	Table 1. Proteomic analysis of the Clostridium perfringens toxinotype A secretome.


	Avg. Mass
	Accession
(Uniprot)
	Peptides 
(#)
	Coverage (%)
	-10lgP
	Description
	Gen/Locus
(Genbank)
	Domains (Accession)

	189 894
	Q8XKW1
	77 
	39
	353.05
	Peptidase M60 domain-containing protein
	CPE1281
	F5/8 type C domain (pfam00754, 2 copies);
Peptidase M60 (cl24257); DUF5011, (cl03620, 2 copies); Carbohydrate-binding (NPCBM; smart00776, 2 copies)

	152 411
	Q93M90
	21
	14
	239.47
	Probable collagen adhesin
	can
(plasmid encoded)
	Prealbumin-like fold (pfam17802, 2 copies); Thioester domain (pfam08341) 

	133 260
	Q8XJ10
	34
	25
	300.07
	2',3'-cyclic nucleotide 2'-phosphodiesterase 
	cpdA; 
CPE1951
	Multifunctional 2',3'-cyclic-nucleotide 2'-phosphodiesterase/3'-nucleotidase/5'-nucleotidase (cl35825)

	125 936
	P43153
	37
	60
	376.18
	Collagenase colA
	colA;
CPE0173
	Peptidase family M9 (pfam08453); Collagenase G (cl39822); PKD domain (pfam18911)

	125 992
	Q8XNP3
	17
	17
	249.12
	[bookmark: _Hlk124363965]Endo-beta-N-acetylglucosaminidase 
	CPE0289
	Endo-beta-N-acetylglucosaminidase D (cl44115):
F5/8 type C domain (pfam00754); PKD repeat (COG3291); Fibronectin type 3 domain (cd00063); 
LPXTG-motif cell wall anchor domain (TIGR01167); 

	123 045
	Q8XIL2
	19
	11
	231.21
	DUF1533 domain-containing protein
	CPE2107
	 DUF1533 (cl06539)

	122 462
	Q8XL11
	23
	23
	277.28
	N-acetylglucosaminidase
	CPE1231
	Bacterial SH3 domain (pfam08239, 3 copies);YgiM (cl34551;4 copies); Beta-N-acetylglucosaminidase (cl27490)

	96 690
	Q8XNF8
	30
	34
	277.50
	Endo-beta-galactosidase C
	CPE0375
	F5/8 type C (2 copies; pfam00754); GH16_laminarinase_like (cd08023)

	92 203
	Q8XMR4
	15
	18
	203.05
	LYZ2 domain-containing protein 
	CPE0624
	Beta-N-acetylglucosaminidase (cl27490); Pneumococcal surface protein PspC, choline-binding form (cl41462)

	90 512
	Q8XNK4
	16
	20
	219.90
	NPCBM domain-containing protein 
	CPE0329
	NPCBM carbohydrate binding module (smart00776); Glycosyl hydrolase family 98M (cl07061)

	81 511
	[bookmark: _Hlk124364181]Q8XIF9
	6
	7
	151.86
	[bookmark: _Hlk124364117][bookmark: _Hlk124364094]Bifunctional metallophosphatase/5'-nucleotidase
	cpdC; 
CPE2162
	Multifunctional 2’,3’-cyclic-nucleotide 2’-phosphodiesterase/3’-nucleotidase/5’-nucleotidase (cl35825); LPXTG-motif cell wall anchor (TIGR01167)

	77 314
	Q8XMG4
	43
	43
	343.87
	Exo-alpha-sialidase
	nanI;
CPE0725
	Non viral sialidase (cd15482)

	66 482
	P26823
	20
	30
	234.94
	Chaperone protein DnaK
	dnaK;
CPE0248
	molecular chaperone DnaK (PRK00290)

	63 368
	Q8XMR3
	18
	28
	254.26
	Cell wall binding repeat-containing protein/zinc carboxypeptidase 
	CPE0625
	Glucan-binding superfamily COG5263 (cl34963);M14 family of metallocarboxypeptidases (cl11393);
pneumococcal surface protein PspC, choline-binding form (cl41462)

	59 275
	Q8XM44
	26
	29
	328.14
	Alpha-clostripain
	cloSI;
CPE0846
	Cysteine protease Clostripain (TIGR02806)

	58 688
	Q8XKP0
	8
	14
	192.07
	SH3 domain/NlpC/P60 family protein
	CPE1354
	Bacterial SH3 domain (4 copies; pfam08239);Cell wall-associated hydrolase, NlpC family (COG0791)

	57367
	P26821
	7
	25
	158.70
	60 kDa chaperonin
	groEL;
CPE2289
	chaperonin GroEL (PRK00013)

	55 830
	P0C2E9
	31
	49
	336.87
	Thiol-activated cytolysin (Perfingolysin)
	pfoA;
CPE0163
	Thiol-activated cytolysin (pfam01289);Thiol-activated cytolysin beta lucosa domain (pfam17440)

	54 346
	Q8XIN7
	12
	22
	198.17
	DUF3502 domain-containing protein
	CPE2078
	Type 2 periplasmic binding fold (cl21456); DUF3502 (pfam12010)

	54 258
	Q8XLL1
	14
	24
	219.30
	DUF3502 domain-containing protein
	CPE1030
	Type 2 periplasmic binding fold (cl21456); DUF3502 (pfam12010)

	53 324
	Q8XMR2
	5
	13
	154.88
	YkuD domain-containing protein
	CPE0626
	Pneumococcal surface protein PspC, choline-binding form (cl41462); L,D-peptidoglycan transpeptidase YkuD (cl43946)

	51 940
	Q8XLN5
	10
	18
	181.49
	M18 family aminopeptidase
	CPE1006
	  Zinc aminopeptidase 1 (PRK02256)

	49 771
	Q8XI54
	9
	16
	188.89
	Glucose-6-phosphate isomerase
	pgi;
CPE2267
	[bookmark: _Hlk124574158]Glucose-6-phosphate isomerase (PRK14097)

	49 471
	Q8XNH1
	5
	12
	170.99
	Pyruvate kinase
	pykA;
CPE2149
	pyruvate kinase (cl35470)

	47 721
	Q8XHF5
	10
	19
	154.57
	Probable X-pro aminopeptidase
	CPE2530
	Aminopeptidase P (smart01011); Prolidase (cd01087)

	47 217
	P0C2E1
	7
	15
	166.89
	Arginine deiminase
	arcA;
CPE0168
	arginine deiminase (PRK01388)

	46 949
	Q8XKU4
	9
	17
	153.84
	Enolase
	eno;
CPE1249
	Enolase (PRK00077)

	46 186
	Q8XJF2
	9
	17
	154.88
	Pyrimidine-nucleoside phosphorylase
	deoA;
CPE1807
	pyrimidine-nucleoside phosphorylase (cl42907)

	45 530
	P0C216
	30
	23
	296.23
	 Phospholipase C (Alpha toxin)
	CPE0036
	Zinc dependent phospholipase C (smart00770); PLAT (cd00113)

	43 980
	Q8XHY1
	18
	33
	242.22
	probable maltose ABC transporter
	CPE2343
	periplasmic-binding component of ABC transport systems specific for maltose (cd13586)

	42 555
	Q8XNZ9
	7
	16
	159.70
	Cystathionine beta-synthase
	metB;
CPE0176
	Aspartate aminotransferase I (cl18945)

	38 741
	Q8XNA0
	10
	27
	175.08
	Probable ion-uptake ABC transporter
	CPE0438
	Substrate binding domain of ferric iron-binding protein (cd13542)

	37 153
	P0C2E4
	18
	35
	163.83
	Ornithine carbamoyltransferase
	arcB;
CPE0169
	ornithine carbamoyltransferase (PRK04284)

	38 422
	Q8XHK0
	6
	17
	157.38
	Foldase protein PrsA
	prsA;
CPE2483
	peptidylprolyl isomerase (PRK00059)

	36 700
	Q8XKB3
	6
	16
	150.76
	ABC transporter substrate-binding protein
	CPE1487
	ABC-type nitrate/sulfonate/bicarbonate transport system (cl43248)

	36 632
	Q8XIW4
	9
	24
	205.19
	NAGPA domain-containing protein
	CPE1999
	Phosphodiester glycosidase (NAGPA; cl42026)

	36 629
	Q8XK52
	6
	22
	171.18
	Probable endo-1,4-beta-xylanase
	CPE1551
	NodB homology of S.mutans polysaccharide deacetylase PgdA (cd10944)

	34 503
	Q8XP50
	9
	22
	184.08
	N-acetylmuramoyl-L-alanine amidase domain-containing protein
	CPE0115
	N-acetylmuramoyl-L-alanine amidase (pfam01520)

	29 991
	Q8XN18
	20
	6
	175.46
	SGNH_hydro domain-containing protein
	CPE0520
	SGNH_hydrolase (cd00229)



