
logo MGLFDR IQNSKRDSKNPNSVAKKNNSVSEKNVSEGTPNS ILFLDKNSTEKVEKQKKPTE IKMVGFSVNSDEKRVAKKQPVEETFERDESTGSS IVLDKYFVKV
NTDB id 27736 MMARC5 RS08365 WP 011869384.1 MGLFDRIQNKDSKPNVAKKNNSSENVSGTPNLFDKTEKVEQKKTEIKMGFSVSDKVKKQPVETFERESTGSVLDKYFVKV 80
NTDB id 59 MMJJ RS05235 WP 011169984.1 MGLFDRIQSRDSNPSVAKKNNVSEKVSETPSILDNSEKVK..KPEIKVGFSVNER.AKQPVEEFERDSTSSILDKYFVKV 77
consensus !!!!!!!! *!! ! !!!!!! !! !! !! * ! *!!! **!*!!!*!!!! *** !!!!! !!!*!! !*!!!!!!!!

logo DDIDFDVI I EKEDNGI
VTKLYKIPE ITLMNTALAKFSDLMDIKTIKASELSESTI

LQKI
LGQIQGYI

LKNYSEKNNLHLRDI E I LHLS
NTDB id 27736 MMARC5 RS08365 WP 011869384.1 DDIDFDVIIEKEDGITKYKIPEITLMNTALAKFSDLDIKTIKSELSESTIQKIGQIQGYIKNYSEKNNLHLRDIEILHLS 160
NTDB id 59 MMJJ RS05235 WP 011169984.1 DDIDFDVIIEKENGVTLYKIPEITLMNTALAKFSDMDIKTIKAELSESTLQKLGQIQGYLKNYSEKNNLHLRDIEILHLS 157
consensus !!!!!!!!!!!! !*! !!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!*!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo HYFYL I IGKLGLLE IPLNDSKLEEVMVNGVELSPASFVFHRKYQMCETNI
VRLDRHEATRVVES IAYLAGRSTIDSRTPMLDAF

NTDB id 27736 MMARC5 RS08365 WP 011869384.1 HYFYLIIGKLGLLEIPLNDSKLEEVMVNGVELPAFVFHRKYQMCETNVRLDRHEATRVVESIAYLAGRSIDSRTPMLDAF 240
NTDB id 59 MMJJ RS05235 WP 011169984.1 HYFYLIIGKLGLLEIPLNDSKLEEVMVNGVESPSFVFHRKYQMCETNIRLDRHEATRVVESIAYLAGRTIDSRTPMLDAF 237
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!

logo LPDGSRVNATMGSDVTLGKGNTITIHRKFSEDPLTIVDL INFGTFDLELAAFLWQAVEGYFGAKPANTL IVGGTGSGKTTTLN
NTDB id 27736 MMARC5 RS08365 WP 011869384.1 LPDGSRVNATMGDVTLKGNTITIHKFSEDPLTIVDLINFGTFDLELAAFLWQAVEGYFGAKPANTLIVGGTGSGKTTTLN 320
NTDB id 59 MMJJ RS05235 WP 011169984.1 LPDGSRVNATMSDVTLGGNTITIRKFSEDPLTIVDLINFGTFDLELAAFLWQAVEGYFGAKPANTLIVGGTGSGKTTTLN 317
consensus !!!!!!!!!!! !!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VVSMFSMYTDRI
LVTI EDTPELQVPLTHL IKMITRPGRPGI

VQGYE ITMDDL IKNSLRMRPDRI FVGEVRGSEAHSLLVAMN
NTDB id 27736 MMARC5 RS08365 WP 011869384.1 VVSMFSMYTDRIVTIEDTPELQVPLTHLIKMITRPGRPGVQGYEITMDDLIKNSLRMRPDRIFVGEVRGSEAHSLLVAMN 400
NTDB id 59 MMJJ RS05235 WP 011169984.1 VVSMFSMYTDRLVTIEDTPELQVPLTHLIKMITRPGRPGIQGYEITMDDLIKNSLRMRPDRIFVGEVRGSEAHSLLVAMN 397
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TGHDGCSGTLHANSADEAI
L IRL IVNPPMNVPKVMMSS IVDF I INQQR IKRNKKTVRR I LGVVE IGGSGENITKTELFKYDGI

NTDB id 27736 MMARC5 RS08365 WP 011869384.1 TGHDGCSGTLHANSADEAIIRLVNPPMNVPKVMMSSIDFIINQQRIKRNKKTVRRILGVVEIGGSGENITKTELFKYDGI 480
NTDB id 59 MMJJ RS05235 WP 011169984.1 TGHDGCSGTLHANSADEALIRLINPPMNVPKVMMSSVDFIINQQRIKRNKKTVRRILGVVEIGGSGENITKTELFKYDGI 477
consensus !!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SDSVVKTGICMWEEDVCQIAGITRDELMDDRINRKKVLKYMVNNNINSDIKRKVGDVI
LKQYQENPENVLKHNI

MLE
NTDB id 27736 MMARC5 RS08365 WP 011869384.1 SDSVVKTGICMWEEDVCQIAGITRDELMDDRINRKKVLKYMVNNNISDIKKVGDVIKQYQENPENVLKHMLE 552
NTDB id 59 MMJJ RS05235 WP 011169984.1 SDSVVKTGICMWEEDVCQIAGITRDELMDDRINRKKVLKYMVNNNINDIRKVGDVLKQYQENPENVLKNILE 549
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!*!!!!!!!!!!!!**!!



X non conserved
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X ≥ 50% conserved


