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	PDB ID code
	Number of aligned residues
	E-valuea
	Enzymeb
	Classification
	Source

	1IOW 
	300
	
	D-alanine-D-alanine ligase – query enzyme
	ligase
	Escherichia coli

	3I12 
	117
	8.73e-71
	D-alanine-D-alanine ligase A
	ligase
	Salmonella typhimurium

	2I87 
	117
	3.75e-69
	D-alanine-D-alanine ligase
	ligase
	Staphylococcus aureus

	3E5N 
	112
	4.21e-47
	D-alanine-D-alanine ligase A
	ligase
	Xanthomonas oryzae

	2ZDH 
	96
	9.97e-44
	D-alanine-D-alanine ligase
	ligase
	Thermus thermophilus

	3K3P 
	89
	6.25e-53
	D-alanine-D-alanine ligase
	ligase
	Streptococcus mutans

	1E4E 
	80
	1.42e-54
	D-alanyl-D-lactate ligase (VanA)
	ligase
	Enterococcus faecium

	3LWB 
	76
	2.34e-60
	D-alanine-D-alanine ligase
	ligase
	Mycobacterium tuberculosis

	1EHI 
	68
	2.45e-56
	D-alanyl-D-lactate ligase (VanA)
	ligase
	Leuconostoc mesenteroides

	1A9X 
	54
	6.74e-15
	carbamoyl phosphate synthetase
	transferase
	Escherichia coli

	2W70 
	52
	2.19e-21
	biotin carboxylase
	ligase
	Escherichia coli

	2X8U 
	44
	1.54e-06
	serine palmitoyltransferase
	transferase
	Sphingomonas wittichii

	3KAL 
	40
	6.23e-11
	homoglutathione synthetase
	ligase
	Glycine max

	2PVP 
	35
	1.86e-30
	D-alanine-D-alanine ligase
	ligase
	Helicobacter pylori

	2VPQ 
	35
	4.59e-17
	acetyl-CoA carboxylase
	ligase
	Staphylococcus aureus

	3ETH 
	32
	5.37e-20
	phosphoribosylaminoimidazole carboxylase ATPase subunit
	lyase
	Escherichia coli

	2VQD 
	32
	2.42e-13
	biotin carboxylase
	ligase
	Pseudomonas aeruginosa

	2YW2 
	30
	1.10e-10
	phosphoribosylamine--glycine ligase
	ligase
	Aquifex aeolicus

	2DWC 
	30
	1.89e-08
	hypothetical phosphoribosylglycinamide formyl transferase
	transferase
	Pyrococcus horikoshii ot3

	1ULZ 
	29
	3.29e-10
	pyruvate carboxylase
	ligase
	Aquifex aeolicus

	2DZD 
	29
	2.62e-09
	pyruvate carboxylase
	ligase
	Geobacillus thermodenitrificans

	1VKZ 
	27
	3.87e-14
	phosphoribosylamine--glycine ligase
	ligase
	Thermotoga maritima

	3DF7 
	27
	1.12e-17
	putative ATP-grasp superfamily protein
	structural genomics
	Archaeoglobus fulgidus

	2YRX 
	27
	1.05e-07
	phosphoribosylglycinamide synthetase
	ligase
	Geobacillus kaustophilus 

	2QK4 
	25
	9.67e-16
	glycinamide ribonucleotide synthase
	ligase
	Homo sapiens

	3GLK 
	25
	7.02e-14
	acetyl-CoA carboxylase
	ligase
	Homo sapiens

	3K5I 
	25
	6.70e-08
	phosphoribosyl-aminoimidazole carboxylase
	lyase
	Aspergillus clavatus

	1KJQ 
	24
	3.14e-09
	phosphoribosylglycinamide formyltransferase 2
	transferase
	Escherichia coli

	3FDD 
	24
	6.28e-08
	L-aspartate-beta-decarboxylase
	lyase
	Pseudomonas dacunhae

	1M0W 
	23
	4.10e-12
	glutathione synthetase
	ligase
	Saccharomyces cerevisiae

	2O8M 
	23
	3.09e-05
	protease
	viral protein
	Hepatitis c virus

	1XG2 
	21
	1.90e-05
	pectinesterase 1
	hydrolase
	Solanum lycopersicum

	2CFG 
	21
	5.24e-05
	amine oxidase
	oxidoreductase
	Arthrobacter globiformis

	3MJF 
	20
	3.99e-11
	phosphoribosylamine--glycine ligase
	ligase
	Yersinia pestis

	1GEE 
	20
	3.97e-06
	glucose dehydrogenase
	oxidoreductase
	Bacillus megaterium

	2HGS 
	19
	1.06e-08
	glutathione synthetase
	ligase
	Homo sapiens

	2FHF 
	19
	3.34e-08
	pullulanase
	hydrolase
	Klebsiella aerogenes

	3HBL 
	18
	1.43e-07
	pyruvate carboxylase
	ligase
	Staphylococcus aureus

	2PN1 
	18
	5.54e-12
	carbamoylphosphate synthase
	ligase
	Exiguobacterium sibiricum

	3LUL 
	18
	4.08e-06
	4-amino-4-deoxychorismate lyase
	lyase
	Legionella pneumophila

	1UC8 
	17
	1.85e-11
	lysine biosynthesis enzyme
	biosynthetic protein
	Thermus thermophilus

	3FI8 
	17
	1.91e-06
	choline kinase
	transferase
	Plasmodium falciparum

	1H72 
	16
	1.86e-08
	homoserine kinase
	transferase
	Methanococcus jannaschii

	1VPK 
	16
	3.11e-05
	DNA polymerase III, beta subunit
	transferase
	Thermotoga maritima

	3N6R
	15
	1.83e-06
	propionyl-CoA carboxylase
	ligase
	Ruegeria pomeroyi

	3BTP 
	15
	6.48e-09
	single-strand DNA-binding protein
	DNA binding protein
	Agrobacterium tumefaciens

	3E5D 
	15
	4.83e-07
	putative glyoxalase I
	structural genomics
	Listeria monocytogenes

	3MTK 
	15
	1.64e-07
	diguanylate cyclase/phosphodiesterase
	transferase
	Caldicellulosiruptor saccharolyticus

	2VQE 
	14
	9.29e-09
	30S ribosomal protein S4
	ribosome
	Thermus thermophilus

	1SJW 
	14
	5.48e-07
	nogalonic acid methyl ester cyclase
	lyase
	Streptomyces nogalater

	3C5I 
	14
	2.49e-07
	choline kinase
	transferase
	Plasmodium knowlesi 

	2D16 
	14
	7.61e-05
	hypothetical protein PH1918
	structural genomics
	Pyrococcus horikoshii

	3MWD 
	13
	2.95e-07
	ATP-citrate synthase
	transferase
	Homo sapiens

	2Z04 
	13
	1.07e-05
	phosphoribosylaminoimidazole carboxylase ATPase subunit
	lyase
	Aquifex aeolicus 

	1WR2 
	13
	7.91e-05
	hypothetical protein PH1789
	structural genomics
	Pyrococcus horikoshii

	1LSH 
	12
	1.04e-05
	lipovitellin
	lipid binding protein
	Ichthyomyzon unicuspis

	3G8Y 
	12
	3.17e-06
	SusD/RagB-associated esterase-like protein
	hydrolase
	Bacteroides vulgatus

	3C9H 
	12
	5.16e-06
	ABC transporter, substrate binding protein
	transport protein
	Agrobacterium tumefaciens

	3NNG 
	12
	6.43e-06
	uncharacterized protein
	structural genomics
	Bacteroides fragilis

	2NS1 
	12
	6.78e-06
	nitrogen regulatory protein P-II 2
	signaling protein
	Escherichia coli

	1U04 
	12
	1.17e-05
	hypothetical protein PF0537
	hydrolase
	Pyrococcus furiosus

	1UYN 
	12
	3.23e-06
	autotransporter
	membrane protein
	Neisseria meningitidis

	1DPG 
	11
	7.38e-06
	glucose 6-phosphate dehydrogenase
	oxidoreductase
	Leuconostoc mesenteroides

	3A4U 
	11
	7.61e-05
	protein ERGIC-53
	protein transport
	Homo sapiens

	2CRP 
	11
	2.28e-06
	regulator of G-protein signaling 5
	signaling protein
	Homo sapiens

	1CZD 
	11
	3.83e-05
	DNA polymerase accesory protein G45
	gene regulation
	Enterobacteria phage t4

	3C2U 
	11
	4.55e-05
	xylosidase/arabinosidase
	hydrolase
	Selenomonas ruminantium

	3CPX 
	11
	7.29e-05
	aminopeptidase, M42 family
	hydrolase
	Cytophaga hutchinsonii

	3KFU 
	11
	4.72e-05
	aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit B
	ligase
	Thermus thermophilus

	2O90 
	10
	3.84e-05
	dihydroneopterin aldolase
	lyase
	Escherichia coli

	3BK6 
	10
	7.52e-05
	PH stomatin
	membrane protein
	Pyrococcus horikoshii

	3E6U 
	10
	7.95e-07
	LanC-like protein 1
	signaling protein
	Homo sapiens

	1OSM 
	10
	5.71e-05
	osmoporin OmpK36
	membrane protein
	Klebsiella pneumoniae

	1SGV 
	9
	2.48e-05
	tRNA pseudouridine synthase B
	lyase
	Mycobacterium tuberculosis

	1E5K 
	9
	7.22e-07
	molybdopterin-guanine dinucleotide biosynthesis protein A
	transferase
	Escherichia coli

	3CNR 
	9
	9.06e-05
	type IV fimbriae assembly protein
	unknown function
	Xanthomonas axonopodis

	3CIT 
	9
	3.65e-05
	sensor histidine kinase
	transferase
	Pseudomonas syringae

	aE-value – expectation value; bHuman enzymes are written in bold.



