Figure S2 Alignment of B. anthracis SleBcar to related proteins

Alignment Report using ClustalW
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- SQNKGTNVPNGYSONDIQLMANAVYGESRGEPYLGQVAVAAVILNRVTS--ASFP--NTVSGVIFE-PR-———- AFTAV
- POQNKGTNVPNGYSONDIQLMANAVYGESRGEPYLGQVAVAAVILNRVTS--ASFP--NTVSGVIFE-PR-———- AFTAV
-NIEKATNVPAGYSDNDIQLMAQAVYGEARGEPYVGQVAVAAVILNRLNS -~ PTFP--DNVSGVIFE-PL----~- AFTAV
-QDAVAANMPGGFSNNDINLLAQAVYGEARGEPYDGQVAVAAVILNRLDS -~ PTFP--NTVAGVIFE-PL----- AFTAV
- PKQTAANMPGGFSNNDIQLLSQAVYSEARGEPYEGQVATAAVILNRLNN--STFP--NTIAGVIFE-PL————- AFTAV
-QDAVAANMPGGFSNNDIRLLAQAVYGEARGEPYEGQVATAAVILNRLNS -~ PLEP--NSVAGVIFE-PL————- AFTAV
- PKSTGTNVPNGYSQNDIQLMANAVYGESRGEPYLGQVAVAAVILNRVTS--ASFP--NTVSGVIFE-PR----- AFTAV
- IKTGASGSSSSSNNQDVMLLARLINGEARGE PYEGQVAVGAVVLNRTRD--PKFP--NTIAGVIYE-PL----- AFTAI
-LAINVSGGSSGSNNQDVMLLARLINGEARGEPYEGQVAVGAVILNRTRD--PRFP--STLAGVIYQ-PG----- AFTAV
- INVAQAQGSNTSNNQDINLLARLINGEARGEPYEGQVAVGAVILNRTRD--PRFP--NTIAGVVYQ-PL----- AFTAI
-ATATTSRGSLPLSRQDIYDLARVVHGEARGESFEGQVAVAAVVLNRVLS--GQFG--RTVQDVIFQ-PH—----- AFTAV
-AKTTASNVPKGFSQNDIRLMANAVYGEARGEPYIGQVAVAAVILNRLEH--PSFP--DTVAGVIFQ-PG----- AFTAV
-AKTTASNVPKGFSQNDIQLMANAVYGEARGEPYIGQVAVAAVILNRLOH--PSFP--DTVAGVIFQ-PG----- AFTAV
-GGTPSVNVPQGYSQNDIQLMANAVYGEARGEPYEGQVAVAAVILNRLNS --ALFP--DTVSGVIFE-PR----- AFTAV
DLAAYRAT-SSAGISDDVYLLAMLINGEARGEPY IGKVAVGAVVMNRVRD--PRFP--KTIPGVIFQ-PG----~- AFSAV

—EETAYQPPKKTYSRADRQLLSRLVHAEAKGE SYKGKVAVASVVLNRTEK--NGEFP--DTIRGVIYQ-RN—-———— AFEPV
YTGOQHLKIN-SSISEKEKDLMARLVTAEAGGESYKGKVAVAKVILNRVNA--KGEFP--NTITGVIYE-PITYG-YAFTPV
YTGQHLKIN-SSISEKEKDLMARLVTAEAGGESYKGKVAVAKVILNRVNA--KGEFP--NTITGVIYE-PIKYG-YAFTPV
EAGETLTIP-AAVSAAERELLAKLVSAEAKGEPYAGKVAVATVVLNRVDN--ENYP--DTVRDVIYE-VTPSGHYAFSPV

—SETTNEESAKRYSNEEMELLSRLVHAEAKGESYAGKKAVASVVLNRVEH--RSFP--DSVKGVIYQ-RN—-—-——-— AFQPV
—KPDKTNDEKETYTQSEKELLSRLVHAEAKGE SYKGKVAVASVVLNRTEK--KGFP--DTIRGVIYQ-KN-—-—-— AFEPV
—INTGSSGSSSSSNNQDVMLLARLINGEARGEPYEGQVAVGAVVLNRTRD--SKFP--NTIAGVIYE-PL-—-—-— AFTAT
KVSSNTSN-TSTTNNSDVMLLARLINGEARGEPYEGQVAVGAVVLNRTRD--ARFP--SSTAGVIYQ-PG——-——— AFTAT
—AVFQSSNSTISLTKDDIYLMSQVVYAESKGEPFDGKIAVASVILNRTTD--SQFP--DTTHGVITQ-KN-—-—— AFSCV
—PGEKLVIPDAGITAAEKDLLARLVHAEAKGEPYAGKVAVATVVLNRVDH--PDFP--DTIRAVIYE-RS-GGHYAFTPV
—EMIYINEETVDMTDKEKDLLERLVHAEAKGEPYEGMVAVAVVVLNRVDS--NHFP--DTVSEVINQ-DK-—--—-— QFTPV
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ADGQIYLTPNETAKKAVLDAING--WDPTGNALYYFNP---DTATSKWIW--TRPQIKKIGKHIFCK
ADGQIYLTPNETAKKAVLDAING--WDPTGNALYYFNP--—-DTATSKWIW--TRPQIKKIGKHIFCK
ADGQIYMTPDETARRAVLDALNG--QDPSGGATYYFNP——-DTATSGWIW--SRPQIKRIGKHIFCN
ADGQOIYMTPDETAKKAVLDAING—-WDPSENATYYFNP-—-DTATSSWIW--GRPQIKRIGKHIFCE
ADGQFYMSPNETAKKAVEFDAING—-WDPSESAVYYFNP-—-DTATSPWIW--GRPQIKRIGKHIFCE
ADGOIYMOPNETAREAVLDAING—-WDPSEEALYYFNP-—-DTATSPWIW--GRPQIKRIGKHIFCE
ADGQIYLTPNENAKKAVLDAING--WDPTGNALYYFNP---DTATSKWIW--TRPQIKKIGKHIFCK
ADGOINAQMOQTSINAARDALNG—-WDPSDGATYYFNP-—-ATATSSWIW--SRPLIKVIGKHRFCR
VDGOVHANMEQNS INAARDALNG—-WDPSEGAIYYFNP-—-STATSSWIW--SRPLIKIIGKHRFCR
ADGQVNAAMEQSSMKAAMDAING—-WDPSGGAVYYFNP-—-ATATSSWIW--SRPLIKVIGKHRFCK
NDGOFYLOPNEASFRAVEAATKG—-WDPTRGAIYYWNP——-KTATSRWIW--SRPISLKIGNHVFAN
ADGQIWLTPNETAKKAVLDAING--WDPTGGAIYYFNP---ATATSAWIW--SRPQIKRIGNHIFCK
ADGOQIWLTPNETARKAVLDAING--WDPSGGAIYYFNP---ATATSAWIW--SRPOQIKRIGQHIFCK
ADGQIWLEPNDKAREAVLDAING—--WDPSGNALYYFNP-—--DTATSGWIW--TRPQIKQIGKHIFCK
EDGOMWLPPTEESTIKAATDAVSG--WDPTGGALYYYNA---ARVTNYWIF--TRPILTQIGRHIFAR

ANGSINQKPDKDSIAAANEALDH--PGRETNALFFYNP---KTASDHWIR--SRKITERIGRHVFAM
TDGRINHPASPEAKMAVEEATIST--NGIHSDWLYEFYNP-—-KTSTDKWIT--TRQTVAVIGNHVFAK
TDGRINQPASAEAKMAVEEAIST--NGIHSDWLYEFYNP—-—-KTSTDKWIT--TRQTVAVIGNHVFAK
LDGAINNEPDDESRRAVTEALAF--RGOGOOSLYFYNP---KTATSGWVA--TREQTLVIGDHIFAK
SNGSTIHDKADQDSVKAVKQVVKE-—HDRTTKATYFYNP---KTATDNWIR--SRKIVERIGRHVFAV
ANGSINQKPDKESIEAAEEALSS——-KNRETDAIFFYNP---KTASDNWIR--SRKIVEKIGRHVFAV
ADGOINAQMOQTSINAARDALNG--WDPSDGATYYFNP---ATATSSWIW--SRPLIKVIGKHRFCR
VDGOINAEIQQSSIKAARDAING—--WDPSDGAVYYFNP-—--DTATSGWIW--SRPLIKIIGKHREFCS

RNGKIDVVPDGDSYNAVLKAIEG--YDPTNEALYFYNP---KIATCSWMKGVEKTGEKSIGQHVEFNVT

ANGSIN-ERRRESYRAVEEALAF--RGLGNGSLYFYNP---KTAKSKWLR--SRPVTVVIGNHVFAK
SNGKINKPAGKESKNAVEEALYTD-RSLVTESLYFYNP---DTATSRWLD—--DKVTTEVIGNHVEFKD

Alignment to B. anthracis SleBcar. All other proteins were shortened to the same length upstream of the catalytic E residue (Red), except CwlJ
proteins which are included as full-length proteins. Residue numbering corresponds to the sequence of the B.anthracis SleB that was examined in this
study.

Yellow are SleB proteins. Identification is relatively strong, based upon direct genetic studies or on the presence of an adjacent ypeB gene, which is
involved in stabilization of SleB in the spore.

Green are CwlJ proteins. Identification is relatively strong, based upon direct genetic studies or upon sequence similarity and genome context.



Grey are presumptive YkvT proteins. This protein is known to be expressed in vegetative B. subtilis cells and to have no significant effect on spore
germination. Identification in other species is based solely on greater sequence similarity to B. subtilis YkvT than to SleB.



