
 1 

Title 1 

Dissemination and pathogenesis of toxigenic Clostridium perfringens strains linked to 2 

neonatal intensive care units and Necrotising Enterocolitis 3 

Authors & Affiliations 4 

Raymond Kiu1, Alex Shaw2, Kathleen Sim2, Harley Bedwell1, Emma Cornwell2, Derek 5 

Pickard3, Gusztav Belteki4, Jennifer Malsom1, Sarah Philips1, Gregory R Young5, Zoe 6 

Schofield1, Cristina Alcon-Giner1, Janet E Berrington6, Christopher Stewart6, Gordon 7 

Dougan3, Paul Clarke7,8, Gillian Douce9, J Simon Kroll2, Lindsay J Hall1,8,10 8 

1 Gut Microbes and Health, Quadram Institute Bioscience, Norwich NR4 7UQ, United 9 

Kingdom 10 

2 Faculty of Medicine, Imperial College London, London, SW7 2BX, United Kingdom 11 

3 Department of Medicine, University of Cambridge, Cambridge, CB2 2QQ, United 12 

Kingdom 13 

4 Neonatal Intensive Care Unit, The Rosie Hospital, Cambridge, CB2 0QQ, United Kingdom 14 

5 Hub for Biotechnology in the Built Environment, Northumbria University, Newcastle upon 15 

Tyne, NE1 8ST, United Kingdom 16 

6 Faculty of Medical Sciences, Newcastle University, Newcastle upon Tyne, NE2 4HH, 17 

United Kingdom 18 

7 Norfolk and Norwich University Hospital, Norwich, NR4 7UY, United Kingdom 19 

8 Norwich Medical School, University of East Anglia, Norwich Research Park, Norwich NR4 20 

7TJ, United Kingdom 21 

9 Institute of Infection, Immunity and Inflammation, College of Medical, Veterinary and Life 22 

Sciences, University of Glasgow, Glasgow G12 8QQ, United Kingdom 23 

10 Chair of Intestinal Microbiome, School of Life Sciences, ZIEL – Institute for Food & 24 

Health, Technical University of Munich, Freising, 80333, Germany 25 

 26 

 27 

(which was not certified by peer review) is the author/funder.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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 2 

Abstract 28 

Background: Clostridium perfringens is an anaerobic toxin-producing bacterium that has 29 

long been associated with intestinal diseases, particularly in neonatal humans and animals. 30 

More recently, infant gut microbiome studies have suggested an important link between C. 31 

perfringens and the devastating preterm-associated disease Necrotising Enterocolitis (NEC), 32 

but in-depth studies on this pathogen (genomics and mechanistic) are lacking. 33 

Methods/Materials: We isolated and whole-genome sequenced 274 infant-associated C. 34 

perfringens isolates from 5 hospitals across the UK between 2011-2016 (including 35 

longitudinal samples from 31 individuals). We performed in-depth genomic analyses, 36 

phenotypically characterised pathogenic traits of 10 strains (including 4 C. perfringens from 37 

NEC patients) and established a novel oral-challenge C57BL/6 mouse infection model for 38 

microbe-host studies. 39 

Results: Pore-forming toxin encoding genes pfoA and cpb2 were enriched within 40 

hypervirulent lineages that exclusively consisted of C. perfringens-associated NEC (CPA-41 

NEC) strains, in addition to overabundance of colonisation factors. Importantly, we identified 42 

a circulating C. perfringens variant, eventually linked to a fatal CPA-NEC case. The variant 43 

was detected consistently within 6 individuals in two sister hospitals across a 40-day window, 44 

demonstrating for the first time the intra- and inter-hospital dissemination of C. perfringens. 45 

CPA-NEC isolates were determined phenotypically to be more virulent (linked with 46 

overabundance of gene pfoA) than isolates obtained from non-NEC preterm babies. In 47 

addition, two pfoA-positive CPA-NEC C. perfringens strains were confirmed to induce 48 

clinical inflammatory tissue lesions in vivo.  49 

Conclusions: Hypervirulent lineages are linked to CPA-NEC, potentially due to the 50 

production of pore-forming toxins, coupled with higher metabolic, transmission, and 51 

pathogenic capacities. These studies indicate C. perfringens is an important bacterial 52 

pathogen in preterm infants and highlights the requirement for further investigation into 53 

development of intervention and therapeutic strategies.  54 
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Introduction 57 

Clostridium perfringens is a Gram positive, anaerobic spore-forming bacterium that is 58 

frequently linked to various intestinal diseases in both humans and animals, particularly in 59 

neonates. Diseases include gastroenteritis, poultry necrotic enteritis, non-foodborne 60 

diarrhoea, and preterm Necrotising Enterocolitis (NEC) 1. This gut pathogen is known to 61 

secrete >20 toxins, including several pore-forming toxins e.g., β-toxin, perfringolysin O 62 

(PFO), NetB and enterotoxin (CPE), which represent primary virulence factors associated 63 

with different facets of pathophysiology 2,3. C. perfringens also has numerous traits which 64 

facilitate intestinal colonisation including rapid proliferation, spore-forming capability 1,4,5, 65 

and a number of plasmid-encoded virulence factors such as toxins and antimicrobial 66 

resistance (AMR) determinants 6,7.  67 

C. perfringens has low GC content, between 27-28%, and genome sizes often range between 68 

3.0-4.1Mb, with horizontal gene transfer playing a major role in evolutionary adaptation 7. 69 

Since the first C. perfringens strain 13 genome was sequenced and published in 2002, there 70 

are currently 275 genomes available on NCBI Genome database (June 2021) 8. Although 71 

Whole Genome Sequencing (WGS) has advanced our understanding of this gut pathogen, 72 

including genomic epidemiology studies for adult-associated gastroenteritis-associated 73 

strains, studies of association with other intestinal diseases (and younger age groups) are very 74 

limited 9,10. 75 

NEC, the most severe and lethal neonatal gastrointestinal (GI) emergency worldwide, is an 76 

acquired inflammatory gut disease that manifests as tissue necrosis in the GI tract 11,12. NEC 77 

typically affects 5-15% very-low-birth-weight (<1,500g) preterm infants, leading to high 78 

mortality rates worldwide (~40%), and severe long-term complications including 79 

neurodevelopmental delay and short bowel syndrome 13-16. Microbial infection represents one 80 

of the key risk factors leading to NEC onset 17,18. Intestinal pathogens such as Klebsiella spp. 81 

and C. perfringens have been linked to clinical NEC in recent years 19,20. Several extensive 82 

microbiome-based preterm infant NEC cohort studies have implicated pathogenic bacteria 83 

overgrowth prior to NEC, with C. perfringens abundance increasing in the gut microbiota 84 

several days before NEC diagnosis 21-23. Furthermore, C. perfringens has been consistently 85 

reported since the 1970s as a potential pathogenic agent associated with preterm-NEC (more 86 

than any other individual bacterial agent), which has been further supported by in vivo studies 87 

1,24,25. C. perfringens-associated NEC (CPA-NEC) symptoms are often more fulminant and 88 
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severe compared to ‘classic’ NEC, with infants often requiring surgery, for what has 89 

previously been called ‘C. perfringens intestinal gas gangrene’ 19. 90 

Here, we describe an extensive genomic study on 274 C. perfringens clinical isolates from 5 91 

hospitals across the UK, collected between 2011-2016, some of which were isolated from 92 

CPA-NEC patients. We predefined CPA-NEC in this study as definite NEC diagnosis (Bell 93 

Stage II/III) with overgrowth of C. perfringens prior to NEC onset (Bell’s staging 94 

classification system: Bell Stage II/III are considered as definite NEC while Bell Stage I 95 

covers non-specific signs) 22,26. We probed virulence factors and conjugative plasmids 96 

associated with infant/CPA-NEC C. perfringens isolates, and traced transmission within and 97 

between Neonatal Intensive Care Units (NICUs) via genomic Single Nucleotide 98 

Polymorphism (SNP) analysis. We also performed experimental assays on a selection of 10 99 

C. perfringens isolates (NEC vs non-NEC) to understand pathogenic strain-level traits. 100 

Finally, we developed a C. perfringens oral-challenge infection model in C57BL/6 neonatal 101 

mice to assay intestinal pathology. 102 

Results 103 

Phylogenetic analysis of C. perfringens strains reveals distinct preterm-associated 104 

lineages   105 

We successfully isolated, cultured and sequenced the genomes of 274 C. perfringens isolates 106 

from stool samples collected longitudinally from 70 individuals (including 26 isolates from 4 107 

CPA-NEC infants), obtained from 5 UK hospitals between 2011 and 2016 (figure 1A-1C). Of 108 

these 274 isolates, 220 were obtained from faecal samples of NICU resident preterm infants 109 

while the remaining 54 isolates were cultured from follow-up samples of former NICU 110 

infants. There is a ~24% incidence of C. perfringens across all infants (table 1). We next 111 

reconstructed a core-genome phylogenetic tree of 450 C. perfringens strains (including 176 112 

public genome assemblies; figure 1D), which clustered into 6 major lineages (figure 1E). 113 

Lineage IV comprised exclusively infant-related isolates (97/97) from hospitals in multiple 114 

locations. Other genetically distinct lineages included lineage I (consisting of widely diverse 115 

samples and classic human gastroenteritis isolates) and lineage III (including isolates of 116 

animal origin 64.3%). Lineage II and V encompassed samples of mixed sources – both 117 

humans (101/139; 72.7%) and animals (38/139; 27.3%), with several isolates from poultry 118 

Necrotic Enteritis, denoting a potential zoonotic signature. Notably, lineage VI also 119 

comprised mostly hospital infant-associated samples (48/59; 81.3%).  120 
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 121 

Table 1. A summary of sample screening, C. perfringens isolates and incidence (colonisation 122 

data) in this multi-centre collaborative study. Shaded area represents the incidence data. a 123 

Mean (%) calculated from total number of pooled samples across all hospitals. b Mean ± S.D. 124 

(%) calculated from samples across individual hospitals. 125 

Hospital A B C D E Total 

Pure isolates no. 146 66 41 15 6 274 

NICU isolates 127 60 12 15 6 220 

NICU Individuals 24 16 6 3 3 52 

Follow-up individuals 17 6 3 0 0 26 

CPA-NEC infants 4 0 0 0 0 4 

CPA-NEC isolates 26 0 0 0 0 26 

Screened samples 1177 543 41 55 15 1831 

Screened individuals 324 177 21 21 15 558 

      Mean (%) 

C. perfringens-positive 

samples (%) 

11.1 14.0 24.3 9.7 20.0 

 

16.9a   

15.8 ± 6.2b 

 

C. perfringens-positive 

individuals (%) 

23.5 26.0 28.5 14.2 20.0 24.0a 

22.4 ± 5.6b 

 126 

We also investigated the pangenome of the 450 C. perfringens strains, which revealed a core 127 

genome consisting of only 1,008 genes (4.7%), out of a total 21,098 genes (figure S1). On 128 

average, ~33% of each individual C. perfringens genome (~3.32Mb; ~2,985 genes) are core 129 

genes. Furthermore, substantial recombination events were predicted in the core genome of 130 

450 C. perfringens strains, which was apparently more common in lineage I, V and VI (figure 131 

S2). 132 

NEC-linked lineages have specific virulence signatures compared to non-NEC lineages 133 

Genome-based virulence profiling was performed on all 274 infant-associated C. perfringens 134 

isolates (figure 2A). Overall, lineage III isolates carried significantly more virulence-135 

associated genes (median: 17/isolate) than isolates from other lineages, while lineage IV was 136 

determined to have less virulence potentials (median: 10/isolate; P<0.05; figure 2B). All 137 

CPA-NEC isolates, bar one (25/26), nested in lineages I, II, III, V and VI – which we defined 138 
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as NEC-linked lineages (P<0.001, significant association with CPA-NEC isolates; figure 1C). 139 

The largest single lineage IV (95 isolates from 28 individuals) consisted of ~99% non-CPA-140 

NEC infant isolates – that is to say, a non-NEC lineage (94/95). Comparing the virulence 141 

potentials of isolates between NEC-linked and non-NEC lineages, NEC-linked lineages (I, II, 142 

III and V) encoded significantly higher virulence gene counts (median: 13/isolate) than non-143 

NEC lineage IV (median: 10/isolate; P<0.0001; figure 1D). Two pore-forming toxin genes 144 

pfoA (perfringolysin O; PFO) and cpb2 (β2-toxin; CPB2) were both significantly enriched in 145 

isolates of NEC-linked lineages (P<0.0001; figure 1E). Colonisation-associated genes that 146 

encode sialidases (nan), hyaluronidase (nag) and adhesin (cna) were also overrepresented in 147 

NEC-linked lineages (I, II, III, V and VI) when compared to hypovirulent lineage IV samples 148 

(P<0.0001; figure S3). 149 

SNP investigation reveals within-host diversity, variant dissemination, vertical 150 

transmission, and long-term persistence 151 

In parallel, we investigated circulation of C. perfringens isolates via SNP analysis based on 152 

longitudinal isolates obtained from individuals as described below. Across all samples from 5 153 

hospitals, SNPs ranged from 0 to ~50 (pairwise SNP comparison; figure 3A). Based on 154 

within-host genomic variation of C. perfringens strains, we defined 2 SNPs as the SNP 155 

threshold to infer transmission (figure 3B). Across 31 infants from three hospitals with ≥2 156 

longitudinal samples (time-points), we identified 9 (out of 31; 29%) individuals who 157 

harboured ≥2 C. perfringens variants.  158 

Despite apparent within-host-diversity, sub-lineage VIg represented a clonal cluster 159 

consisting of 31 isolates (pairwise SNPs ranging from 0-1) obtained from 6 infants residing in 160 

both sister hospitals Hospital A and Hospital B NICUs (figure 3C). Clinical metadata linkage 161 

indicated that index case of variant VIg (of hypervirulent lineage VI) was detected in infant 162 

N18 in Hospital A (figure 3C). Later, this variant was detected in several individuals in 163 

Hospital A NICU (N17, N18 and N20), one of whom (N20) was diagnosed with CPA-NEC. 164 

Infant N20, who was also diagnosed with a condition pre-disposing to GI mucosal 165 

hypoxaemia, subsequently succumbed to NEC 10 days after variant VIg was first detected in 166 

the stool. Notably, according to the clinical metadata, each of infants N17 and N18 (index 167 

case for variant VIg) had an episode of possible NEC which led to administration of 168 

antibiotics (broad-range betalactam + vancomycin) for two days and variant VIg was first 169 

detected ~8 days after antibiotic administration in N18. In addition, variant VIg was also 170 

detected in individuals residing in Hospital B (across the same 100-day window). This 171 
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suggests potential spread of the variant between hospitals, whether transferred on/in patients, 172 

their parents, or even equipment or healthcare staff. Further support for this hypothesis is 173 

indicated by variant Ie, to which NEC patient (N3) who carried variant Ie (index case), 174 

representing isolates from single sub-lineage Ie (range: 0 SNPs), succumbed on day 27 175 

(figure 3D); after a gap of 60 days with no detection of variant Ie in any individuals, N10 176 

who was later admitted to the same hospital, also harboured variant Ie suggesting the 177 

possibility of horizontal transmission and highlighting potential persistence of C. perfringens 178 

strains in the NICU environment. Potential vertical transmissions events (from mothers 179 

during birth) were also implicated in 4 pairs of twins carrying identical variants (range: 0 180 

SNPs; figure 3E). 181 

We next performed SNP temporal analysis on isolates in lineage VI (n=48) primarily to infer 182 

time of emergence of variant VIg and the mutation rate of C. perfringens (figure 3F). 183 

Emergence of variant VIg was predicted to be ~10 months before the index case N18. Core-184 

genome mutation rate of C. perfringens was predicted to be 27.7 SNPs/year/genome, which 185 

reflects the diverse genetic nature of this pathogen (figure 3G). We also observed multiple 186 

examples of longer-term persistence (figure 3H), where BEC-positive (Binary Enterotoxin of 187 

C. perfringens) variant IIIc was first detected in infants N13 and N14 (Hospital A), who were 188 

both discharged two days before N16 was admitted to the NICU. Notably, we isolated IQ003 189 

as the identical variant IIIc (range: 0 SNPs; sub-lineage IIIc) from N16 stool samples ~1,000 190 

days later (in a follow-on study), suggesting long-term GI persistence. Similarly, we also 191 

detected variant IVd (sub-lineage IVd) in preterm N43 at Hospital B, with an identical variant 192 

found in preterm N34 ~800 days later, with the infant previously residing at Hospital A, 193 

which supports potential environmental transmission and long-term carriage, and/or a 194 

hypovirulent variant common in the healthcare environment. 195 

Virulence-encoding plasmid carriage among infant-related C. perfringens isolates 196 

We next investigated plasmid acquisition via in silico sequence mapping targeting plasmid-197 

specific conjugative loci, to compare two key C. perfringens plasmid families, pCW3 (n=85) 198 

and pCP13 (n=111) (figure 4A). Plasmid pCW3 (with tcp system) from infant-associated C. 199 

perfringens isolates encoded toxin genes such as cpb2, cpe and iota binary toxin genes iap 200 

and ibp, as well as tetracycline resistance determinants tetA(P) and tetB(P) (figure 4B). 201 

Importantly, adhesin gene cnaC was detected in the majority of plasmids (79/85; 92.9%), 202 

which may enhance colonisation capacity of these plasmid-carrying strains. NEC-associated 203 

isolates from sub-lineage VIg primarily carried pCW3 plasmids in either ~50kb or ~70kb 204 
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sizes, encoding tet determinants (tetA(P) and tetB(P)), cnaC, and toxin gene cpb2, with the 205 

50kb plasmids missing ~20 genes due to transposases encoded by CPR_0630 on both flanks. 206 

This plasmid VIg was not detected in strains from other lineages/sub-lineages apart from a 207 

lineage V strain IQ074 (infant N10), in which this pCW3 plasmid was determined to be near-208 

identical to those from sub-lineage VIg (range: 2-3 SNPs) (figure 4C). This suggests potential 209 

plasmid transmissible events between C. perfringens strains, as the NICU stay of preterm 210 

N10 overlapped with that of infants carrying sub-lineage VIg strains. 211 

Subsequently, we examined pCP13 plasmid carriage in these infant isolates (figure 4D). The 212 

pCP13 plasmids (~45-60kb) in our dataset harboured cpb2, bec, and edpA (recently 213 

identified) toxin genes. Adhesin cnaB was detected in all extracted pCP13 plasmids 214 

(111/111). Importantly, sub-lineage IIIc strains carried pCP13 plasmids that encoded becA 215 

and becB toxin genes, a binary toxin that has been associated with human gastroenteritis, with 216 

further analysis confirming near-identical plasmids from 3 individual infants (figure S4). 217 

Another pCP13 plasmid (~62kb) appeared to be carried by 9 isolates (identical, pairwise 218 

SNPs: 0; figure 4E), obtained from 4 individuals, that clustered in two separate lineages 219 

(lineages I and IV; figure 4F), confirming the common transferable nature of conjugative 220 

plasmids among genetically distinct C. perfringens strains. Plasmid pCP13 was frequently 221 

carried by strains from all NEC-linked lineages (58.7%; 105/179 isolates; figure 4G). 222 

Contrastingly, this plasmid was significantly less common in non-NEC lineage IV, detected 223 

only in 6.3% (6/95) of isolates. Overall, conjugative virulence plasmid carriage (either pCW3 224 

or pCP13) was significantly more frequently associated with isolates from NEC-linked 225 

lineages (73.2%; 131/179 isolates; P<0.0001) versus hypovirulent non-NEC lineage IV 226 

(9.4%; 9/95 isolates; figure 4H).  227 

Strain-level in vitro and in vivo characterisation identifies NEC-linked hypervirulent 228 

traits 229 

From the genomic data, it was apparent that isolates from NEC-linked lineages encoded 230 

significantly more virulence factors than isolates from the non-NEC lineage. Subsequently, 231 

we selected 10 C. perfringens isolates based on host clinical metadata and categorised these 232 

isolates into three groups (table 2): NEC Bell Stage II/III (n=4), NEC Bell Stage I (n=3), and 233 

non-NEC (n=3). We performed a series of in vitro assays (cell toxicity, survival and 234 

colonisation), aiming to link genotype to phenotype for hypervirulent NEC strains (figure 5).  235 

 236 
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Table 2. Clinical information and metadata of the selected 10 C. perfringens isolates used for 237 

experimental assays. Isolates from Bell Stage II/III patients (n=4) were diagnosed with CPA-238 

NEC. 239 

Isolate 
Phylogenetic 

Lineage 
Hospital Individual Bell Stages NEC day 

IQ146 II Hospital A N24 II/III 40 

IQ036 I Hospital A N3 II/III 24 

IQ129 VI Hospital A N20 II/III 19 

IQ024 VI Hospital A N1 II/III 19 

LH019 II Hospital D N59 I 32 

IQ153 II Hospital B N40 I 16 

LH115 I Hospital C N64 I 28 

LH043 V Hospital D N61 non-NEC / 

IQ147 IV Hospital B N39 non-NEC / 

IQ133 IV Hospital A N22 non-NEC / 

 240 

To explore C. perfringens-associated cellular toxicity, we performed cell necrosis, apoptosis, 241 

beta-haemolysis, hydrogen sulphide, generation times, and gas production assays (figure 5). 242 

Strains’ supernatants in both Bell Stage II/III (CPA-NEC) and Bell Stage I groups had 243 

significantly higher necrotic capacity against Caco-2 epithelial monolayers, when compared 244 

to control and non-NEC strains (figure 5A and S5A). This phenotype correlated with 245 

presence of the pore-forming toxin gene pfoA (P<0.01), suggesting the necrotic potential was 246 

primarily due to the effect of pore-forming toxin PFO (figure 5B). Similar findings were also 247 

observed with rat intestinal cell line IEC-6 monolayers (figure S5B-S5D). All pfoA-encoding 248 

isolates (7/7; 100%) also exhibited beta-haemolysis on blood agar plates, confirming the 249 

secretion of PFO, whereas non-pfoA-carrying strains displayed gamma-haemolysis 250 

(haemolysis-free; figure S5E). Bell Stage II/III group strains were also found to produce 251 

significantly more gas (figure S5F-S5G) which correlated with hydrogen sulphide (H2S) 252 

production (figure S5H-S5I), a known cytotoxic gas against gut epithelial cells (figure S5J). 253 

We next investigated the survivability of C. perfringens strains via sporulation (figure 5C and 254 

S6A) and aerotolerance assays (figure 5D). Both Bell Stage II/III and Bell Stage I strains 255 

were stronger spore-formers than non-NEC strains, while NEC Bell Stage II/III strains were 256 

also significantly more aerotolerant at 336 h (after 2 weeks left in ambient air) compared to 257 

Bell Stage I and non-NEC strains (figure S6B).  258 
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Doubling rates, responses to bile salts and antibiotic resistance capacity were analysed to 259 

understand potential colonisation effects. Mean doubling time of all tested strains was 15.66 260 

mins, with no significant differences detected between groups (figure 5E and S7A). Strains 261 

from Bell Stage groups had significantly enhanced responses to bile salts, highlighting higher 262 

germination capacities in these strains compared to non-NEC strains (figure 5F and S7B). 263 

Minimum Inhibition Concentration tests against gentamicin and penicillin (figure S7C) 264 

indicated all but two strains were resistant to gentamicin (above MIC breakpoint assigned for 265 

Clostridium spp.), with all strains susceptible to penicillin. Resistance against tetracycline 266 

correlated with the tet resistance determinants; with joint presence of both tetA(P) and tetB(P) 267 

correlating significantly with tetracycline MICs (figure S7D). 268 

Principal Component Analysis, based upon phenotypic traits (subjective virulence scoring), 269 

revealed that non-NEC strains exhibited a distinctly less virulent phenotypic profile, when 270 

compared to NEC-associated strains (figure 5G). The subjective virulence scoring (for 271 

ranking purpose and selection of strains for in vivo studies) also indicated that Bell Stage 272 

II/III strains were significantly more virulent than other groups (P<0.05); IQ146 ranked first 273 

(30/38), IQ129 and IQ024 were joint-second (28/38), while IQ147 (5/38) and IQ133 (9/38), 274 

both from hypovirulent lineage IV, were the least virulent strains (figure 5H). 275 

Due to the apparent lack of an appropriate in vivo intestinal C. perfringens infection model, 276 

we developed a new oral-challenge murine model. We utilised a 4-day antibiotic cocktail pre-277 

treatment prior to one dose of clindamycin 24 hours before oral-challenge of 109 CFU C. 278 

perfringens IQ146 vegetative cells (strain ranked first in virulence scoring; figure 5I). 279 

Colonisation of C. perfringens IQ146 was monitored daily post-challenge, which indicated 280 

the strain was cleared completely by day 5 (figure 5J). Murine gut microbiome analysis 281 

supported the transient presence of C. perfringens, with elevated Clostridium genus observed 282 

in the first three days but absent in both control and antibiotic groups (figure S8A). As 283 

expected, antibiotic pre-treatment (ABX) elicited a profound effect on microbiome profiles 284 

when compared to the Control group (figure S8B). Significant weight loss was observed on 285 

day 2 in the C. perfringens group (CP vs ABX and Control; figure S8C), and histology-based 286 

pathological scoring indicated the infected group also had mild to moderate colitis (range: 7-287 

11/14) (P<0.01; figures 5K-5L and S8D), when compared to antibiotic and control groups 288 

(figure S8E). We observed similar pathological changes in colonic tissues in a modified oral-289 

challenge model, replacing PBS with tetracycline; attempting to prolong the colonisation 290 

period using tetracycline-resistant strains IQ146 (Group A) and IQ129 (Group B; figure 291 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 11 

S9A). Both C. perfringens infected groups exhibited higher mean pathological scores 292 

compared to the control group (figure S9B). CFU counts indicated that strain IQ129 was able 293 

to persist throughout the experimental period, maintaining high 107 CFU/g, while IQ146 was 294 

cleared completely before day 5 (in agreement with our previous study; figure S9C). Colonic 295 

sections of both infected groups demonstrated similar pathological features, including marked 296 

goblet cell loss and immune cell infiltration (figure S9D). 297 

Discussion 298 

Genomic analysis of preterm infant-associated C. perfringens isolates suggests the possible 299 

circulation of ‘hyper’-virulent NEC-linked strains and associated virulence-carrying mobile 300 

elements within NICUs. Selected NEC-associated isolates were phenotypically determined to 301 

be more virulent compared to non-NEC C. perfringens, suggesting these strains are capable 302 

of initiating pathogenesis in preterm infants.  303 

We assigned 450 C. perfringens genomes into 6 major lineages in our phylogenetic analysis, 304 

one more than described in a previous smaller study (173 isolates) 27. Most lineages, 305 

including lineages I, II, III and V, comprised a mixture of diverse genomes (from both human 306 

and animal origins), as indicated by extended length of phylogenetic branches (figure 1). In 307 

contrast, exclusively infant-associated C. perfringens genomes clustered in the monophyletic 308 

lineage IV. C. perfringens has long been recognised as a potential microbial agent associated 309 

with preterm NEC since the 1970s, with two recent metagenomic studies supporting the 310 

involvement of C. perfringens in microbial-NEC cases 21,22.  311 

Currently, public genome databases are biased towards diseased-associated isolates, with 312 

only a limited number of C. perfringens genomes obtained from healthy individuals (~5%) 313 

7,27. As C. perfringens can also be considered a commensal bacterium 28-31, we sought to 314 

understand if there was a genomic ‘signature’ associated with CPA-NEC variants compared 315 

to strains found in non-NEC preterm infants. We observed a ‘hypovirulent’ or potentially 316 

‘commensal’ monophyletic lineage (IV), with strains encoding significantly less virulence 317 

factors and mobile genetic elements (plasmids), and thus distinct from more pathogenic C. 318 

perfringens, including CPA-NEC strains (as in lineages I, II, III, V and VI) 32. Although these 319 

isolates may potentially be hospital-acquired (from our epidemiology analysis), our data 320 

suggest distinct C. perfringens variants are members of the normal microbiota, and that they 321 

may not encode the virulence traits required to cause overt disease such as NEC.  322 
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One such genomic signature that appeared enriched in virulent C. perfringens isolates, was 323 

presence of the gene pfoA that transcribes the pore-forming haemolytic toxin PFO. Notably, 324 

we observed a direct correlation between the presence of pfoA in CPA-NEC isolates (n=4) 325 

and significantly enhanced necrotic capacity in intestinal cell lines, when compared to non-326 

NEC/commensal (pfoA-negative) isolates. PFO (or, theta-toxin), a typical cholesterol-327 

dependent cytolysin, is known as a pore-forming toxin 33, which has been heavily associated 328 

with the pathogenesis of myonecrosis (gas gangrene; reported in both animals and humans) 329 

and haemorrhagic enteritis in calves 34-36. PFO can act synergistically with alpha-toxin in the 330 

pathology of gas gangrene, which is a disease that shares a high degree of symptom similarity 331 

with CPA-NEC in preterm infants, which has also been called ‘intestinal gas gangrene’ 332 

19,37,38. The mechanistic role of PFO in disease development is currently not well defined 333 

(apart from its apparent haemolytic nature), although previous studies have indicated 334 

additional modulation of host responses 34,39-41. Indeed, our in vivo studies suggested a high 335 

degree of intestinal immune cell infiltration (and associated pathology) during C. perfringens 336 

infection. Notably, although previous studies have indicated that pfoA is universally encoded 337 

in C. perfringens, we did not observe this, as demonstrated by lineage IV non-NEC isolates 338 

42,43. This prior assumption may be due to skewing in public database for disease-associated 339 

strains. Our study therefore highlights the important role of this toxin in disease involvement 340 

including CPA-NEC, and it may distinguish between more pathogenic vs. commensal C. 341 

perfringens. 342 

A concern with more virulent C. perfringens strains is nosocomial transmission in at-risk 343 

populations, which is a huge issue in related Clostridioides difficile 44,45.  Within 344 

hypervirulent lineage VI we observed a circulating variant VIg, which was detected in 6 345 

individuals during their NICU stay, and apparently transmitted between two sister hospitals 346 

that regularly exchange patients. This variant also carried the pfoA gene and was linked to a 347 

fatal case of CPA-NEC in patient N20. Transmission of C. perfringens has also been 348 

demonstrated in similar confined settings such as within elderly care homes (more vulnerable 349 

communities), where non-foodborne outbreaks of toxigenic C. perfringens take place 350 

frequently 10,46. Notably, the index case of variant VIg was detected in an individual who had 351 

been treated with broad-spectrum antibiotics, suggesting that creation of a more ‘favourable’ 352 

niche may have allowed C. perfringens to flourish in the microbiota-depleted gut. The VIg 353 

isolate IQ129 was also shown to be a prolific spore-former, a trait which would also provide 354 

protection against antibiotics, and evidently possessed colonisation resistance mechanisms, as 355 
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demonstrated by its detection 8 days after antibiotic treatment 47. While 6 infants harboured 356 

variant VIg, only N20 developed CPA-NEC and ultimately succumbed to the infection. This 357 

preterm had been previously diagnosed with congenital heart disease causing reduced blood 358 

flow and oxygen supply to the gut, potentially altering the gut microbiota and barrier 359 

permeability 48-50. Thus, we postulate that a combination of co-morbidity and microbiota 360 

disturbances may lead to overgrowth of certain hypervirulent C. perfringens variants and 361 

NEC development. Further studies exploring wider microbiome dynamics longitudinal in 362 

preterm cohorts, complemented by in vitro studies (e.g., model colon systems) are required to 363 

tease apart potential mechanisms.  364 

Variant persistence was also inferred longer-term – over two years, indicating that successful 365 

initial colonisation within the preterm infant gut may be linked to certain colonisation factors 366 

such as cna, which were over-represented in more virulent C. perfringens strains. Vertical 367 

transmission of C. perfringens was also implicated in 4 twin pairs, although the assumption 368 

would be direct transmission from mother to infant during natural childbirth, but two pairs 369 

were born via caesarean section. However, the frequent contact between mothers (parents) 370 

and infants is also a likely source of transmission, and we cannot discount the possibility of 371 

the hospital environment, transfer of equipment or healthcare staff as additional sources of C. 372 

perfringens 51,52. Swabbing in NICUs and regular testing of staff may allow these questions to 373 

be answered, alongside profiling stool samples from mothers before and post birth. 374 

The widespread dissemination and extensive persistence of certain strains may partly be 375 

attributed to several traits. Our phenotypic studies indicated that hypervirulent C. perfringens 376 

strains are more oxygen tolerant and have enhanced spore forming and germination abilities, 377 

which may facilitate spread between infants and NICUs. This may include standard 378 

disinfectant practices (such as 70% ethanol), thus enabling this pathogen to persist in even 379 

adverse environments (e.g., sterile settings like hospital), and then germinate once spores 380 

enter the infant gut 53,54. This ability of certain pathogenic strains (including NEC-associated 381 

strains) to persist poses a significant challenge in hospitals and for infection control measures. 382 

Our data reinforce the importance of the rigorous hygiene measures are needed in NICUs, 383 

especially those wards where extremely low birth weight preterm infants reside who have a 384 

heightened risk of developing NEC 55. The presence of circulating strains also indicates that 385 

routine genomic surveillance of C. perfringens may be helpful in NICUs to monitor and 386 

prevent circulation of virulent variants. 387 
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Certain plasmids (e.g., pCW3 and pCP13) have long been recognised as key mobile genetic 388 

elements for transfer of virulence genes, including toxins and AMR determinants in C. 389 

perfringens 56,57. We observed 9 C. perfringens isolates from both lineages I and IV carrying 390 

identical pCP13 conjugative plasmids, suggesting conjugative plasmid transfer to divergent 391 

C. perfringens strains 56. Alongside virulence factors, certain colonisation factors are encoded 392 

on these plasmids such as adhesin genes cnaB and cnaC 57, with collagen adhesin critical in 393 

pathogenesis by conferring additional cell-binding ability in host strains 58. Notably, adhesin 394 

gene cnaC, also required for conjugative transfer, has previously been correlated with 395 

virulent poultry-NE C. perfringens strains, while a pCP13 plasmid that encodes cnaB and 396 

becAB was recently linked to acute gastroenteritis outbreaks 57,59-61. Carriage of these 397 

virulence plasmids was found to be more common in hypervirulent isolates from NEC-linked 398 

lineages, when compared to commensal isolates, which suggests plasmid encoded virulence 399 

traits represent key genomic signatures linked to pathophysiology. The potential plasmid 400 

circulation between strains within different wards and hospitals links with recent findings that 401 

phylogenetically distinct type-F C. perfringens isolates were found to harbour identical CPE-402 

encoding plasmids in a single gastroenteritis outbreak 10. However, as our results are based on 403 

short-read sequence data (albeit it at very high coverage), further studies using long-read 404 

based sequencing and also plasmid extraction and characterisation are required to probe these 405 

findings in more detail.  406 

Alongside our in-depth genomic studies, we also explored key virulence traits in ten selected 407 

C. perfringens strains that are expected to link to intestinal pathology. NEC is associated with 408 

fulminant deterioration in preterm infants (often <8h), which may correlate with the rapid 409 

proliferation abilities of this bacterium (average in vitro doubling time: 15.68 ± 2.33 mins), 410 

with subsequent release of toxigenic factors 4,11,62,63. Indeed, NEC-linked C. perfringens 411 

strains had a higher capacity to produce gas, linking to a distinctive NEC symptom – 412 

pneumatosis intestinalis (formation of gas cysts in the gut wall), and direct intestinal damage 413 

11, with a clinical breath hydrogen test previously used as a NEC diagnostic tool 64-66. 414 

Furthermore, CPA-NEC strains generated higher concentrations of hydrogen sulphide (H2S), 415 

a cytotoxic gas that is associated with other intestinal inflammatory diseases including 416 

ulcerative colitis 67, and which directly damages the intestinal mucosa, which we also 417 

demonstrated in vitro 68,69. This rapid growth and production of necrotic factors in many 418 

cases will be prevented by colonisation resistance mechanisms via the resident gut 419 

microbiota. However, the preterm gut is known to be significantly disrupted in comparison to 420 
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full term infants (in which NEC is extremely rare), which may allow overgrowth of C. 421 

perfringens 1. The use of probiotics has been proposed as a prophylactic strategy to 422 

beneficially modulate the preterm microbiota and reduce incidence of NEC, and previous 423 

studies have indicated that supplementation with the early life microbiota genus 424 

Bifidobacterium correlated with a reduction in Clostridium species and associated NEC 70,71. 425 

We observed these efficient colonisation resistance mechanisms in our initial animal studies, 426 

as adult mice harbouring a complex gut microbiota were refractory to C. perfringens 427 

infection (data not shown). Thus, we added an antibiotic pre-treatment (5-antibiotic cocktail + 428 

clindamycin) regimen in juvenile mice to deplete the resident microbiota, and more closely 429 

mimic the clinical scenario in preterm neonates, who are routinely exposed to prophylactic 430 

antibiotics in NICUs 70. In line with our genomic and in vitro studies, we also observed 431 

strain-level variations in this model. Strain IQ129, notably a variant VIg, was maintained at 432 

high CFU throughout the study period, when compared to strain IQ146, which may link to 433 

high spore forming properties (figure S9) enhancing repeated seeding and colonisation in the 434 

mouse intestine, and potentially explaining its success as a circulating variant in the NICU. 435 

Although we observed different colonisation dynamics between these two strains, similar 436 

disease symptoms were apparent including weight loss on day 2 (but no other overt disease 437 

symptoms), and mild to moderate intestinal pathology, mimicking some of the pathologies 438 

associated with NEC. The pathological changes observed in colonic sections correlated with 439 

frequent diarrhoea, which is similar to Citrobacter rodentium infection, a model for human 440 

enteropathogenic E. coli 72,73. It also appears that immune-mediated pathology plays a role 441 

during C. perfringens infection, as evidenced by limited mucosal erosions, significant goblet 442 

cell reduction and immune cell infiltration (and may link to production of PFO). This 443 

implicates the importance of the potential immune-driven aspects of C. perfringens intestinal 444 

infections, which warrants further investigation. Although CPA-NEC strains were used in 445 

this infection model, we did not observe very severe NEC symptoms including complete 446 

intestinal necrosis and abdominal distention. This is likely due to differences between mice 447 

and humans, and factors such as diet. The standard chow diet may not favour this protein-448 

hungry pathogen, and the use of weaned juvenile mice (rather than very neonatal mice) may 449 

lead to more efficient C. perfringens clearance (and/or modulation of virulence responses) 450 

through immune-mediated pathways, and murine rather than preterm gut microbiota may 451 

have impacted infection kinetics. Further optimisation studies, including the use of 452 
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‘humanised’ models and/or preterm infant intestinal derived organoid co-culture may allow 453 

development of a more clinically relevant NEC-like model 74,75. 454 

There are certain limitations associated with this study. Firstly, only 4 CPA-NEC patients, 455 

who provided a total of 26 C. perfringens isolates, from two sister hospitals, were included. 456 

Furthermore, biases may also have been introduced due to the sampling regimen, which in 457 

some cases targeted certain individuals across multiple time-points. Within the wider dataset 458 

(which included 70 preterms across 5 NICUs) this equates to ~6% NEC incidence. A rate of 459 

between 5-15% NEC is often reported, but its incidence varies widely between NICUs, with 460 

NEC cases often reported in ‘outbreaks’ that may link to emergence of a specific virulent 461 

strain in the hospital environment, a hypothesis supported by our epidemiology analysis 71,76. 462 

This is particularly important, as previous terminology for the disease - ‘intestinal gas 463 

gangrene’ or ‘gas gangrene of the colon’ signals the more severe and fulminant condition of 464 

CPA-NEC, as compared to classic NEC, often leading to surgery within 24 hours, and 465 

associated with a high mortality rate of up to 78% 19,77. Larger (and longer) surveillance 466 

studies that incorporate numerous NICUs across a wider geographical region would be 467 

required to capture a larger number of samples from CPA-NEC diagnosed infants. We also 468 

fully recognise NEC as a multifactorial intestinal disease that has been associated with 469 

several microbial species including C. perfringens, Klebsiella and Enterococcus spp 21,22,78. 470 

Indeed, two preterms had previously been diagnosed with Klebsiella-associated NEC in this 471 

study, and although they each harboured C. perfringens strains, these isolates exhibited a 472 

‘commensal’ genomic signature, were members of the hypovirulent lineage IV, and did not 473 

encode pfoA. Future work is required to pinpoint the mechanistic role of the virulence factors 474 

identified, such as virulence gene pfoA, which could be explored using pfoA-negative 475 

hypovirulent strains tested alongside hypervirulent pfoA-positive strains in the oral-challenge 476 

murine model.  477 

Overall, we have identified hypervirulent lineages of C. perfringens linked to CPA-NEC, 478 

with isolates harbouring significantly more virulence factors including pore-forming toxin 479 

PFO and plasmids linked to in vitro and in vivo pathogenic traits. Dissemination and 480 

persistence of hypervirulent C. perfringens variants was observed between and within 481 

preterm infants and hospitals, highlighting the potential value of routine surveillance and 482 

enhanced infection control measures. A novel murine infection model can now be further 483 

used to study CPA-NEC infection mechanisms and test preventative new measures against C. 484 

perfringens. 485 
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Methods 486 

Clinical samples and bacterial isolation work 487 

We conducted a retrospective genomic analysis on C. perfringens isolates obtained from 488 

faecal samples of 70 neonatal patients admitted to NICUs at Hospital A, Hospital B, Hospital 489 

C, Hospital D and Hospital E respectively in the UK between February 2011 and March 2016 490 

(Table S1). Dates of hospital admission and transfers were extracted electronically. Faecal 491 

samples collected were stored at -80C freezer prior to experimental process to isolate C. 492 

perfringens using ethanol-shock method (50% ethanol in Robertson’s Cooked Meat Media), 493 

followed by plating on Fastidious Anaerobic Agar supplemented with defibrinated sheep 494 

blood and 0.1% sodium taurocholate; alternatively, faecal samples were plated directly on 495 

Tryptose-Sulfite-Cycloserine Egg Yolk Agar (TSC-EYA) prior to 37C anaerobic incubation 496 

for 18-24 h 79. Multiple or single distinct colonies on the plates were purified and maintained 497 

as pure isolates in autoclaved Brain Heart Infusion (BHI) broth with 30% glycerol for 498 

cryopreservation at -80C. 499 

Microbiology, whole-genome sequencing and de novo genome assemblies 500 

Pure isolates were cultured anaerobically overnight at 37C in BHI broth (~10-15 h) for 501 

genomic DNA extraction using either phenol-chloroform extraction method as described 502 

previously, or FastDNA SPIN Kit for soil according to manufacturer’s instructions (Hospital 503 

E samples only; MP Biomedicals) 80. WGS of each isolate sample was performed on Illumina 504 

HiSeq 2500 to generate 101/125 bp paired-end reads as described previously 81. Isolate 505 

samples from Hospital E were sequenced on Illumina NextSeq 500 to generate 150 bp paired-506 

end reads. 507 

Raw sequence reads (FASTQ) were quality-filtered with fastp v0.20.0 prior to de novo 508 

genome assembly using SPAdes v3.14.1 at default parameters 82. Contigs of <500 bp were 509 

filtered in each genome assembly before subsequent analyses. Genome assembly statistics 510 

were generated via sequence-stats v0.1 (Table S2) 83. 511 

Phylogenetic analyses 512 

A total of 450 C. perfringens genome assemblies, including 176 public genomes retrieved 513 

from NCBI Genome database (remaining 274 are novel draft genomes generated in this 514 

study), passed contamination checks including Average Nucleotide Identity (ANI) via 515 

fastANI v1.3 84 (>95% ANI vs type strain ATCC13124), GC content (in between 27-28%) 516 

and 16S rRNA sequences via BACTspeciesID v1.2 85 (>99% nucleotide identity vs type 517 
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strain ATCC13124) and were used for further analyses. A core-gene alignment (1,008 single-518 

copy core genes) of 450 C. perfringens genomes based on Prokka v1.13 annotation of coding 519 

sequences (GFF) was generated using Roary v3.12.0, at blastp 95 % identity, adding option -s 520 

(do not split paralogs), and options -e and -n to generate core gene alignment using MAFFT 521 

v7.305b 86-88. Maximum-likelihood phylogenetic trees were constructed based on the core-522 

gene alignment (678,155 bp) via RAxML-NG v0.9.0 89 using general time-reversible 523 

GAMMA (GTR+G) model with  100 bootstrap replicates, prior to filtering recombinant sites 524 

using ClonalFrameML v1.12 at default parameters 90. Infant-associated phylogenetic tree was 525 

reconstructed in similar fashion, with two reference genomes ATCC13124 and NCTC8679 in 526 

addition to the 274 novel genomes. Lineages and sub-lineages were assigned using R library 527 

RhierBAPS v1.0.1 sequence-clustering algorithm based on recombinant-free core-gene 528 

alignment 91. Non-metric Multi-dimensional Scaling (NMDS) clustering was performed using 529 

R package vegan based on gene-presence-absence matrix of the pangenome 92. Temporal 530 

analysis was performed with R package bactdating v1.0 using ClonalFrameML outputs, 531 

mixedgamma model, with 1e6 MCMC iterations (nbIts) and added argument ‘useRec = T’ for 532 

main function bactdate 93. The effective sample size (MCMC) of the inferred parameters α, μ 533 

and σ were computed to be >180. Node labels (dates) were extracted from dated tree using 534 

FigTree v1.4.4. Tree annotation was performed via iTOL v4.0 94. 535 

Toxinotype assignment and virulence profiling 536 

Toxinotype A-G was assigned to each C. perfringens sample via TOXIper v1.1 95. Virulence-537 

related genes and colonisation factor sequence search was performed via ABRicate v1.0.1 538 

with options --minid=90 and --mincov=90 based on in-house sequence databases (Table S3). 539 

ResFinder v4.0 database was used via ABRicate for profiling antimicrobial resistance genes 540 

96.  541 

Single Nucleotide Polymorphism (SNP) analysis 542 

SNPs were extracted from core-gene alignment (recombinant sites removed) with snp-sites 543 

v2.3.3 and snp-dists v0.7 was utilised for computing pairwise SNP distances 97,98. 544 

Transmission analysis was limited to hospital-associated strains (from 70 individuals) and 545 

within closest genetic distance identified by phylogenetic topologies and pairwise SNP 546 

distances within non-recombinant core-gene alignment of 1,008 single-copy core genes 547 

(nested in the same sub-lineage and ≦2 SNPs genetic distance were criteria to infer 548 

transmission). Probable transmission dynamics were predicted based on clinical metadata of 549 

the patients and the time of the individuals’ staying within the hospitals. Persistence was 550 
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initially predicted on the basis of isolates of different individuals nested within the same sub-551 

lineages; SNP-distance was further explored to determine the exact genetic distance to infer 552 

transmission. 553 

Plasmid analysis 554 

Plasmid analysis was limited to hospital-associated C. perfringens genomes. Conjugative 555 

plasmids, both pCW3 and pCP13 families (known to encode multiple virulence factors), were 556 

extracted based on the identification of the tcp (pCW3 plasmids; n=12) and pcp (pCP13 557 

plasmids; n=20) genes in the conjugative systems as described previously via ABRicate 558 

v1.0.1 56,57. Briefly, tcp and pcp loci, and plasmid replication protein gene rep were 559 

comprehensively searched on 276 genomes; only single contigs within genome assemblies 560 

comprising >5 conjugative genes (rep is compulsory) were extracted and assumed as 561 

functional conjugative plasmids for further analyses. Predicted genes were mapped to 562 

reference plasmids LH112 (the largest plasmid size in both families) to allow comparison of 563 

plasmid contents across both pCW3 and pCP13 plasmid families. Further virulence factors 564 

were identified via ABRicate v1.0.1 with in-house databases as described in previous section. 565 

Plasmid sequences were aligned with MAFFT v7.305b, SNP distance was compared via snp-566 

dists 88. Easyfig v2.2.2 was utilised for visualisation of plasmid sequence comparison 99. 567 

Cell line maintenance 568 

For IEC-6, Frozen stocks were resuscitated/resuspended in pre-warmed (37°C) media 569 

Dulbecco’s Modified Eagle Medium (DMEM, Thermo Fisher Scientific), supplemented with 570 

10% Foetal Bovine Serum (FBS; Thermo Fisher Scientific), 4mM L-glutamine (Thermo 571 

Fisher Scientific) and 0.1 U/ml bovine insulin (Sigma-Aldrich). Cells were immediately 572 

transferred to T25 sterile culture flasks (25cm2; Corning) and incubated at 37°C in 5% CO2 573 

incubator for 24h. Spent media was removed after 24-48h, replaced with fresh warm media as 574 

described and incubated until confluency was reached. For making cell line stocks, cells were 575 

grown to confluency (70-80%) before trypsinisation (1% trypsin for 10 min at 37°C) and cell 576 

density adjusted to approximately 1x106 cells/ml. 5% of DMSO (cryoprotectant) was added 577 

to 1ml aliquots before transferring to -80°C freezer for 24h. After 24h, stocks were stored to -578 

196°C liquid nitrogen for long-term storage (cell banking). Cell line passages 6 – 20 were 579 

used, cells were split at ratios 1:10-20 for each passage. Cells were counted on 580 

haemocytometer (Neubauer Chamber). For Caco-2, cells were resuscitated and maintained as 581 

described above except the working medium – DMEM supplemented with 20% FBS. Cells 582 

were split at ratio 1:5-10. Cell line passages 30-45 were used in experiments. 583 
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In vitro phenotypic characterisation 584 

Necrosis assay 585 

IEC-6 cells (passage 6-20) were seeded at 20,000 cells/well in 96-well plate (tissue-treated). 586 

After 72h 5% CO2 incubation, approximately 56,000 cells per well (firm monolayer) were 587 

subjected to experiments. Briefly, phenol-red DMEM was removed, cells were washed twice 588 

gently and replaced with sterile phenol-red free DMEM supplemented with 1% FBS. Diluted 589 

sterile-filtered (0.22μm) bacterial supernatants (in ratio 1:4) were added into each well at 5% 590 

total volume followed by 2h 5% CO2 incubation. Necrosis measurement was performed using 591 

CytoTox-One Homogeneous Membrane Integrity Assay according to manufacturer’s 592 

instructions (Promega). For Caco-2 cells (passage 30-45), cells were seeded at 20,000 593 

cells/well. After 72h 5% CO2 incubation, a confluent monolayer was formed. Protocol 594 

follows as described, with an exception that supernatants were added in 25% of total volume. 595 

Apoptosis assay 596 

Cell seeding follows the above description. After 3h 5% CO2 incubation, caspase activity was 597 

measured using Caspase-Glo 3/7 Assay according to manufacturer’s instructions (Promega). 598 

Staurosporine (1μM) was used as positive control. 599 

Growth kinetics assay 600 

Bacterial stocks were checked for purity on BHI agar prior to experiments. Single colonies 601 

were picked and cultured in BHI broth anaerobically overnight (approximately 14-16h) to 602 

reach stationary phase (approximately 1 x 109 CFU). Confluent cultures were diluted 1-603 

million-fold (106) at the start of the 24-h experiment, estimating 103 starting CFU/ml/ well. 604 

Growing cultures were homogenised by inverting 5 times before taking 100μl of total liquid 605 

for plating. Serial dilutions were performed with sterile PBS in sterile Eppendorfs before 606 

drop-plating using Miles and Misra method on BHI agar 100. For each time point and sample, 607 

3 technical replicates were drop-plated for statistical accuracy. This experiment was 608 

performed in three independent cultures (n=3) for each isolate. Plates were incubated at 37°C 609 

in anaerobic cabinet for 15-20h before CFU counting. Plates of highest dilutions with CFU 610 

were selected for maximum accuracy. 611 

Gas production assay 612 

Autoclaved gas vials filled with 30ml sterile BHI were pre-reduced overnight in anaerobic 613 

chamber prior to experiment. Overnight cultures were diluted to approximately 103 CFU/ml 614 

each vial and air-sealed with butyl septum and aluminium crimp, then moved to 37ºC 615 
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incubator. Briefly, gas produced by each culture was measured by USB pressure transducer 616 

connected to a 3-way stopcock – inserting a 23G hypodermic syringe needle (attached to a 617 

10-ml syringe) into the sealed vial headspace, the gas pressure readouts were indicated on the 618 

display. By withdrawing the syringe plunger, the headspace pressure returned to ambient 619 

pressure as indicated by a zero reading 101. Gas volume was indicated on the syringe barrel 620 

after the headspace pressure returns to zero. Each reading was then recorded every hour for 621 

an extended period of 10h. Measurements were carried out in a fume hood.  622 

Hydrogen Sulphide tissue toxicity assay 623 

Sodium hydrosulfide (NaHS) was used as a sulfide donor as an equivalence of H2S in this 624 

study 102. Concentration of soluble NaHS was prepared ranged from 0.0001% to 1% in PBS, 625 

sterile-filtered (0.22μm) and stored at 4ºC prior to experiment. Cell seeding (IEC-6) was 626 

performed as described, with all NaHS solution being added to working volume (200μl) at 627 

5% each well. Supernatants were harvest after 4h 5% CO2 incubation. CytoTox-One 628 

Homogeneous Membrane Integrity Assay was used to measure potential cell toxicity 629 

according to manufacturer’s instructions (Promega). 630 

Hydrogen Sulphide assay 631 

Overnight pure cultures were inoculated in 20ml fresh sterile BHI in 50ml tubes at 1% 632 

inoculum and followed by 8h anaerobic incubation (negative control Bifidobacterium longum 633 

was inoculated at 5% and incubated for 20h). H2S test strips (also known as lead acetate test 634 

strips: H2S detection range 5-400ppm) were attached in each tube to visually determine the 635 

amount of H2S produced by each strain using blackening score (1 to 10). NaHS was added to 636 

BHI to serve as positive control as it produces H2S when dissolved in liquid (which gives a 637 

blackening score of 10).  638 

Beta-haemolysis test 639 

BHI agar supplied with 5% sheep blood was used to identify PFO expression of C. 640 

perfringens isolates. Briefly, C. perfringens was streaked on the blood agar and incubated 641 

anaerobically for overnight (<20h). As PFO is known produce beta-haemolysis in blood-642 

supplemented media (complete lysis of blood cells), therefore isolates with clear transparent 643 

halos formed around the colonies (indicating lysis of blood cells) visualised were defined as 644 

PFO-positive isolates. 645 
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Oxygen tolerance assay 646 

Pure cultures were grown anaerobically to confluency for 24h in BHI. Cultures were spotted 647 

in a dilution series onto BHI agar supplemented with 0.1% sodium taurocholate. Spotted 648 

plates were dried and incubated under ambient (aerobic) conditions at room temperature 649 

(21ºC) for specified time periods (24h-336h) before being returned to anaerobic chamber for 650 

determination of CFU count. All CFU were counted after 12-15h anaerobic incubation. 651 

Cultures (spotted plates) that were not exposed to oxygen acted as controls for each strain. 652 

Viable percentage was shown after comparing with control cultures.  653 

Sporulation assay 654 

Pure cultures were induced to sporulate using the modified Duncan-Strong Medium (at pH 655 

7.8) for 24h anaerobic incubation unless otherwise indicated 103. Sporulated cultures were 656 

treated with sterile-filtered 70% ethanol for 4h to eliminate all remaining vegetative cells and 657 

spotted on BHI agar supplemented with 0.1% taurocholate (a potent germinant) for spores. 658 

Bile salt assay 659 

Ethanol-treated sporulated pure cultures were serially diluted and plated on BHI agar and BHI 660 

agar supplemented with 0.1% bile salts (taurocholate, cholate, chenodeoxycholate and 661 

deoxycholate), followed by anaerobic incubation for >24h. CFU were enumerated, and fold-662 

change was calculated compared with CFU on BHI plates without bile salt supplementation. 663 

Minimum Inhibitory Concentration assay 664 

The MIC of each antibiotic against C. perfringens strains was determined based on the 665 

modified method of microdilution technique for antimicrobial susceptibility testing 104. MIC 666 

is defined as the lowest antibiotic concentration that inhibits the visible growth of C. 667 

perfringens after 24h-incubation. 668 

Sterile-filtered antibiotics were pre-made in stocks at desirable concentration prior to storage 669 

at -20ºC. Bacterial culturing was described previously. 96-well plate was utilised for this 670 

assay – approximately 104 CFUs of each strain was added into each well (sterile BHI) 671 

containing a different antibiotic concentration (double dilution) accordingly. BHI without 672 

antibiotic served as a positive control for growth and supplemented with thiamphenicol at 673 

15μg/ml served as negative control. Microplate reader (FLUOstar Omega) was used to 674 

measure liquid turbidity at 595nm (absorbance) to determine whether there is microbial 675 

growth in each well after 24h anaerobic incubation. Absorbance >0.5 is considered as 676 

significant growth. 677 
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Subjective virulence scoring scheme 678 

A subjective/relative virulence scoring system was employed for the sole purpose of 679 

ranking/comparing isolates to reflect the exhibited virulence in the in vitro assays. Virulence 680 

scores were assigned according to the clinical importance to potential disease pathology with 681 

cell necrosis the highest (7), followed by cell apoptosis (5), hydrogen sulphide generation (5), 682 

gas production (5), aerotolerance (5), sporulation (3), generation rate (3), antimicrobial 683 

resistance (3), response to bile salts (1) and beta-haemolysis (1; as it is ‘binary’ comparison). 684 

Virulence outcomes were compared semi-quantitatively, albeit subjectively allocating highest 685 

scores to most ‘virulent’ strains, less scores for relatively less ‘virulent’ strains (same scores 686 

if relatively similar), and 0 for strains with negligible outcomes. 687 

In vivo studies 688 

Ethics and licence 689 

All animal experiments and related protocols described were performed under the Animals 690 

(Scientific Procedures) Act 1986 (ASPA) under project licence (PPL: 80/2545) and personal 691 

licence (PIL: I7382F677) and approved by Home Office and UEA FMH Research Ethics 692 

Committee. Animals are monitored and assessed frequently during studies for physical 693 

condition and behavior. Mice determined to have suffered from distress were euthanised via 694 

ASPA Schedule 1 protocol (CO2 and cervical dislocation). Trained and qualified animal 695 

technicians carried out animal husbandry at UEA Disease Modelling Unit (DMU). 696 

Animals and housing 697 

C57BL/6 wild-type female mice (juvenile mice: three weeks old), obtained from DMU were 698 

used in animal experiments. Animals were bred and housed in DMU barn under specific 699 

pathogen-free conditions and moved to DMU infection suite prior to the study. During 700 

infection study, mice were housed with autoclaved bedding (and cage), food (stock pellets) 701 

and water with 12h light cycle (12h of light and 12h of darkness). Cages were changed in 702 

laminar flow cabinet. 703 

In-house wild-type C57BL/6 3-4 weeks old female mice (after weaning) were treated with a 704 

five-antibiotic cocktail that comprises kanamycin (0.4mg/ml), gentamicin (0.035mg/ml), 705 

colistin (850U/ml), metronidazole (0.215mg/ml) and vancomycin (0.045mg/ml) in 706 

autoclaved drinking water for 3-4 days administered ad libitum. 707 

Drinking water was then switched to sterile water, and 48h later mice were orally gavaged 708 

with 150mg/kg of clindamycin. After 24h, mice were challenged with 109 CFU of C. 709 
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perfringens in 100μl and all mice were closely monitored for signs of disease symptoms 710 

including significant weight loss (>20%) that will require euthanisation. Tetracycline was 711 

supplemented (0.001mg/ml) in drinking water post oral challenge in tetracycline model. 712 

Bacterial strains and growth 713 

Bacterial stocks were recovered on BHI agar for purity checks each time and subsequently 714 

cultured in BHI broth overnight to reach confluency (109 CFU/ml, approximately 14-17h). 715 

Bacterial pellets were washed and re-suspended in sterile PBS before feeding the mice via 716 

oral gavaging using 20G plastic sterile feeding tube. 717 

Faecal sample collection and CFU enumeration 718 

Faecal samples were collected in sterilized tubes daily and stored at -80ºC until further 719 

analysis. Serially diluted faecal mixtures were plated on fresh TSC agar and CFU enumerated 720 

<24h anaerobic incubation. Pitch black colonies were counted as C. perfringens colonies.  721 

Tissue processing and H&E staining 722 

Intestinal sections were fixed in 10% neutral buffered formalin for <24h and followed by 723 

70% ethanol. Tissues were processed <5 days in 70% ethanol using an automated Leica 724 

Tissue Processor ASP-300-S and embedded in paraffin manually. Sectioning was performed 725 

using a microtome (5-μm-thick sections) and left overnight for samples to air-dry prior to 726 

staining and further analysis. H&E (haematoxylin and eosin) staining was performed 727 

subsequently for structural imaging of intestinal samples. 728 

Pathological scoring 729 

All colonic section images were examined and graded single-blinded by L.J.H. The 730 

histological severity of infectious colitis was graded using a pathological scoring system (0-731 

14; denoting increasing severity) based on three general pathological features: (1) 732 

inflammatory infiltration (0-4), (2) epithelial hyperplasia and goblet cell loss (0-5), and (3) 733 

mucosal architecture (0-5) as described previously 105. The overall score was the sum of each 734 

component score. An overall pathological score of 1-4 indicates minimal colitis, 5-8 as mild 735 

colitis, 9-11 as moderate colitis, above 12 as marked/severe colitis. 736 

Microscopy imaging 737 

Bright-field microscopy was performed using Olympus BX60 with a microscope camera 738 

Jenoptik C10 with ProgRes CapturePro software v2.10. 739 
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Microbiota analysis 740 

Genomic DNA of murine faecal samples were extracted, sequenced and analysed following 741 

the protocol described previously 60. Briefly, DNA was extracted from samples using 742 

FastDNA Spin Kit for Soil (MP Biomedicals) following manufacturer’s instruction, while 743 

extending bead-beating step to 3 min 70. Next, DNA extracts were subject to 16S rRNA 744 

Illumina MiSeq sequencing library preparation, amplifying V1+V2 regions of the 16S rRNA 745 

gene prior to paired-end sequencing at 2 × 300bp 70. Sequencing raw reads (FASTQ) were 746 

firstly merged using PEAR 106, then underwent quality and chimera filtering via QIIME 747 

v1.9.1, subsequently OTU assignment using SILVA_132 database at 97% similarity (Table 748 

S4). BIOM output of OTU tables were read using MEGAN6 107,108.  749 

Graphing and statistical methods 750 

Various statistical graphs including pie chart, line graphs, bar plots and box plots were drawn 751 

in R v3.6.3, using R libraries tidyverse, ggplot2 and ggpubr 109,110. Pangenome heatmap was 752 

generated via phandango 111. NMDS plots were drawn using R library vegan 92. Statistical 753 

tests (two-sided) were carried out via R base packages stats (Fisher’s exact test, Kruskal-754 

Wallis test and correlation test) and FSA (Dunn’s test) 110. 755 

Ethical approval 756 

Faecal collection from NNUH and Rosie Hospital (BAMBI study) was approved by the 757 

Faculty of Medical and Health Sciences Ethics Committee at the University of East Anglia 758 

(UEA), and followed protocols laid out by the UEA Biorepository (License no: 11208). 759 

Faecal collection from Imperial Healthcare NICUs (NeoM and NeoM2 studies) was approved 760 

by West London Research Ethics Committee (REC) under the REC approval reference 761 

number 10/H0711/39. In all cases, doctors and nurses recruited infants after parents gave 762 

written consent. Ethical approval for the SERVIS study was approved by the North East and 763 

N Tyneside committee 10/H0908/39, and signed parental consent obtained from every parent. 764 

We have anonymised identifiers of patients, hospitals and associated clinical data. 765 

Data access 766 

Sequencing reads for C. perfringens isolates generated in this study have been deposited in 767 

the European Nucleotide Archive (ENA) (https://www.ebi.ac.uk/ena) under project 768 

PRJEB25762. Raw 16S rRNA amplicon sequences are available under project PRJEB28307. 769 

In-house databases for sequence-search and scripts for running R libraries are available at: 770 

https://github.com/raymondkiu/Infant-Clostridium-perfringens-Paper 771 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://github.com/raymondkiu/Infant-Clostridium-perfringens-Paper
https://doi.org/10.1101/2021.08.03.454877


 26 

Author Contributions 772 

Conceptualisation, R.K., A.S, K.S, G.D. (Glasgow), J.S.K. and L.J.H.; Methodology, R.K., 773 

A.S, K.S, E.C, J.M., C.A., S.P., Z.S. and L.J.H; Software, R.K.; Validation, K.S., A.S, L.J.H.; 774 

Formal analysis, R.K.; Investigation, R.K., K. S., A.S. and L.J.H. Resources, D.P., G.B., 775 

J.E.B., G.R.Y., C.S., G.D. (Cambridge), P.C.; Data Curation, R.K., A.S, K.S., C.A.; Writing - 776 

Original Draft Preparation, R.K. and L.J.H.; Writing - Review and Editing, R.K., A.S., K.S., 777 

Z.S., J.E.B., C.S., J.S.K, L.J.H.; Visualisation, R.K.; Supervision, J.S.K. and L.J.H.; Project 778 

Administration, R.K.; Funding Acquisition, J.S.K and L.J.H. 779 

Competing interest statement 780 

The authors declare that they have no competing interests. 781 

Acknowledgments 782 

This research was supported in part by the NBI Computing infrastructure for Science (CiS) 783 

group through the provision of a High-Performance Computing (HPC) Cluster. L.J.H. is 784 

supported by Wellcome Trust Investigator Awards 100974/C/13/Z and 220876/Z/20/Z; the 785 

Biotechnology and Biological Sciences Research Council (BBSRC), Institute Strategic 786 

Programme Gut Microbes and Health BB/R012490/1, and its constituent projects 787 

BBS/E/F/000PR10353 and BBS/E/F/000PR10356. We thank the sequencing team at both 788 

Wellcome Trust Sanger Institute and Quadram Institute Bioscience for genome sequencing. 789 

We would like to express our appreciation to our colleagues, Dr Fred Warren, Prof Simon 790 

Carding, and former colleagues Shabhonam Caim, Dr Lukas Harnisch, Dr Benjamin Kirkup 791 

at Quadram Institute Bioscience (QIB) for their discussion on the data and assistance in 792 

various trainings associated with this work. 793 

 794 

References 795 

1 Kiu, R. & Hall, L. J. An update on the human and animal enteric pathogen 796 

Clostridium perfringens. Emerging Microbes & Infections 7, 141, 797 

doi:10.1038/s41426-018-0144-8 (2018). 798 

2 Li, J., Paredes-Sabja, D., Sarker, M. R. & McClane, B. A. Clostridium perfringens 799 

Sporulation and Sporulation-Associated Toxin Production. Microbiol Spectr 4, 800 

doi:10.1128/microbiolspec.TBS-0022-2015 (2016). 801 

3 Rood, J. I. et al. Expansion of the Clostridium perfringens toxin-based typing scheme. 802 

Anaerobe (2018). 803 

4 Li, J. & McClane, B. A. Further comparison of temperature effects on growth and 804 

survival of Clostridium perfringens type A isolates carrying a chromosomal or 805 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 27 

plasmid-borne enterotoxin gene. Applied and environmental microbiology 72, 4561-806 

4568, doi:10.1128/AEM.00177-06 (2006). 807 

5 Briolat, V. & Reysset, G. Identification of the Clostridium perfringens genes involved 808 

in the adaptive response to oxidative stress. J Bacteriol 184, 2333-2343 (2002). 809 

6 Li, J. et al. Toxin plasmids of Clostridium perfringens. Microbiology and molecular 810 

biology reviews : MMBR 77, 208-233, doi:10.1128/MMBR.00062-12 (2013). 811 

7 Kiu, R., Caim, S., Alexander, S., Pachori, P. & Hall, L. J. Probing Genomic Aspects 812 

of the Multi-Host Pathogen Clostridium perfringens Reveals Significant Pangenome 813 

Diversity, and a Diverse Array of Virulence Factors. Frontiers in microbiology 8, 814 

2485, doi:10.3389/fmicb.2017.02485 (2017). 815 

8 Shimizu, T. et al. Complete genome sequence of Clostridium perfringens, an 816 

anaerobic flesh-eater. Proceedings of the National Academy of Sciences of the United 817 

States of America 99, 996-1001, doi:10.1073/pnas.022493799 (2002). 818 

9 Mahamat Abdelrahim, A. et al. Large-Scale Genomic Analyses and Toxinotyping of 819 

Clostridium perfringens Implicated in Foodborne Outbreaks in France.  10, 820 

doi:10.3389/fmicb.2019.00777 (2019). 821 

10 Kiu, R. et al. Phylogenomic analysis of gastroenteritis-associated Clostridium 822 

perfringens in England and Wales over a 7-year period indicates distribution of clonal 823 

toxigenic strains in multiple outbreaks and extensive involvement of enterotoxin-824 

encoding (CPE) plasmids. Microb Genom, doi:10.1099/mgen.0.000297 (2019). 825 

11 Neu, J. & Walker, A. W. Necrotizing enterocolitis. The New England Journal of 826 

Medicine 364, 255-264 (2011). 827 

12 Lim, J. C., Golden, J. M. & Ford, H. R. Pathogenesis of neonatal necrotizing 828 

enterocolitis. Pediatr Surg Int 31, 509-518 (2015). 829 

13 Lin, P. W. & Stoll, B. J. Necrotising enterocolitis. Lancet 368, 1271-1283, 830 

doi:10.1016/s0140-6736(06)69525-1 (2006). 831 

14 Rees, C. M., Eaton, S. & Pierro, A. National prospective surveillance study of 832 

necrotizing enterocolitis in neonatal intensive care units. J Pediatr Surg 45, 1391-833 

1397, doi:10.1016/j.jpedsurg.2009.12.002 (2010). 834 

15 Shah, T. A. et al. Hospital and neurodevelopmental outcomes of extremely low-birth-835 

weight infants with necrotizing enterocolitis and spontaneous intestinal perforation. J 836 

Perinatol 32, 552-558, doi:10.1038/jp.2011.176 (2012). 837 

16 Bazacliu, C. & Neu, J. Necrotizing Enterocolitis: Long Term Complications. Curr 838 

Pediatr Rev 15, 115-124, doi:10.2174/1573396315666190312093119 (2019). 839 

17 Gordon, P., Christensen, R., Weitkamp, J. H. & Maheshwari, A. Mapping the New 840 

World of Necrotizing Enterocolitis (NEC): Review and Opinion. EJ Neonatol Res 2, 841 

145-172 (2012). 842 

18 Coggins, S. A., Wynn, J. L. & Weitkamp, J. H. Infectious causes of necrotizing 843 

enterocolitis. Clinics in Perinatology 42, 133-154 (2015). 844 

19 Hanke, C. A. et al. Clostridium perfringens intestinal gas gangrene in a preterm 845 

newborn. Eur J Pediatr Surg 19, 257-259, doi:10.1055/s-2008-1038958 (2009). 846 

20 Claud, E. C. Neonatal Necrotizing Enterocolitis -Inflammation and Intestinal 847 

Immaturity. Antiinflamm Antiallergy Agents Med Chem 8, 248-259, 848 

doi:10.2174/187152309789152020 (2009). 849 

21 Heida, F. H. et al. A necrotizing enterocolitis-associated gut microbiota is present in 850 

the meconium: results of a prospective study. Clinical Infectious Diseases, 851 

doi:10.1093/cid/ciw016 (2016). 852 

22 Sim, K. et al. Dysbiosis anticipating necrotizing enterocolitis in very premature 853 

infants. Clinical infectious diseases : an official publication of the Infectious Diseases 854 

Society of America 60, 389-397, doi:10.1093/cid/ciu822 (2015). 855 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 28 

23 Sim, K. Defining the gastrointestinal microbiota in premature neonates: Its 856 

development and relation to necrotizing enterocolitis Doctor of Philosophy (PhD) 857 

thesis, Imperial College London, (2015). 858 

24 Butel, M. J. et al. Clostridial pathogenicity in experimental necrotising enterocolitis in 859 

gnotobiotic quails and protective role of bifidobacteria. Journal of Medical 860 

Microbiology 47, 391-399 (1998). 861 

25 Waligora-Dupriet, A. J., Dugay, A., Auzeil, N., Huerre, M. & Butel, M. J. Evidence 862 

of clostidial implication in necrotizing enterocolitis through bacterial fermentation in 863 

a gnotobiotic quail model. Pediatr Res 58, 629-635 (2005). 864 

26 Lee, J. S. & Polin, R. A. Treatment and prevention of necrotizing enterocolitis. Semin 865 

Neonatol. 8, 449-459 (2003). 866 

27 Feng, Y. et al. Phylogenetic and genomic analysis reveals high genomic openness and 867 

genetic diversity of Clostridium perfringens. Microb Genom 6, 868 

doi:10.1099/mgen.0.000441 (2020). 869 

28 Lakshminarayanan, B. et al. Prevalence and characterization of Clostridium 870 

perfringens from the faecal microbiota of elderly Irish subjects. J Med Microbiol 62, 871 

457-466, doi:10.1099/jmm.0.052258-0 (2013). 872 

29 Yamagishi, T., Ishida, S. & Nishida, S. Isolation of toxigenic strains of clostridium 873 

perfringens from soil. Journal of Bacteriology 88, 646-652 (1964). 874 

30 Soge, O. O., Tivoli, L. D., Meschke, J. S. & Roberts, M. C. A conjugative macrolide 875 

resistance gene, mef(A), in environmental Clostridium perfringens carrying multiple 876 

macrolide and/or tetracycline resistance genes. J Appl Microbiol 106, 34-40, 877 

doi:10.1111/j.1365-2672.2008.03960.x (2009). 878 

31 Hamza, D., Dorgham, S. M., Elhariri, M., Elhelw, R. & Ismael, E. New Insight of 879 

Apparently Healthy Animals as a Potential Reservoir for Clostridium Perfringens: A 880 

Public Health Implication. J Vet Res 62, 457-462, doi:10.2478/jvetres-2018-0073 881 

(2018). 882 

32 Watts, T. D., Johanesen, P. A., Lyras, D., Rood, J. I. & Adams, V. Evidence that 883 

compatibility of closely related replicons in Clostridium perfringens depends on 884 

linkage to parMRC-like partitioning systems of different subfamilies. Plasmid 91, 68-885 

75, doi:10.1016/j.plasmid.2017.03.008 (2017). 886 

33 Savinov, S. N. & Heuck, A. P. Interaction of Cholesterol with Perfringolysin O: What 887 

Have We Learned from Functional Analysis? Toxins (Basel) 9, 888 

doi:10.3390/toxins9120381 (2017). 889 

34 Stevens, D. L. & Bryant, A. E. The role of clostridial toxins in the pathogenesis of gas 890 

gangrene. Clinical infectious diseases : an official publication of the Infectious 891 

Diseases Society of America 35, S93-S100, doi:10.1086/341928 (2002). 892 

35 Verherstraeten, S. et al. The synergistics necrohemorrhagic action of Clostridium 893 

perfringens perfringolysin and alpha toxin in the bovine intestine and against bovine 894 

endothelial cells. Vet. Res. 44, 45 (2013). 895 

36 Zhang, J. et al. Verbascoside Protects Mice From Clostridial Gas Gangrene by 896 

Inhibiting the Activity of Alpha Toxin and Perfringolysin O. Frontiers in 897 

microbiology 11, 1504, doi:10.3389/fmicb.2020.01504 (2020). 898 

37 Awad, M. M., Ellemor, D. M., Boyd, R. L., Emmins, J. J. & Rood, J. I. Synergistic 899 

effects of alpha-toxin and perfringolysin O in Clostridium perfringens-mediated gas 900 

gangrene. Infect. Immun. 69, 7904-7910 (2001). 901 

38 Dittmar, E. et al. Necrotizing enterocolitis of the neonate with Clostridium 902 

perfringens: Diagnosis, clinical course, and role of alpha toxin. European Journal of 903 

Pediatrics 167, 891-895 (2008). 904 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 29 

39 Park, J. M., Ng, V. H., Maeda, S., Rest, R. F. & Karin, M. Anthrolysin O and other 905 

gram-positive cytolysins are toll-like receptor 4 agonists. J Exp Med 200, 1647-1655, 906 

doi:10.1084/jem.20041215 (2004). 907 

40 Yamamura, K. et al. Inflammasome Activation Induced by Perfringolysin O of 908 

Clostridium perfringens and Its Involvement in the Progression of Gas Gangrene. 909 

Frontiers in microbiology 10, 2406, doi:10.3389/fmicb.2019.02406 (2019). 910 

41 Yuan, J., Najafov, A. & Py, B. F. Roles of Caspases in Necrotic Cell Death. Cell 167, 911 

1693-1704, doi:10.1016/j.cell.2016.11.047 (2016). 912 

42 Rood, J. I. & Cole, S. T. Molecular genetics and pathogenesis of Clostridium 913 

perfringens. Microbiol Rev 55, 621-648 (1991). 914 

43 Verherstraeten, S. et al. Perfringolysin O: The underrated Clostridium perfringens 915 

toxin? Toxins 7, 1702-1721 (2015). 916 

44 Kumar, N. et al. Genome-Based Infection Tracking Reveals Dynamics of Clostridium 917 

difficile Transmission and Disease Recurrence. Clinical Infectious Diseases, civ1031, 918 

doi:10.1093/cid/civ1031 (2015). 919 

45 Garcia-Fernandez, S. et al. Whole-genome sequencing reveals nosocomial 920 

Clostridioides difficile transmission and a previously unsuspected epidemic scenario. 921 

Sci Rep 9, 6959, doi:10.1038/s41598-019-43464-4 (2019). 922 

46 Moffatt, C. R., Howard, P. J. & Burns, T. A mild outbreak of gastroenteritis in long-923 

term care facility residents due to Clostridium perfringens, Australia 2009. Foodborne 924 

Pathog Dis 8, 791-796, doi:10.1089/fpd.2010.0785 (2011). 925 

47 Baines, S. D., O'Connor, R., Saxton, K., Freeman, J. & Wilcox, M. H. Activity of 926 

vancomycin against epidemic Clostridium difficile strains in a human gut model. J 927 

Antimicrob Chemother 63, 520-525, doi:10.1093/jac/dkn502 (2009). 928 

48 Ellis, C. L., Rutledge, J. C. & Underwood, M. A. Intestinal microbiota and blue baby 929 

syndrome: probiotic therapy for term neonates with cyanotic congenital heart disease. 930 

Gut Microbes 1, 359-366, doi:10.4161/gmic.1.6.14077 (2010). 931 

49 Malagon, I. et al. Gut permeability in paediatric cardiac surgery. Br J Anaesth 94, 932 

181-185, doi:10.1093/bja/aei014 (2005). 933 

50 McElhinney, D. B. et al. Necrotizing enterocolitis in neonates with congenital heart 934 

disease: risk factors and outcomes. Pediatrics 106, 1080-1087, 935 

doi:10.1542/peds.106.5.1080 (2000). 936 

51 Lax, S. et al. Bacterial colonization and succession in a newly opened hospital. Sci 937 

Transl Med 9, doi:10.1126/scitranslmed.aah6500 (2017). 938 

52 Browne, H. P., Neville, B. A., Forster, S. C. & Lawley, T. D. Transmission of the gut 939 

microbiota: spreading of health. Nature reviews. Microbiology, 940 

doi:10.1038/nrmicro.2017.50 (2017). 941 

53 Browne, H. P. et al. Culturing of 'unculturable' human microbiota reveals novel taxa 942 

and extensive sporulation. Nature 533, 543-546, doi:10.1038/nature17645 (2016). 943 

54 Rolfe, R. D., Hentges, D. J., Campbell, B. J. & Barrett, J. T. Factors related to the 944 

oxygen tolerance of anaerobic bacteria. Applied and environmental microbiology 36, 945 

306-313 (1978). 946 

55 Lemyre, B. et al. A decrease in the number of cases of necrotizing enterocolitis 947 

associated with the enhancement of infection prevention and control measures during 948 

a Staphylococcus aureus outbreak in a neonatal intensive care unit. Infect Control 949 

Hosp Epidemiol 33, 29-33, doi:10.1086/663343 (2012). 950 

56 Watts, T. D. et al. pCP13, a representative of a new family of conjugative toxin 951 

plasmids in Clostridium perfringens. Plasmid 102, 37-45, 952 

doi:10.1016/j.plasmid.2019.02.002 (2019). 953 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 30 

57 Revitt-Mills, S. A., Watts, T. D., Lyras, D., Adams, V. & Rood, J. I. The ever-954 

expanding tcp conjugation locus of pCW3 from Clostridium perfringens. Plasmid, 955 

102516, doi:10.1016/j.plasmid.2020.102516 (2020). 956 

58 Dufrene, Y. F. & Viljoen, A. Binding Strength of Gram-Positive Bacterial Adhesins. 957 

Frontiers in microbiology 11, 1457, doi:10.3389/fmicb.2020.01457 (2020). 958 

59 Yonogi, S. et al. BEC, a novel enterotoxin of Clostridium perfringens found in human 959 

clinical isolates from acute gastroenteritis outbreaks. Infect Immun 82, 2390-2399, 960 

doi:10.1128/IAI.01759-14 (2014). 961 

60 Kiu, R. et al. Genomic analysis on broiler-associated Clostridium perfringens strains 962 

and exploratory caecal microbiome investigation reveals key factors linked to poultry 963 

necrotic enteritis. Anim Microbiome 1, 12, doi:10.1186/s42523-019-0015-1 (2019). 964 

61 Kiu, R. et al. Genomic Analysis of Clostridium perfringens BEC/CPILE-Positive, 965 

Toxinotype D and E Strains Isolated from Healthy Children. Toxins (Basel) 11, 966 

doi:10.3390/toxins11090543 (2019). 967 

62 Lahti, P., Heikinheimo, A., Johansson, T. & Korkeala, H. Clostrdium perfringens type 968 

A strains carrying a plasmid-borne enterotoxin gene (Genotype IS1151-cpe or 969 

IS1470-like-cpe) as a common cause of food poisoning. Journal of Clinical 970 

Microbiology 46, 371-373, doi:10.1128/Jcm.01650-07 (2008). 971 

63 Fernandez Miyakawa, M. E., Pistone Creydt, V., Uzal, F. A., McClane, B. A. & 972 

Ibarra, C. Clostridium perfringens enterotoxin damages the human intestine in vitro. 973 

Infect Immun 73, 8407-8410, doi:10.1128/IAI.73.12.8407-8410.2005 (2005). 974 

64 Garstin, W. I. & Boston, V. E. Sequential assay of expired breath hydrogen as a 975 

means of predicting necrotizing enterocolitis in susceptible infants. J Pediatr Surg 22, 976 

208-210, doi:10.1016/s0022-3468(87)80329-9 (1987). 977 

65 Cheu, H. W., Brown, D. R. & Rowe, M. I. Breath hydrogen excretion as a screening 978 

test for the early diagnosis of necrotizing enterocolitis. Am J Dis Child 143, 156-159, 979 

doi:10.1001/archpedi.1989.02150140042017 (1989). 980 

66 Wong, Y. M., Juan, J. C., Gan, H. M. & Austin, C. M. Draft Genome Sequence of 981 

Clostridium perfringens Strain JJC, a Highly Efficient Hydrogen Producer Isolated 982 

from Landfill Leachate Sludge. Genome Announc 2, doi:10.1128/genomeA.00064-14 983 

(2014). 984 

67 Levine, J., Ellis, C. J., Furne, J. K., Springfield, J. & Levitt, M. D. Fecal hydrogen 985 

sulfide production in ulcerative colitis. Am J Gastroenterol 93, 83-87, 986 

doi:10.1111/j.1572-0241.1998.083_c.x (1998). 987 

68 Rowan, F. E., Docherty, N. G., Coffey, J. C. & O'Connell, P. R. Sulphate-reducing 988 

bacteria and hydrogen sulphide in the aetiology of ulcerative colitis. Br J Surg 96, 989 

151-158, doi:10.1002/bjs.6454 (2009). 990 

69 Dordevic, D., Jancikova, S., Vitezova, M. & Kushkevych, I. Hydrogen sulfide 991 

toxicity in the gut environment: Meta-analysis of sulfate-reducing and lactic acid 992 

bacteria in inflammatory processes. J Adv Res 27, 55-69, 993 

doi:10.1016/j.jare.2020.03.003 (2021). 994 

70 Alcon-Giner, C. et al. Microbiota Supplementation with Bifidobacterium and 995 

Lactobacillus Modifies the Preterm Infant Gut Microbiota and Metabolome: An 996 

Observational Study. Cell Rep Med 1, 100077, doi:10.1016/j.xcrm.2020.100077 997 

(2020). 998 

71 Robertson, C. et al. Incidence of necrotising enterocolitis before and after introducing 999 

routine prophylactic Lactobacillus and Bifidobacterium probiotics. Arch Dis Child 1000 

Fetal Neonatal Ed, doi:10.1136/archdischild-2019-317346 (2019). 1001 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


 31 

72 Hall, L. J. et al. Natural killer cells protect against mucosal and systemic infection 1002 

with the enteric pathogen Citrobacter rodentium. Infect Immun 81, 460-469, 1003 

doi:10.1128/IAI.00953-12 (2013). 1004 

73 Bouladoux, N., Harrison, O. J. & Belkaid, Y. The Mouse Model of Infection with 1005 

Citrobacter rodentium. Curr Protoc Immunol 119, 19 15 11-19 15 25, 1006 

doi:10.1002/cpim.34 (2017). 1007 

74 Stewart, C. J., Estes, M. K. & Ramani, S. Establishing Human Intestinal 1008 

Enteroid/Organoid Lines from Preterm Infant and Adult Tissue. Methods Mol Biol 1009 

2121, 185-198, doi:10.1007/978-1-0716-0338-3_16 (2020). 1010 

75 Fofanova, T. Y. et al. A novel human enteroid-anaerobe co-culture system to study 1011 

microbial-host interaction under physiological hypoxia. bioRxiv, 1012 

doi:https://doi.org/10.1101/555755 (2019). 1013 

76 Alsaied, A., Islam, N. & Thalib, L. Global incidence of Necrotizing Enterocolitis: a 1014 

systematic review and Meta-analysis. BMC Pediatr 20, 344, doi:10.1186/s12887-020-1015 

02231-5 (2020). 1016 

77 Haigh, E. Gas gangrene of the colon in a newborn infant; report of a case successfully 1017 

treated by total colectomy. Br J Surg 43, 659-661 (1956). 1018 

78 Raskind, C. H., Dembry, L. M. & Gallagher, P. G. Vancomycin-resistant enterococcal 1019 

bacteremia and necrotizing enterocolitis in a preterm neonate. Pediatr Infect Dis J 24, 1020 

943-944 (2005). 1021 

79 Kotsanas, D. et al. Novel use of tryptose sulfite cycloserine egg yolk agar for isolation 1022 

of Clostridium perfringens during an outbreak of necrotizing enterocolitis in a 1023 

neonatal unit. Journal of Clinical Microbiology 48, 4263-4265 (2010). 1024 

80 Kiu, R. et al. Preterm Infant-Associated Clostridium tertium, Clostridium cadaveris, 1025 

and Clostridium paraputrificum Strains: Genomic and Evolutionary Insights. Genome 1026 

Biol Evol 9, 2707-2714, doi:10.1093/gbe/evx210 (2017). 1027 

81 Collins, J. et al. Dietary trehalose enhances virulence of epidemic Clostridium 1028 

difficile. Nature, doi:10.1038/nature25178 (2018). 1029 

82 Bankevich, A. et al. SPAdes: a new genome assembly algorithm and its applications 1030 

to single-cell sequencing. J Comput Biol 19, 455-477, doi:10.1089/cmb.2012.0021 1031 

(2012). 1032 

83 sequence-stats: generate sequence statistics from FASTA and FASTQ files (GitHub, 1033 

2020). 1034 

84 Jain, C., Rodriguez, R. L., Phillippy, A. M., Konstantinidis, K. T. & Aluru, S. High 1035 

throughput ANI analysis of 90K prokaryotic genomes reveals clear species 1036 

boundaries. Nat Commun 9, 5114, doi:10.1038/s41467-018-07641-9 (2018). 1037 

85 BACTspeciesID: identify microbial species and genome contamination using 16S 1038 

rRNA gene approach v. 1.2 (GitHub, 2020). 1039 

86 Page, A. J. et al. Roary: rapid large-scale prokaryote pan genome analysis. 1040 

Bioinformatics 31, 3691-3693, doi:10.1093/bioinformatics/btv421 (2015). 1041 

87 Seemann, T. Prokka: rapid prokaryotic genome annotation. Bioinformatics 30, 2068-1042 

2069, doi:10.1093/bioinformatics/btu153 (2014). 1043 

88 Katoh, K. & Standley, D. M. MAFFT Multiple Sequence Alignment Software 1044 

Version 7: Improvements in Performance and Usability. Molecular Biology and 1045 

Evolution 30, 772-780, doi:10.1093/molbev/mst010 (2013). 1046 

89 Kozlov, A. M., Darriba, D., Flouri, T., Morel, B. & Stamatakis, A. RAxML-NG: a 1047 

fast, scalable and user-friendly tool for maximum likelihood phylogenetic inference. 1048 

Bioinformatics 35, 4453-4455, doi:10.1093/bioinformatics/btz305 (2019). 1049 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/555755
https://doi.org/10.1101/2021.08.03.454877


 32 

90 Didelot, X. & Wilson, D. J. ClonalFrameML: efficient inference of recombination in 1050 

whole bacterial genomes. PLoS Comput Biol 11, e1004041, 1051 

doi:10.1371/journal.pcbi.1004041 (2015). 1052 

91 Tonkin-Hill, G., John A., L., Stephen D., B., Simon D. W., F. & Jukka, C. 1053 

RhierBAPS: An R Implementation of the Population Clustering Algorithm hierBAPS. 1054 

Wellcome Open Research 3, 93 (2018). 1055 

92 Dixon, P. VEGAN, a package of R functions for community ecology. J Veg Sci 14, 1056 

927-930, doi:https://doi.org/10.1111/j.1654-1103.2003.tb02228.x (2003). 1057 

93 Didelot, X., Croucher, N. J., Bentley, S. D., Harris, S. R. & Wilson, D. J. Bayesian 1058 

inference of ancestral dates on bacterial phylogenetic trees. Nucleic Acids Res 46, 1059 

e134, doi:10.1093/nar/gky783 (2018). 1060 

94 Letunic, I. & Bork, P. Interactive Tree Of Life (iTOL) v4: recent updates and new 1061 

developments. Nucleic Acids Res 47, W256-W259, doi:10.1093/nar/gkz239 (2019). 1062 

95 TOXIper: rapid Clostridium perfringens toxinotype assignment using genome 1063 

assemblies v. 1.1 (GitHub, 2020). 1064 

96 Bortolaia, V. et al. ResFinder 4.0 for predictions of phenotypes from genotypes. J 1065 

Antimicrob Chemother 75, 3491-3500, doi:10.1093/jac/dkaa345 (2020). 1066 

97 Page, A. J. et al. SNP-sites: rapid efficient extraction of SNPs from multi-FASTA 1067 

alignments. Microb Genom 2, e000056, doi:10.1099/mgen.0.000056 (2016). 1068 

98 Seemann, T., Klotzl, F. & Page, A. J. snp-dists: Pairwise SNP distance matrix from a 1069 

FASTA sequence alignment, <https://github.com/tseemann/snp-dists> (2018). 1070 

99 Sullivan, M. J., Petty, N. K. & Beatson, S. A. Easyfig: a genome comparison 1071 

visualizer. Bioinformatics 27, 1009-1010, doi:10.1093/bioinformatics/btr039 (2011). 1072 

100 Miles, A. A., Misra, S. S. & Irwin, J. O. The estimation of the bactericidal power of 1073 

the blood. Journal of Hygiene 38, 732-749, doi:10.1017/S002217240001158X (1938). 1074 

101 Theodorou, M. K., Williams, B. A., Dhanoa, M. S., McAllan, A. B. & France, J. A 1075 

simple gas production method using a pressure transducer to determine the 1076 

fermentation kentics of ruminant feeds. Animal Feed Science and Technology 48, 1077 

185-197 (1994). 1078 

102 Zhao, Y., Biggs, T. D. & Xian, M. Hydrogen sulfide (H2S) releasing agents: 1079 

chemistry and biological applications. Chem Commun (Camb) 50, 11788-11805, 1080 

doi:10.1039/c4cc00968a (2014). 1081 

103 Duncan, C. L. & Strong, D. H. Improved medium for sporulation of Clostridium 1082 

perfringens. Appl Microbiol 16, 82-89 (1968). 1083 

104 Rotilie, C. A., Fass, R. J., Prior, R. B. & Perkins, R. L. Microdilution technique for 1084 

antimicrobial susceptibility testing of anaerobic bacteria. Antimicrob Agents 1085 

Chemother 7, 311-315 (1975). 1086 

105 Erben, U. et al. A guide to histomorphological evaluation of intestinal inflammation 1087 

in mouse models. Int J Clin Exp Pathol 7, 4557-4576 (2014). 1088 

106 Zhang, J., Kobert, K., Flouri, T. & Stamatakis, A. PEAR: a fast and accurate Illumina 1089 

Paired-End reAd mergeR. Bioinformatics 30, 614-620, 1090 

doi:10.1093/bioinformatics/btt593 (2014). 1091 

107 Huson, D. H. et al. MEGAN Community Edition - Interactive Exploration and 1092 

Analysis of Large-Scale Microbiome Sequencing Data. PLoS Comput Biol 12, 1093 

e1004957, doi:10.1371/journal.pcbi.1004957 (2016). 1094 

108 Caporaso, J. G. et al. QIIME allows analysis of high-throughput community 1095 

sequencing data. Nat Methods 7, 335-336, doi:10.1038/nmeth.f.303 (2010). 1096 

109 Wickham, H. ggplot2: Elegant Graphics for Data Analysis.  (Springer-Verlag, 2016). 1097 

110 R Development Core Team. in R Foundation for Statistical Computing    (Vienna, 1098 

Austria, 2010). 1099 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1111/j.1654-1103.2003.tb02228.x
https://github.com/tseemann/snp-dists
https://doi.org/10.1101/2021.08.03.454877


 33 

111 Hadfield, J. et al. Phandango: an interactive viewer for bacterial population genomics. 1100 

Bioinformatics, doi:10.1093/bioinformatics/btx610 (2017). 1101 

 1102 

(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877


(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 August 3, 2021. ; https://doi.org/10.1101/2021.08.03.454877doi: bioRxiv preprint 

https://doi.org/10.1101/2021.08.03.454877

