
logo MKTAI LIVTF IL IL I FSCVVIVVI
FHEFGHYFFFAKRASGI LVREFAIGMGPKLI FAHQTGKDGTTVYTIRMI LPLGGYVQRMAGWGEDETTELITKPT

NTDB id 325331 EGX73 RS10745 WP 003126873.1 MKTILVFIIIFSVVVVIHEFGHYFFAKRAGILVREFAIGMGPKLFAHQGKDGTTYTIRMLPLGGYVQMAGWGEDETELTP 80
NTDB id 291 STER RS01205 WP 011680685.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKT 80
NTDB id 323 STU RS10650 WP 011225396.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKT 80
consensus !!*!**!**!!*!*!!*!!!!!*!!!!!*!!!!!!!!!!!!!!*!!!*!!!!!*!!!!*!!!!!!!*!!!!!!!*!!***
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LPMENVVTDAFYDLEEDKLTIATGYL IVNLGNEETQEKVKATYAEVDHDATI IVHEEDGVTEVLR IAPKD
NTDB id 325331 EGX73 RS10745 WP 003126873.1 GMPISLVQDKDGKVIKINTSKKVQLPHAIPMEVVDFDLEEKLTIAGYINGNEQEKVAYAVDHDATIIHEDGVEVRIAPKD 160
NTDB id 291 STER RS01205 WP 011680685.1 GSPASLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGET...KTYEVDHDATIVEEDGTELRIAPKD 157
NTDB id 323 STU RS10650 WP 011225396.1 GSPASLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGET...KTYEVDHDATIVEEDGTELRIAPKD 157
consensus !*!*!!***!!!!!**!!*!*******!*!!*!***!!!*!!!!*!***!** **!*!!!!!!!**!!!*!*!!!!!!

logo VQFYQSNAKSLIWQGRMLLITNFAGPMNNF I LAGFVVLLVFTIGI LVAFAVQGGVQDVTNSTTNSL I SGQI
V
Q
ANGSGPAAAQEVASGLKDTGDEAI LVAVINGKKDTKVSTNDWQD

NTDB id 325331 EGX73 RS10745 WP 003126873.1 VQFQSAKLWQRMLTNFAGPMNNFILAFVLFTGLVFAQGGVQDVNTTSISGIQNGSPAAEAGLKDGDEILAVNGKTVSNWQ 240
NTDB id 291 STER RS01205 WP 011680685.1 VQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLI.QVANGGAAQVSGLKTGDAIVAINKDKVTDWD 236
NTDB id 323 STU RS10650 WP 011225396.1 VQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLI.QVANGGAAQVSGLKTGDAIVAINKDKVTDWD 236
consensus !!*!*!**!*!**!!!!!!!!!!!!****!**!*!*!!!!!!**!**! ***!!**!***!!!*!!*!*!*!***!**!*
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VSPGVLKTSGLGKDKLI LFGGLFKQLMTAFWNENGALTLAI FLRAAT
NTDB id 325331 EGX73 RS10745 WP 003126873.1 ELSSEIQNYPDT.....KIPLEVKRGSDTLTIEATPEGKYAEGEKVGFMGISPGLKTSLGDKLLGGLKLTFNNALLIFRA 315
NTDB id 291 STER RS01205 WP 011680685.1 SLKEALRENTQKFSKGDSLSVTVKRSNGQ...EETISVKPQESQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILAT 313
NTDB id 323 STU RS10650 WP 011225396.1 SLKEALRENTQKFSKGDSLSVTVKRSNGQ...EETISVKPQKSQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILAT 313
consensus *!********************!!!**** !*!***!********!*!*!!*!!!*!*!!**!!*******!**!***
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MFQLMSSAQAASSEQSGVLAI SVIVLMDMLMAGAMI
LS INLGI FNLLIP IPGALDGGKLIVLMNI LI EGAVIRGRKP I

L
S
NQEKI EGS

NTDB id 325331 EGX73 RS10745 WP 003126873.1 VGNLIVQPDLDKLGGPVAIFQLSSQAASQGVASVVMMMAAISINLGIFNLLPIPGLDGGKLVLNILEGVRGKPISQEKEG 395
NTDB id 291 STER RS01205 WP 011680685.1 LKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIES 393
NTDB id 323 STU RS10650 WP 011225396.1 LKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIES 393
consensus ***!!****!*!!!!!!!*!!*!*!!***!**!****!***!!!!!!!!!*!!!*!!!!!*!*!!*!**!*!!**!!*!*
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I
Y ITL IAGFVGAFVLMMVLVLMVI LAVTWNDIQMRFAFF

NTDB id 325331 EGX73 RS10745 WP 003126873.1 IITLIGFGFLMLLMVLVTWNDIQRFFF 422
NTDB id 291 STER RS01205 WP 011680685.1 YITLAGVAVMVVLMIAVTWNDIMRAFF 420
NTDB id 323 STU RS10650 WP 011225396.1 YITLAGVAVMVVLMIAVTWNDIMRAFF 420
consensus *!!!*!******!!**!!!!!!*!*!!
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