
logo MF
YI EQNQLELLRTNSYRNYDEHSALELVQFEDNKVNVI IGEQNAQGKTNLVMEAS IYVLASMAKSHRTSNDKEL IRWDEKDYAKI EGRVMRKNQHNGAP I

LPMQL
NTDB id 62478 N288 RS00025 WP 009791669.1 MFIEQLLLRNYRNYESLEVQFEDKVNVIIGQNAQGKTNVMESIYVLAMAKSHRTSNDKELIRWDEDYAKIEGRVRKNHGPLPMQL 85
NTDB id 353 BSU 00040 NP 387885.1 MYIQNLELTSYRNYDHAELQFENKVNVIIGENAQGKTNLMEAIYVLSMAKSHRTSNDKELIRWDKDYAKIEGRVMKQNGAIPMQL 85
consensus !*! *! ! !!!!** !*!!! !!!!!!! !!!!!!!*!! !!!! !!!!!!!!!!!!!!!!! !!!!!!!!! !**!**!!!!

logo VI SKKGKKAGKCVNHI EQQKRLSQYVGANLMNTVI
VMFAPEDLHNLVKGSPQVRRRF ILDME IGQVSPVYLHDLVGSLQYNQKI LQSQRNHFYLKLQLQTR

NTDB id 62478 N288 RS00025 WP 009791669.1 VISKKGKKAKCNHIEQQRLSQYVGNMNVVMFAPEDLHLVKGSPQVRRRFIDMEIGQVSPVYLHDVGQYNKILQQRNHYLKLLQTR 170
NTDB id 353 BSU 00040 NP 387885.1 VISKKGKKGKVNHIEQQKLSQYVGALNTIMFAPEDLNLVKGSPQVRRRFLDMEIGQVSPVYLHDLSLYQKILSQRNHFLKQLQTR 170
consensus !!!!!!!!*!*!!!!!!*!!!!!! *! *!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!!!!!!* !*!!! !!!!*!! !!!!

logo KQTDQRATMLDE I
VLTDEQFL IVEMVAAKR I
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NTDB id 62478 N288 RS00025 WP 009791669.1 KQTDQAMLEILTEQFIEMAARIVAKRFEFLKLLQKWAMPIHEGISRGLETLKIEYKPSADVSDGQELSKMIKVYQEKFEKVRGRE 255
NTDB id 353 BSU 00040 NP 387885.1 KQTDRTMLDVLTDQLVEVAAKVVVKRLQFTAQLEKWAQPIHAGISRGLEELTLKYHTALDVSDPLDLSKIGDSYQEAFSKLREKE 255
consensus !!!! !!**!!*! *!*!!**! !! ! ! !!! !!! !!!!!!! ! * !** !!!!* *!!!* !!! ! !*! *!

logo IDERGVTLMF
SGPHRDDLVALFYVNGRDVQTFYGSQGQQRTTALSLKLAE IDEL IHESE IGEYP I LLLDDVLSELDDYRQSHLLHNTIQGKRVQT

NTDB id 62478 N288 RS00025 WP 009791669.1 IDRGVTMFGPHRDDLAFYVNGRDVQTFGSQGQQRTTALSLKLAEIELIHSEIGEYPILLLDDVLSELDDYRQSHLLNTIQGKVQT 340
NTDB id 353 BSU 00040 NP 387885.1 IERGVTLSGPHRDDVLFYVNGRDVQTYGSQGQQRTTALSLKLAEIDLIHEEIGEYPILLLDDVLSELDDYRQSHLLHTIQGRVQT 340
consensus !*!!!!* !!!!!!* !!!!!!!!!!*!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!

logo FVTTTSVDGIDHEQTLKREQAAGAMFERVEQANGATLKVKIQ
NTDB id 62478 N288 RS00025 WP 009791669.1 FVTTTSVDGIDHQTLKEAAAFEVEAGTLKKIQ 372
NTDB id 353 BSU 00040 NP 387885.1 FVTTTSVDGIDHETLRQAGMFRVQNGALVK.. 370
consensus !!!!!!!!!!!! !!* !* ! ! ! ! !**
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