.79		1.03		1.64		2.11		0.67		3.75		1.93		1.09		2.16		5.58		1.09		3.15		2.91		2.39		3.87		1.10		n23				aldh5a1		1.4830543077		1.0036373702		0.7466848831		1.0270962817		1.0559718885		1		0.7929149846		1.0462575947		1.1555433863		3.3602566525		0.3411720648		1.3212511817		1.7193994643		aldh5a1								 												n14		fgfr3		1.9		0.5		1.7		0.1		0.7		2.0		2.1		0.1		1.3				fgfr3		0.58		2.03		0.84		1.01		0.45		1.68		4.51		1.22		0.46		fgfr3

		slc1a2		0.1		1.5		4.6		0.8		3.7		7.8		2.0		11.0		8.5		2.0		3.6		26.2		1.9		8.9		13.9		22.0		17.7		9.1		n2				glt		0.42253503		1.4611890598		1.353920339		1.1385067596		1.7865085979		1		0.6448979806		0.9120234705		1.0119534007		0.5934271577		0.1473320142		0.653900421		0.4311182238		glt																				n20		slc6a11		1.09		0.92		0.79		0.61		0.85		0.47		1.17		0.33		0.67				slc6a11		0.7491535384		1		0.5134633944		2.5996787088		0.9351912479		1.0854801421		0.3470783626		0.207809474		0.5321850912		slc6a11

		glul		0.3		1.6		2.1		0.9		3.0		3.2		4.6		5.2		0.7		3.1		2.9		2.9		0.8		1.6		3.7		2.8		2.0		0.9		n20				glul		0.7979032426		1.1441575421		1.1927450626		1.0311725141		1.5097249279		1		0.6994465475		0.843398122		0.8731404925		1.260753049		0.3570717031		0.6617167547		1.2783525057		glul																				n7		grm3		1.38		0.72		0.55		0.63		0.84		0.49		1.28		0.75		0.714				mglur3		2.4537699545		0.359733395		2.5227548177		0.4490661864		2.2268432365		1.5017358743		0.7396937546		3.9861610513		2.7558550339		grm3

		best1		0.76		1.25		1.04		1.38		1.51		1.63		0.53		3.11		1.63		0.53		3.11		0.83		1.42		1.42		1.19		2.42		0.44		0.38		n21				best1		1.28		3.76		0.77		1.53		0.50		1.00		0.44		0.95		1.12		0.45		1.02		2.67		1.40																						n21		best1		0.58		1.73		1.43		1.20		1.39		1.12		1.23		0.43		0.80				best1		1.08		1.00		0.91		1.01		5.01		1.52		2.07		2.72		1.68		best1

		abat		0.90		1.26		0.80		1.02		1.58		1.26		1.01		1.83		1.26		0.75		2.04		2.08		0.90		2.22		0.83		1.12		1.42		1.23		n22				abat		0.7545822138		0.6310010389		0.5879437334		1.9235215596		1.5623849962		1.2602849819		1.0451789688		0.8667873477		2.0191526724		1.1677650188		1.43		1.6063096171		0.9162098638		abat																				n18		ramb3		0.3		3.2		2.3		0.8		1.0		2.1		2.7		0.3		0.9				ramb3		0.34		0.62		1.97		2.42		1.64		2.49		1.38		2.11		0.21		ramb3

		glud2		1.0		1.0		1.0		0.8		1.3		1.0		1.7		1.3		1.2		0.9		2.5		2.9		0.5		2.5		2.8		0.9		1.5		0.7		n24				glud2		0.6720621998		1.2085970563		1.0792282365		1		1.5122185602		1.63202897		0.9614830525		0.4807415262		2.1540187518		1.7013343219		1.9054247613		2.3949574092		2.0281138267		glud2																				n9		slc38a3		0.4		2.3		1.4		1.0		0.6		1.1		1.3		0.2		2.0				stat3		0.9845251733		0.4561246361		1.4117650391		1.5773469202		3.1766364713		1.39433673		1.2901152931		2.5096740451		2.643592852		slc38a3

		glud1		1.3		1.5		0.7		0.8		1.1		0.8		1.3		1.4		1.2		0.8		2.3		2.2		0.3		1.8		2.6		0.7		2.7		0.6		n25				glud1		1.1912696404		1.3495701787		1.2332796736		0.1217927364		1.1114938763		1.0298969567		2.912988488		1.2418578121		2.3660818799		4.2648647777		4.0348079352		3.0157148051		0.5674243627		glud1																				n12		nnat		0.6		1.6		0.3		0.0		0.1		0.0		0.2		0.0		0.0				nnat		1.40		0.33		0.69		3.17		0.81		0.92		0.02		0.18		1.20		nnat

		gabrg1		0.9		0.8		1.2		2.0		1.7		1.9		1.9		1.3		2.3		2.0		4.0		3.2		2.6		1.8		3.7		1.1		2.4		2.4		n26				gabrg1		0.8195234536		1.2099940892		0.6429850695		1.1589811827		1.6053158095		1		0.6385436472		1.2770872944		0.6610618403		0.2453404709		0.43		0.262949406		0.5715125731		gabrg1																				n11		hist1		1.7		0.6		0.8		0.1		0.0		0.1		0.2		0.0		0.0				hist1		2.63		0.31		1.04		1.17		2.47		2.45		0.25		0.43		2.63		hist1

		kcnj10		0.75		1.46		0.91		1.65		2.64		3.97		0.78		2.41		8.34		0.99		5.43		14.03		1.34		12.21		6.02		14.52		14.12		17.15		n28				kcnj10		0.6891343343		0.941385243		1.6734867668		0.9678511845		1.2770872944		1		0.9093182057		0.8195234536		0.9030370861		0.3041504709		0.2917606336		0.8367433834		1.2421652752		kcnj10																				n10		tmsb15		2.3		0.4		0.5		0.0		0.1		0.0		0.1		0.0		0.1				tmsb15		1.80		0.37		0.45		3.33		0.15		1.01		0.35		0.41		1.15		tmsb15

		aqp4		0.8		1.4		0.9		1.3		1.2		2.3		0.7		1.9		3.8		0.8		4.2		6.6		0.3		5.0		8.8		9.0		15.2		16.7		n3				aqp4		0.672284064		1.004963328		1.3168973161		0.8219615747		2.0664333856		1		0.7155591119		0.9247548438		0.5812146034		0.6186274934		0.1930628996		0.7776230331		0.9376639403		aqp4																				n19		igfr7		2.1		0.5		1.8		0.1		0.9		0.6		0.6		1.0		1.0				igfr7		0.59		2.57		0.62		1.08		0.67		0.24		2.51		1.15		0.59		igfr7

		gja1		0.73		3.30		0.42		1.25		1.46		7.28		0.74		1.96		6.65		0.50		4.04		6.98		1.43		6.03		11.11		10.95		11.58		15.71		n4				cx43		1.7497427826		0.9573662529		1.1150766293		0.9247548438		1.1786561138		1		0.8568667984		0.5732128502		0.3168973161		0.6493836008		0.4820126309		0.5130398719		0.7722515985		cx43																				n26		gabrg3		1.53		0.65		1.63		1.35		1.29		0.95		0.82		0.99		1.06				gabrg3		1.002602683		1.1516880527		0.8171937073		1.0597691235		1.0415629243		1.5039431153		0.9162098638		0.6660719811		1.2		gabrg3

		slc1a3		0.9		1.2		0.9		1.8		2.6		6.2		0.6		1.2		7.5		0.9		8.6		9.9		0.8		8.7		14.1		12.9		26.8		16.0		n5				glast		0.7503909251		1.1217213105		1.2274925647		0.9564187282		2.3387121189		1		0.6953032729		0.6223138612		1.0538826895		0.5766285945		0.1187265327		0.5493183099		0.8326108626		glast		0																		n25		got1		1.0		1.0		1.4		0.9		1.8		0.5		1.1		1.0		0.9				got1		1.1526863468		0.5567108091		1.2878816295		1.2099940892		0.8919285194		0.5925463855		0.8379871347		0.5230424699		1.3851094681		got1

		gjb6		0.87		2.40		0.48		0.98		0.88		3.64		0.76		0.54		3.06		1.92		4.45		8.90		0.26		6.65		9.60		6.20		13.67		7.28		n6				cx30		2.2		0.3136316057		1.5660636581		1.0997250398		1.5769564922		1		0.8276787696		0.3915159145		1.2372549869		0.502481664		0.546064342		0.3942391231		0.4138393848		cx30																				n24		got2		1.06		0.94		0.99		0.38		1.07		0.27		0.77		0.76		0.48				got2		1.6301446648		0.776468875		1.2613774088		0.6263322193		0.4075361662		0.6008180248		0.4812972216		0.2921943121		0.50260607		got2
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Gene category MALES FEMALES

gene name gene 
symbol

protein 
symbol

fold 
change SEM P value Significanc

e
fold 

change SEM P value Significanc
e

Astrocyte metabolism and 
morphogenesis
Thymosin beta-15A tmsb15a TMSB15A 0.9 0.52 0.77 ns 0.4 0.20 0.28 ns
Histone H3.1 hist1h3b H3.1 0.7 0.22 0.60 ns 1.3 0.53 0.98 ns
Neuronatin nnat NNAT 1.0 0.50 0.42 ns 0.4 0.23 0.41 ns
DNA Topoisomerase II Alpha top2a TOP2A 0.6 0.23 >0.99 ns 1.4 0.75 0.34 ns

Fibroblast growth factor receptor 3 fgfr3
FGFR3 

(CD333) 1.1 0.83 0.30 ns 1.5 0.75 >0.99 ns
Alanine--Glyoxylate Aminotransferase 2 agtx2 AGXT2 0.7 0.41 0.30 ns 3.1 1.22 0.11 ns
Aldehyde Dehydrogenase 1 Family 
Member L1 aldh1l1 ALDH1 1.3 0.52 0.92 ns 2.9 0.59 0.02 *
Transcription factor SOX-9 sox9 SOX9 1.3 0.36 0.35 ns 4.1 1.70 0.02 *
RAN Binding Protein 3-like ramb3 RANBP3L 0.5 0.23 0.25 ns 1.2 0.39 0.9 ns
Insulin Like Growth Factor Binding 
Protein 7 igfbp7 IGFBP7 0.8 0.51 0.52 ns 0.9 0.40 0.77 ns
Astrocyte and GABAergic system
Gap Junction Protein Alpha 1 gja1 CXA1 -1.9 0.08 0.01 ** 1.5 0.59 0.73 ns
Gap Junction Protein Beta 6 gjb6 CXB6 -1.8 0.16 0.35 ns -1.2 0.51 0.73 ns
Solute Carrier Family 1 Member 2 slc1a2 EAAT2 -1.9 0.14 0.05 * 2.3 0.59 0.10 ns
Solute Carrier Family 1 Member 3 slc1a3 EAAT1 -1.7 0.16 0.04 * 2.4 1.12 0.29 ns
Solute Carrier Family 38 Member 3 slc38a3 SNAT3 1.0 0.28 0.97 ns 2.0 0.37 0.19 ns
Solute Carrier Family 38 Member 5 slc38a5 SNAT5 -2.0 0.13 0.04 * -1.5 0.31 0.56 ns
Solute Carrier Family 7 Member 11 slc7a11 XCT -1.9 0.14 0.28 ns -2.0 0.22 0.56 ns
Inositol 1,4,5-Trisphosphate Receptor 
Type 2 itpr2 ITPR2 -1.6 0.17 0.37 ns 1.1 0.39 0.56 ns
Aquaporin 4 aqp4 AQP4 -1.7 0.12 0.05 * 2.0 0.55 0.11 ns
Glutamate Metabotropic Receptor 3 grm3 GRM3 -1.3 0.19 0.86 ns 1.6 0.55 0.41 ns

Table 3
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Figure 5
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Figure 7
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