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a b s t r a c t

We studied stool specimens from 33 autistic children aged 2e9 years with gastrointestinal (GI) abnor-
malities and 13 control children without autism and without GI symptoms. We performed quantitative
comparison of all Clostridium species and Clostridium perfringens strains from the fecal microbiota by
conventional, selective anaerobic culture methods. We isolated C. perfringens strains and performed PCR
analysis for the main C. perfringens toxin genes, alpha, beta, beta2, epsilon, iota and C. perfringens
enterotoxin gene. Our results indicate that autistic subjects with gastrointestinal disease harbor statis-
tically significantly (p ¼ 0.031) higher counts of C. perfringens in their gut compared to control children.
Autistic subjects also harbor statistically significantly (p ¼ 0.015) higher counts of beta2-toxin gene-
producing C. perfringens in their gut compared to control children, and the incidence of beta2-toxin
gene-producing C. perfringens is significantly higher in autistic subjects compared to control children
(p ¼ 0.014). Alpha toxin gene was detected in all C. perfringens strains studied. C. perfringens enterotoxin
gene was detected from three autistic and one control subject. Beta, epsilon, and iota toxin genes were
not detected from autistic or control subjects.

© 2017 Elsevier Ltd. All rights reserved.
1. Introduction

Intestinal clostridia contribute to the clinical picture of autism
[1]. Our microbiological studies have revealed a higher incidence
and higher counts of clostridia in autism subjects' fecal samples
compared to control samples and there is a significantly reduced
overall bacterial diversity in the feces of the autistic group children
[2e4]. Real-time PCR studies showed that Clostridium cluster I was
statistically significantly higher in counts in autistic children in
comparison to control children [4]. Similarly, Parracho et al.
compared the fecal microbiota of autistic children with healthy
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, colony forming units; CPE,
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iarrhea; UV, ultra violet.
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siblings and unrelated healthy children and noted a higher inci-
dence of Clostridium clusters I and II in autistic children than in
healthy controls, but an intermediate level of these clostridia in
siblings of the autistic children [5].

It is generally recognized that cluster I forms the basis of the
genus Clostridium [6]. Clostridium perfringens is a clinically impor-
tant Clostridium species within Clostridium cluster I. C. perfringens
are anaerobic, Gram-positive, and spore-forming bacteria which
are common in many different microbiota, and are found in soil,
marine sediment, decaying vegetation, and in the intestinal tract of
humans and other organisms. They are thought to be among the
most common pathogens in existence, and have a short generation
time, enabling them to proliferate very rapidly, given optimal
conditions. C. perfringens is classified by strain types, separated into
5 groups, denoted A-E. These groups are established based on
which particular toxins each one can produce. The major toxins
used for strain classification are alpha toxin, beta toxin, epsilon
toxin, and iota toxin [7]. While these toxins are used for grouping
purposes and are responsible for most of the symptoms in the
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variety of diseases caused by C. perfringens, strains are able to
produce an assortment of other toxins as well as enterotoxins.
C. perfringens can cause a variety of symptoms depending on the
strain and toxin present, resulting in a range of conditions from
mild enteric disease to severe soft tissue necrosis and gas gangrene.
More recently, a new C. perfringens toxin, beta2-toxin, was
described from animal and human disease, especially antibiotic-
associated gastrointestinal disease [8,9]. C. perfringens can be pre-
sent in the gut microbiota of humans and animals alike without the
host individual displaying any negative signs or symptoms.

This study examined the presence of C. perfringens and
C. perfringens toxin genes in the gut of autistic children in com-
parison with control children, utilizing conventional culture and
PCR methods. We describe the importance of the C. perfringens
beta2-toxin in autism.

2. Materials and methods

2.1. Sample collection and subject characteristics

This study used previously processed and homogenized stool
specimens stored frozen at �80 �C. We studied stool specimens
from 33 children diagnosed with autism spectrum disorder (ASD)
aged 2e9 years with GI abnormalities and 13 age- and sex-matched
control children without autism and without GI symptoms. The
study was carried out in accordance with the guidelines of the
Institutional Review Board of the VA Greater LA Health Center.

2.2. Clostridium culture

We performed quantitative comparison of Clostridium species
and specifically C. perfringens strains from the fecal microbiota of
autistic and control children by conventional, selective anaerobic
culture methods. Aliquots of the homogenized specimens were
diluted 1:10 in pre-reduced thioglycollate broth (Anaerobe Sys-
tems, Morgan Hill, CA). For the selective isolation of Clostridium,
these diluted aliquots of the stool specimens were processed two
ways, utilizing ethanol and heat treatments, to select spores. For
ethanol treatment, a 1 ml aliquot of thioglycollate broth was
incubated with 100% ethanol for 10 min. For heat treatment, the
rest of the thioglycollate tube was incubated at 80 �C for 10 min.
Subsequently, 10-fold serial dilutions were plated (100ml/plate)
onto Brucella and CDC agar plates (Anaerobe Systems) from both
preparations. The plates were incubated under anaerobic condi-
tions at 37 �C for 72 h before initial inspection and re-incubated up
to 7 days [10]. Anaerobic conditions consisted of a gasmixture of 5%
CO2, 5% H2, and 90% N2; residual oxygenwas removed by palladium
catalysts. Clostridium colonies were counted and the counts were
adjusted to dry weight of stool. Similarly, characteristic
C. perfringens colony types were counted. These consisted of large,
usually irregular or spreading, colonies surrounded by a double
zone of b-hemolysis. The counts were adjusted to dry weight of
stool. Single C. perfringens colonies were selected, described and
subcultured on Brucella agar and incubated for 48 h, as described
above. Additionally, as a back-up enrichment culture, the heat-
treated thioglycollate tubes were incubated at 37 �C for 72 h and
then let stand at room temperature for one week before
subculturing.

2.3. Reference strains

C. perfringens reference strains ATCC 3626 and ATCC 14809 were
obtained from the American Type Culture Collection (ATCC). The
strains were grown 48 h on Brucella agar and processed as
described below.
2.4. DNA extraction

For PCR analysis of C. perfringens, several single colonies ob-
tained after 48 h cultivation on Brucella agar were inoculated into
250 ml nuclease-free water and boiled for 20 min to lyse the cells.
After centrifugation at 13000g for 5 min at room temperature, the
supernatant fluid was removed and used in the PCR reaction.

2.5. Toxin gene PCR

We performed PCR analysis for the main C. perfringens toxins to
detect the genes for C. perfringens alpha-toxin (cpa), beta-toxin
(cpb), beta2-toxin (cpb2), iota-toxin (iA), and enterotoxin (cpe) us-
ing primer pairs as shown in Table 1. The C. perfringens strains were
typed utilizing methods previously described [11,12] with the
exception that instead of multiplex PCR, single PCRs were per-
formed with each primer pair. The PCR conditions were as follows:
DNA was denatured for 2 min at 95 �C and amplified for 35 cycles
(1 min at 94 �C, 1 min at 55 �C, 1 min at 72 �C for denaturation,
annealing and extension phases, respectively), followed by an
additional period of extension for 10 min at 72 �C. PCR products
were separated by electrophoresis in a 2% (w/v) agarose gel stained
with ethidium bromide. Amplified bands were visualized and
photographed under UV illumination.

2.6. Verification of PCR products

Verification of the PCR products was done by DNA sequencing of
purified PCR product. The PCR products were excised from an
agarose gel and purified using the QIAquick gel extraction kit
(Qiagen, Valencia, CA). The purified PCR products were sequenced
directly with a Biotech Diagnostic Big Dye sequencing kit (Biotech
Diagnostics, CA) on an ABI 3130 Avant sequencer (Applied Bio-
systems, Foster City, CA). The sequencing data were analyzed by
comparison of the consensus sequences with GenBank sequences
by using Ribosomal Database Project (RDP-II) (Michigan State
University, East Lansing) [13], and Basic Local Alignment Search
Tool (BLAST) [14]. Analyses of the sequences were performed by
comparing with the sequences of the type strains retrieved from
GenBank by using the program Clustal W [15].

2.7. Statistics

The CFU/g comparisons were determined by comparing means
using the t-test and Wilcoxon t-test model. The proportions of the
beta2-toxin gene were compared by Fisher exact test. Significance
reported for any analysis was defined as p � 0.05. Spearman's rank
correlation coefficient was calculated between C. perfringens CFU/g
and beta2-toxin gene-producing C. perfringens CFU/g.

3. Results

We performed quantitative, selective anaerobic culture from
stool specimens of 33 autistic children and 13 control children
(Table 2). Overall, the mean colony forming unit (CFU) Clostridium
cell count obtained from stool samples of the autistic children was
9.2 � 107 CFU/g dry weight, and 4.73 � 107 CFU/g dry weight from
normal control children. 30/33 and 10/13 autism and control
samples, respectively, yielded C. perfringens. The mean CFU
C. perfringens cell count obtained from stool samples of the autistic
children was 2.12 � 105 CFU/g dry weight, and 1.7 � 104 CFU/g dry
weight from normal control children.

Altogether 134 C. perfringens colonies from the autism and
control samples were subjected to toxin PCR. A single band on
electrophoresis of expected size corresponding to the type strain



Table 1
Primers for PCR detection of Clostridium perfringens toxin genes cpa (alpha toxin), cpb (beta toxin), cpb2 (beta2 toxin), cpe (enterotoxin), etx (epsilon toxin), and cpia (iota
toxin).

Forward primer Reverse primer Size Ref.

cpa GCTAATGTTACTGCCGTTGA CCTCTGATACATCGTGTAAG 324 11
cpb GCGAATATGCTGAATCATCTA GCAGGAACATTAGTATATCTTC 196 11
cpb2 AGATTTTAAATATGATCCTAACC CAATACCCTTCACCAAATACTC 548 12
cpe GGAGATGGTTGGATATTAGG GGACCAGCAGTTGTAGATA 233 11
cpetx TGGGAACTTCGATACAAGCA AACTGCACTATAATTTCCTTTTCC 655 11
cpia ACTACTCTCAGACAAGACAG CTTTCCTTCTATTACTATACG 446 11

Table 2
Clostridium perfringens mean counts (CFU/g) and toxin typing of isolates from fecal specimens of autistic and control children.

Specimens CFU/g Number of positive specimens

Total C. perfringens isolated Clostridium C. perfringens Beta2-Toxin gene-positive
C. perfringens

Beta2-Toxin CPE Alpha Beta Epsilon Iota

Autism 33 30 9.20 � 107 2.12 � 105 6.55 � 104 26/33 (79%) 3/33 (9%) 30 0 0 0
Control 13 10 4.73 � 107 1.70 � 104 1.48 � 103 5/13 (38%) 1/13 (8%) 10 0 0 0
p-value 0.17 0.031 0.015 0.014
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band was considered positive (Fig. 1). A sequence analysis of the
purified PCR product was done on 14 isolates, and the identity of
the PCR product was verified as the target sequence with 99e100%
sequence similarity to GenBank type strain entries and to each
other. All tested C. perfringens harbored C. perfringens alpha toxin
gene, 26 autism samples and 5 control samples harbored genes for
beta2-toxin, and 3 autism and 1 control sample harbored genes for
C. perfringens enterotoxin; sequences corresponding to genes for
beta toxin, epsilon toxin, or iota toxin were not detected (Table 2).
The PCR analysis for clostridial toxins of C. perfringens isolates
revealed that autism samples had statistically significantly
(p ¼ 0.014) higher incidence of C. perfringens beta2-toxin gene
(Table 2). The mean CFU of beta2-toxin gene-producing
C. perfringens cell count obtained from stool samples of the
autistic children was 6.55 � 104 CFU/g dry weight, and
1.48 � 103 CFU/g dry weight from normal control children
(p¼ 0.015). C. perfringens CFU/g and the CFU/g of beta2-toxin gene-
producing C. perfringens were moderately, positively correlated
(Spearman corr ¼ 0.7125) (Fig. 2).
4. Discussion

Gastrointestinal symptoms are increasingly reported in autistic
children [16e18]. Published data suggests that an alteration in
colonic microbiota contributes to autistic symptoms [2,3,5]. Simi-
larly, reports have linked gastrointestinal dysfunctionwith affective
symptoms [19]; and dietary induced shifts in bacterial diversity
have been linked with changes in animal behavior indicating a role
for gut bacterial diversity in memory and learning [20]. Recent
Fig. 1. Clostridium perfringens toxin PCR on autistic subjects. 1, MW marker; 2e12, C. perfring
(CPE, 16 ¼ ATCC 14809).
reports have also documented increased oxidative stress in autism
[21,22]. Our previous studies indicated that Clostridium Cluster I
was statistically significantly higher in autism samples as compared
to control samples [4]. C. perfringens is a common Cluster I gut
Clostridium and is capable of production of a great diversity of
biologically active proteins including toxins, many of which are
important in disease and may play a role in gastrointestinal
dysfunction and oxidative stress. It has been reported that healthy
people carry less than 105 C. perfringens CFU/g feces [23]. In the
present study, we found that samples from autistic subjects have
statistically significantly higher counts of the species C. perfringens
(p ¼ 0.031) compared to samples from control subjects with mean
counts of over 105 CFU/g.

Generally, a low percentage (1e5%) of C. perfringens isolates
from healthy human fecal microbiota produce enterotoxin [24].
Similarly, in our study the proportion of enterotoxin gene-positive
C. perfringens was low in both autistic (3 positive samples) and
control (1 positive sample) subjects. The significance of
enterotoxin-positive C. perfringens in healthy subjects is not clearly
understood; however, it cannot be ruled out that some healthy
subjects may serve as a reservoir for toxin-positive C. perfringens
and therefore may be more prone to developing C. perfringens-
associated diseases, particularly in case of damaged intestinal
mucosa, impaired immunity or dysbiosis.

C. perfringens beta2-toxin was first studied and described in
1997 by Popoff's group [7]. Initially it was found in enteric disease
in animals (piglets, horses) and in food. Subsequently, it was found
in other animals and in soil, and finally in humans. C. perfringens
isolates carrying beta2-toxin have been described in human
ens beta2-toxin (12 ¼ ATCC 3626); 13, MW marker; 14e16, C. perfringens entero-toxin



Fig. 2. Spearman's rank correlation of C. perfringens CFU/g and the CFU/g of beta2-toxin-producing C. perfringens presented in log 10 scale blue ¼ autism, red ¼ control, log
(value þ 100). Spearman's corr ¼ 0.7125 showing moderate, positive correlation. (For interpretation of the references to colour in this figure legend, the reader is referred to the web
version of this article.)
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gastrointestinal diseases, including food poisoning, antibiotic-
associated diarrhea (AAD) and sporadic diarrhea (SD). Altogether
24% (7/29) of isolates from humans with food poisoning were
shown to harbor beta2-toxin whereas 76% (34/46) isolates from
humans suffering with either AAD or SD were beta2-toxin positive
[25]. Thirty-four of these AAD- and SD-isolates produced beta2-
toxin in vitro, whereas only one food poisoning isolate produced
the toxin. From the one healthy person tested, a beta2-toxin
-harboring C. perfringens was also isolated and was capable of
producing the beta2-toxin in vitro [25]. The descriptions of AAD did
not indicate the severity of the AAD or whether Clostridium difficile
was also present. Another study characterizing C. perfringens iso-
lates of SD patients demonstrated the presence of beta2-toxin in
87% (12/14) isolates; ten of these isolates produced the beta2-toxin
in vitro [26]. In a study of fecal samples of 43 healthy North
Americans, 13 (30%) of the people had beta2-toxin -harboring
C. perfringens [27].
Our findings suggest that the involvement of beta2-toxin in
autistic patients with gastrointestinal disease is significant, with
79% of the 33 autism patients showing the presence of beta2-toxin
gene in feces, compared to 38% of the 13 control subjects
(p ¼ 0.014). Our results are remarkably similar to reports where
subjects with AAD and SD were shown to harbor 76e87% of beta2-
toxin producing C. perfringens [25,26], and normal healthy subjects
30% [27]. The apparent occurrence of high levels of beta2-toxin
positive C. perfringens in autistic children's gut is particularly rele-
vant given the importance of such opportunistic pathogens in hosts
with immature or compromised immune system. Generally,
C. perfringens colonizes the intestinal tract in the early postnatal
period; however, the source of toxin gene-producing C. perfringens
strains in our study population remains to be determined. Further
studies are also required to determine whether the strains identi-
fied as positive for the beta2-toxin and enterotoxin genes are
capable of producing biologically active toxin.



S.M. Finegold et al. / Anaerobe 45 (2017) 133e137 137
Acknowledgments

This work was supported in part by the Autism Research Insti-
tute, San Diego, CA. We thank Jeff Gornbein, Ph.D., UCLA, for sta-
tistical analysis.

References

[1] S.M. Finegold, Therapy and epidemiology of autism - clostridial spores as key
elements, Med. Hypotheses 70 (2008) 508e511.

[2] R.H. Sandler, S.M. Finegold, E.R. Bolte, C.P. Buchanan, A.P. Maxwell,
M.L. Vaisanen, M.N. Nelson, H.M. Wexler, Short-term benefit from oral van-
comycin treatment of regressive-onset autism, J. Child. Neurol. 15 (2000)
429e435.

[3] S.M. Finegold, D. Molitoris, Y. Song, C. Liu, M.-L. V€ais€anen, E. Bolte,
M. McTeague, R. Sandler, H. Wexler, E.M. Marlowe, M.D. Collins, P.A. Lawson,
P. Summanen, M. Baysallar, T.J. Tomzynski, E. Read, E. Johnson, R. Rolfe,
P. Nasir, H. Shah, D.A. Haake, P. Manning, A. Kaul, Gastrointestinal microflora
studies in late-onset autism, Clin. Infect. Dis. 35 (Suppl.1) (2002) S6eS16.

[4] Y. Song, C. Liu, S.M. Finegold, Real-time PCR quantitation of clostridia in feces
of autistic children, Appl. Environ. Microbiol. 70 (2004) 6459e6465.

[5] H.M. Parracho, M.O. Bingham, G.R. Gibson, A.L. McCartney, Differences be-
tween the gut microflora of children with autistic spectrum disorders and that
of healthy children, J. Med. Microbiol. 54 (Pt 10) (2005) 987e991.

[6] E. Stackebrandt, I. Kramer, J. Swiderski, H. Hippe, Phylogenetic basis for a
taxonomic dissection of the genus Clostridium, FEMS Immunol. Med. Micro-
biol. 24 (3) (1999 Jul) 253e258. PubMed PMID: 10397308.

[7] M.R. Popoff, B. Poulain, Bacterial toxins and the nervous system: neurotoxins
and multipotential toxins interacting with neuronal cells, Toxins 2 (2010)
683e737.

[8] M. Gibert, C. Jolivet-Reynaud, M.R. Popoff, Beta2 toxin, a novel toxin produced
by Clostridium perfringens, Gene 203 (1) (1997 Dec 5) 65e73.

[9] D.J. Fisher, Clostridium Perfringens beta2 Toxin: a Potential Accessory Toxin in
Gastrointestinal Diseases of Humans and Domestic Animals, Theses, Univer-
sity of Pittsburgh, 2006.

[10] H.R. Jousimies-Somer, P. Summanen, D. Citron, E. Baron, H.M. Wexler,
S.M. Finegold, Wadsworth-KTL Anaerobic Bacteriology Manual, 6th edit, Star
publishing, Belmont, 2002.

[11] R.R. Meer, J.G. Songer, Multiplex polymerase chain reaction assay for geno-
typing Clostridium perfringens, Am. J. Vet. Res. 58 (7) (1997 Jul) 702e705.

[12] H.S. Garmory, N. Chanter, N.P. French, D. Bueschel, J.G. Songer, R.W. Titball,
Occurrence of Clostridium perfringens b2-toxin amongst animals, determined
using genotyping and subtyping PCR assays, Epidemiol. Infect. 124 (2000)
61e67.

[13] B.L. Maidak, J.R. Cole, T.G. Lilburn, C.T. Parker, P.R. Saxman, R.J. Farris,
G.M. Garrity, G.J. Olsen, T.M. Schmidt, J.M. Tiedje, The RDP-II (ribosomal
Database Project), Nucleic Acid. Res. 29 (2001) 173e174.

[14] D.A. Benson, I. Kars, D.J. Lipman, J. Ostell, B.A. Rapp, D.L. Wheeler, GenBank,
Nucleic Acid. Res. 30 (2002) 17e20.

[15] D. Higgins, J. Thompson, T. Gibson, J.D. Thompson, D.G. Higgins, T.J. Gibson,
W. Clustal, Improving the sensitivity of progressive multiple sequence aling-
ment through sequence weighting, position-specific gap penalties and weigh
matrix choice, Nucleic Acid. Res. 22 (1994) 4673e4680.

[16] M. Bresnahan, M. Hornig, A.F. Schultz, N. Gunnes, D. Hirtz, K.K. Lie, P. Magnus,
T. Reichborn-Kjennerud, C. Roth, S. Schjølberg, C. Stoltenberg, P. Sur�en,
E. Susser, W.I. Lipkin, Association of maternal report of infant and toddler
gastrointestinal symptoms with autism: evidence from a prospective birth
cohort, JAMA Psychiatry 72 (5) (2015 May) 466e474.

[17] D.B. Campbell, T.M. Buie, H. Winter, et al., Distinct genetic risk based on as-
sociation of MET in families with co-occurring autism and gastrointestinal
conditions, Pediatrics 123 (3) (2009) 1018e1024.

[18] D. MacFabe, Autism and the Digestive System. EP Magazine (November),
2008, pp. 55e57.

[19] L.E. Goehler, M. Lyte, R.P. Gaykema, Infection-induced viscerosensory signals
from the gut enhance anxiety: implications for psychoneuroimmunology,
Brain Behav. Immun. 21 (6) (2007) 721e726.

[20] W. Li, S.E. Dowd, B. Scurlock, V. Costa-Martinez, M. Lyte, Memory and learning
behavior in mice is temporally associated with diet-induced alterations in gut
bacteria, Physiol. Behav. 96 (4e5) (2009) 557e567.

[21] A. Chauhan, V. Chauhan, Oxidative stress in autism, Pathophysiology 13 (3)
(2006) 171e181.

[22] S.J. James, S. Melnyk, S. Jernigan, et al., Metabolic endophenotype and related
genotypes are associated with oxidative stress in children with autism, Am. J.
Med. Genet. B Neuropsychiatr. Genet. 141B (8) (2006) 947e956.

[23] M.F. Stringer, G.N. Watson, R.J. Gilbert, J.G. Wallace, J.E. Hassall, E.I. Tanner, et
al., Faecal carriage of Clostridium perfringens, J. Hyg. (Lond) 95 (1985)
277e288.

[24] R.J. Carman, S. Sayeed, J. Li, C.W. Genheimer, M.F. Hiltonsmith, T.D. Wilkins, et
al., Clostridium perfringens toxin genotypes in the feces of healthy North
Americans, Anaerobe 14 (2008) 102e108.

[25] D.J. Fisher, K. Miyamoto, B. Harrison, S. Akimoto, M.R. Sarker, B.A. McCLane,
Association of beta2 toxin production with Clostridium perfringens type A
human gastrointestinal disease isolates carrying a plasmid enterotoxin gene,
Mol. Microbiol. 56 (2005) 747e762.

[26] B. Harrison, D. Raju, H.S. Garmory, M.M. Brett, R.W. Titball, M.R. Sarker, Mo-
lecular characterization of Clostridium perfringens isolates from humans with
sporadic diarrhea: evidence for transcriptional regulation of the beta2-toxin-
encoding gene, Appl. Environ. Microbiol. 71 (2005) 8362e8370.

[27] R.J. Carman, S. Sayeed, J. Li, C.W. Genheimer, M.F. Hilton-Smith, T.D. Wikins,
B.A. McClane, Clostridium perfringens toxin genotypes in the feces of healthy
North Americans, Anaerobe 2008 (14) (2008) 102e108.

http://refhub.elsevier.com/S1075-9964(17)30029-X/sref1
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref1
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref1
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref2
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref2
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref2
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref2
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref2
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref3
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref4
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref4
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref4
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref5
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref5
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref5
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref5
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref6
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref6
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref6
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref6
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref7
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref7
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref7
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref7
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref8
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref8
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref8
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref9
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref9
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref9
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref10
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref10
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref10
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref11
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref11
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref11
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref12
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref12
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref12
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref12
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref12
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref13
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref13
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref13
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref13
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref14
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref14
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref14
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref15
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref15
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref15
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref15
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref15
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref16
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref17
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref17
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref17
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref17
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref18
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref18
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref18
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref19
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref19
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref19
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref19
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref20
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref20
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref20
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref20
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref20
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref21
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref21
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref21
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref22
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref22
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref22
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref22
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref23
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref23
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref23
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref23
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref24
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref24
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref24
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref24
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref25
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref25
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref25
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref25
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref25
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref26
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref26
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref26
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref26
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref26
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref27
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref27
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref27
http://refhub.elsevier.com/S1075-9964(17)30029-X/sref27

	Detection of Clostridium perfringens toxin genes in the gut microbiota of autistic children
	1. Introduction
	2. Materials and methods
	2.1. Sample collection and subject characteristics
	2.2. Clostridium culture
	2.3. Reference strains
	2.4. DNA extraction
	2.5. Toxin gene PCR
	2.6. Verification of PCR products
	2.7. Statistics

	3. Results
	4. Discussion
	Acknowledgments
	References


