Abb Organism Accession Position Genes

Bacillus/Clostridium
Ban Bacillus anthracis NC_003997.3 + 1768115 1768228 BAl1886  --——---
Bce Bacillus cereus NC_004722.1 + 1762546 1762659 BC1807
Bha Bacillus halodurans NC_002570.1 + 632297 632415 BHO0597 BH0598 C0G0168
Bsu Bacillus subtilis NC_000964.1 + 485659 485769 ydaO COG0531]
Bsu Bacillus subtilis NC_000964.1 + 3187277 3187391 yuaA L] yubG C0G0168
Cac Clostridum acetobutylicum NC_003030.1 + 1374250 1374352 CAc1232 [INEE]
Cac Clostridum acetobutylicum NC_003030.1 + 3232101 3232194 CAC3081 COG3773
Cth Clostridium thermocellum NZ_AABG02000023.1 - 19901 19999 Chtel033 COG0289
Oih Oceanobacillus iheyensis NC_004193.1 + 1706113 1706226 OB1662 OB1663 [COGO168 oB1664 [COGO168
Tte Thermoanaerobacter tengcongensis NC 003869.1 + 927272 927372 TTE0923 CO0G0362 MetH C0G1410
Tte Thermoanaerobacter tengcongensis NC_003869.1 + 1020691 1020786 1ytE 0G0739
Tte Thermoanaerobacter tengcongensis NC 003869.1 - 1853287 1853392 OppA9 C0G0747 DppB5 C0G0601 DppC5 COG1173 DppD5 C0G0444 OppF5 C0G1124
Actinobacteria
Cgl Corynebacterium glutamicum NC_003450.2 - 2320625 2320754 NCgl2108 COG0791
Sav Streptomyces avermitilis NC_003155.2 - 5051496 5051620 SAV4118
Sco Streptomyces coelicolor NC 003888.3 + 4507179 4507303 SCD17.12 [sLIehFEE]
COG Gene Description
trkA K+ transport systems, NAD-binding component
CO0G0168 trke Trk-type K+ transport systems, membrane components
LIEOYEE] nlpD Membrane proteins related to metalloendopeptidases
anicC Amino acid transporters
C0G0791 anlpC Cell wall-associated hydrolases (invasion-associated proteins)
C0G3773 BS cwlJ Cell wall hydrolyses involved in spore germination
€C0G0747 ddpA ABC-type dipeptide transport system, periplasmic component
C0G0601 ddpB ABC-type dipeptide/oligopeptide/nickel transport systems, permease components
€C0G1173 ddpC ABC-type dipeptide/oligopeptide/nickel transport systems, permease components
€C0G0444 ddpD ABC-type dipeptide/oligopeptide/nickel transport system, ATPase component
C0G1124 ddpF ABC-type dipeptide/oligopeptide/nickel transport system, ATPase component
€C0G0289 dapB Dihydrodipicolinate reductase
C0G0362 gnd 6-phosphogluconate dehydrogenase
C0G1410 metH 2 Methionine synthase I, cobalamin-binding domain

Structure RPN S35 5S35 TN

Consensus . . ugGGGuGAaUc
Ban BA1886 LAACGCUE ] [EACGEGEG [N UIEGUGARUCCUT
Bce BC1807
Bha BH0597
Bsu ydaO
Bsu yuaA
Cac CAC1232

Cac CAC3081 UAUAUCMAGC@- -AAA@

Cth Chtel033  AAUUTIARYEJEii—-AA

oih OB1662 ccmcmum-uacum-

Tte metH AAUGCUAEYHHTG- ~AA-[{[I[¥]

Tte 1ytE AUUAAAACA[[JeG- -AA-USdE-GAUAA -

Tte OppA9 UAUCGUUAUMEHTG- -AA-{dd- - -GAAAA- A [F[E£GCGAAUCUCUUCC---

Cgl Cgl2188 UUAGAGAAA[-EIUUAAATIET- --GCG A A {[GGUGAGUUUCCCACAAGGGUUCUCUC - GCA- GAGAGAGAAGGAGUGGGGAUABEEEE

Sav SAV4118 CUGCGCGIGUEG- ~AA-[i[8ij- -~-GCAR- A {[EGGUGAAUCACGCGGAUGCC-GCCGUGGCAA-CACGGCAGGUAUACGCGCGUABEAG-

Sco S€D17.12  CUGCGCACGHEHwG--AA-[i[de- ——GCAA—— -@CCGGGGAA@ - [L[GGUGAAUCGGGCGUAUGCC-GCCGUGGGAA- CACGGUCGEGCAGGCACCCGUABEAG-

Structure boro s >>>55555>]

Consensus yCY.RAaYCCG.cAgCUAACCcY .Gy .ARgcr

Ban BA1886 BEBGAAUCCGACAGCUAACCUCEU - ALXEEe-{ijE]

Bce BC1807 E€BcaAUCCGACAGCUARCCUCEU - AN - (1]

Bha BH0597

Bsu ydaO E€EGaAUCCGUCAGCUARCCUCGU -V XTI} CGUGAGAGGAGAUGAAUGAAACCUGUGUUCGAUGUUAUGG

Bsu yuaA uA} ~UACAGAGAGGAGGUCUAUUAUC- -

Cac CAC1232 BEEGAAUCCGUARGCUARCCUCGG- A AAAUUGAUAAAGGAAAUUAUUAUCCUUUAUCARUARUAGAAGG- UU-UAAAUUUCUUGUUUUUGCAGC
Cac CAC3081 BEEGAAUCCGUCAGCUAACCUCGU-YE-- -V T AAAAGGAGGAAGAUUAAUGAAAAAAUUUAUUUGGGCUAUUAUAUUAUUCACUUUAAG- - --UUL UGC CUACCUAAUACCU- GCAGUGCACAAAUUCUUUUARAA
Cth Chtel033  BEEGAACCCGUCAGCUAACCUCGU-IYEEEl- (Y- - - ~-UAGAGGAGUUAUGGUUGGUUAUUUUGUAUGUUAAUCAG- —---—-AGCUUC- UCUGCGGCUUUUAACAUAU
Oih OB1662 E€U-AAUCCGACAGCUAACCUCGU - TV XUl - -UCUUUGU- ARUGGUUUUUUAAUGU
Tte metH EE€BcAACCCGUCAGCUARCCCCGU - ALYEIeInT) -GAAAGAAAGGAUAUGAUAGCAUGUAAGGUGUCUUAUUGUCUUUUUUGGCACCGAAGAUAAAGCUAUAGAA -~ ---GUCC-- ---UUCUAUAGCUUUUUCAUUUC
Tte 1ytE EEEGAACCCGUCAACUAACCUCGG- AT --ARGGGUAAAUCAUGUCCAA GUUCACCUCAAAGUAAAGCCUCUCAUCGCAUUAAUUAUCGGAGGACUAUUUUUAUUUC
Tte OppA9 EEEGAGCCCGUCAGCUAACCUCEE -ANEde- -GGG, UAU- UUCGGCGGCCUVUUUUAUACCCC
Cygl Cgl2188 BEEGAACCCGACAGCUAACUCGEUCIECEYY ACAGGAAGAAUUUGGAGUUUCAUCAGAGCAAACAGGAAGAAUUUGGAGUUUCAUCAGUGGGUAAGCACCGUCGCAACAAUUCAAACGCAACUCGCAAGGCUGUAGCAGCAUCUGCAGUUGCG
Sav SAV4118 BEEGAACCCGUCAGCUARCCCEGU - AEd- [ ---GAAGGAAGGAAAGGAGCGCGCCCACGUGGCGUCCAACCGGCCUGCCCAGCAAACCUCGUUCGCACCGAGUGAGAAGUCGUACGAGUCGGAGACCUUCGGUUUCCGGGGUGACGAGGGCCCCUG

Sco SCD17.12 -GAACCCGUCAGCUAACCCGGU—W AAAGGAAGGAAAGGAGUACGCCCACGUGGCGUCAAACCGGCCUGCCCCCGAGGCCCCGUCCGCGCCCAGUGGGCACGGCACCGACACCUUCGGCUACGACGGCUACCGCGCCGAAGAGGGUCC
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