Abb Organism Accession Genes

Bacillus/Clostridium
Ban Bacillus anthracis NC 003997.1 + 1298760 1298845 BA1359 [[ef[{ik] BA1360 [elcifFli] BA1361 BAI362 COGO780
Bce Bacillus cereus NC 004722.1 + 1318948 1319033 BC1341 [ BCc1342 [LlfFly] BC1343 [LiF] BC1344 COGO780
Bha Bacillus halodurans NC_002570.1 - 2373266 2373355 BH2244 BH2243 BH2242 BH2241 COGO780
Bsu Bacillus subtilis NC 000964.1 + 1488363 1488474 ykvd ICOGO603087:37 ykvL [COGO602]7 3%/ CoG0780
Cpe Clostridium perfringens NC 003366.1 - 2295254 2295337 CPE2003 COG1957 CPE2002 COG1268
0Oih Oceanobacillus iheyensis NC 004193.1 - 2245729 2245818 0©0B2210 COG0780 0B2209 COG1738
Oih Oceancbacillus iheyensis NC 004193.1 - 2885800 2885886 0B2804 0B2803
sau Staphylococcus aureus NC 002745.1 - 761136 761234 SA0667 540666 540666
Sep Staphylococcus epidermis NC 004461.1 - 477721 477819 SE0487 [kl SE0486 [Llec[fFly SE0485 [LeliI ik
COoG Gene Description
(eelelil sk ybax Predicted PP-loop superfamily ATPase
ICOGO7 2 Op'/- [=).] 6-pyruvoyl-tetrahydropterin synthase
nrdc Organic radical activating enzymes
CoG0780 ygcD 2 Enzyme related to GTP cyclohydrolase I
C0G1957 yaaF Inosine-uridine nucleoside N-ribohydrolase
C0G1268 BS yhfU Uncharacterized conserved protein
CO0G1738 yhhg Uncharacterized conserved protein
* *
Structure e LLLLLLLLLLLLLLLLLLLLLLLLLLL LKL, CEEEDPEDEOE223D2333233>, L. . .
Consensus . T Y sssss222+.AGAGGUUC.YRR.......CCCUCURAURRARAACUArR.F. .o sssnssnsassnsasnnsssanssansUeasassss¥Uaalleaasasassnsssansssnsssssssansssanssssnss
Bsu ykvJ GAAGAAAAURIIEE- CGAUA-———-—-| e -GAGAGGUUC-UAGCACA - -UCCCUCUAUARRAARCUARGGACGAGCUGUAUC - - - - - —- - CUUGBAUACEEC CUDUUUUAUSUDUUUCUAGAGCACCUUCCGARARARGGUGUUUUUUUGCGUGA
Bha BH2244 UGAAGAA UUUU--———-| AAGC--GGUACAGUUUUCUUUUCGUUUGCCGCUAGCCGGCGAGGGUUUUUCGAGCUCGUUCUUCA
Ban BA1l359 GAAGGAA! SARU-——— -UUUA- - ---GEUAUUCGUUUUCGUUUUUUUAUUGUGACAGUUCAAGAACGUUCUUUCUUCUUAUUCG

GGUAUUGUUUUGUUUUUUUAUUGUGACAGUUCAAGAACGUUCUUUCUUCUUAUUUA
--AAGUCAUGUUCCUUAGGGGACAUGACUUUUUUUAUGGAARAGGAGGUAAUAAGU

Bce BC1341  GAAGAAAUUMMIISACC--— -CUUA-
0ih 0B2210  UGAUUGUACIEWIEVICAUAAU -~ - AGAGGUUCUUAGCUUCA-ACCCUCUAUAAAAAACUARGGH CAARCARUGAUUT - -AUUC-
Oih 0B2804  CAUAGAAUUMIESY-CUAC--—--——-] UESYE-GAGAGGUUCGCGAUUUARAUCCCUCUAUARRAARCUAAGGAGAUAAACAACACG - - - - - CUUCUU--————--] UGUGUUGUUUUUUUGAVUUGGAUGAACUGUGAAAAAACAGUCGAUCCAUCAU
Sep SE0487  UUAUUCURA --CCGUGCAARAUAAULYYY- - AGAGGUUCCUAGCGARA-CCCCUCUAUARARAACUAGRCAUGAAAAUUUCAACARUGARUUUC- - -~ - - UUCAUAUUUAUARUGUUAAGACUAUAUAUGUCUUUAAUAUUUCUGUCUAUCUUUU
Sau SA0667  GGUAUAUU GUACAUAANITT VA UCAGAGGUUUCUAGCUGAA -ACCCUCUAUARAAAACUAGACAUUGAAAUUUCAR - - - - - - - ACAUUCG- - - -UUGGUARACCUUUAAUAUAUAUUAUAGGAGCAACCCAUUUCUUUCGUCUAUCUU
Cpe CPE2003 UAAAAAAAUMFNI---UGUAAU----—-f e UAGAGGUUCGUAAC-CAU--CCCUCUAUAAAAAACUBRGGGCUGUARCUGY - - - —- - - -~ AUUAUAGG----- AUAGUUAUACUCUUUAGUAUGCCUGUAAUAUAGUUUUUAUUAUUUUUAGGCU

Note: The aligned Bsu sequence from Genbank (CUAGC-ACAUCCCUC) differs from the experimentally probed sequence from Subtilist (CUAGCUACA-CCCUC).
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