
logo MKRKI LLVTVLSLLGVLGALASGACSASTTQPGTAVDKTDNADQEITKQNDWSAVQEKI
LYAEAKQDMELNSGSSNYETKRAI

VKLFYETI LEASRYFPYTGSRYHSARQQASQLEDVTAY
NTDB id 75239 SFSGTM RS10120 WP 162085056.1 MKRILLV.LLLVGLAGCSSTPT...TNDETKNWSAQKIYAEAKDMLNSGSYEKAIKLFETLEARYPYGRYSQQAQLEVAY 76
NTDB id 1102 NMB RS03635 WP 002244053.1 MKKILLTVSLGLALSACATQGTVDKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHAQQSQLDTAY 80
NTDB id 1106 NGFG RS01495 WP 003687645.1 MKKILLTVSLGLALSACATQGTADKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHARQSQLDTAY 80
consensus !!*!!!***!***!**!****! ******!**!!**!*!!!!*!*!!!**!**!*!!*!*!!*!*!**!***!*!!**!!

logo AYYKDNDEPKVDSKAVLAACI EDRF IRKRLHPNQHPNVMDYAYLYLKRGLSVNLFTNEDQSFFLANRKI
LADSQDMWTSEDRDPRKSAANSRNESAYAQSAFQAELSVTQRFPDNS

NTDB id 75239 SFSGTM RS10120 WP 162085056.1 AYYKDNEPVSAVAACDRFIKLHPNHPNVDYAYYLKGLSNFTEDQSFFARIADQDMTERDPRSASNSYASFQELSTRFPDS 156
NTDB id 1102 NMB RS03635 WP 002244053.1 AYYKDDEKDKALAAIDRFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNS 160
NTDB id 1106 NGFG RS01495 WP 003687645.1 AYYKDDEKDKALAAIERFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNS 160
consensus !!!!!*!***!*!!**!!**!!!*!!!*!!!*!!*!!**!*!!!!!****!*!!***!!!******!**!*!!**!!!*!

logo KYTAPADAI
TARMKVYKL IVDALAGMGHNEVMHSVAQRYYYMKRGAYVIAAANRAKQYKAI LIKGTSYPQQNATPRAYNVELEGS ILA IMLVERLSAYDKAKLGDTKNPDQRLRADADATLRRV

NTDB id 75239 SFSGTM RS10120 WP 162085056.1 KYTPDAIARMKYLIDALAMHEVHVAQYYYKRGAYVAAANRAQYALKTYPQAPANELGIAIMVRSYDALGTNDLRDDALRV 236
NTDB id 1102 NMB RS03635 WP 002244053.1 KYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAQKIIGSYQNTRYVEESLAILELAYKKLDKPRLAADTRRV 240
NTDB id 1106 NGFG RS01495 WP 003687645.1 KYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAKKIIGSYQNTRYVEESLAILELAYKKLDKPQLAADTRRV 240
consensus !!**!!*!!!**!*!!!***!**!!*!!*!!!!!*!!!!!!******!******!***!!****!**!*** !**!**!!

logo LKELTNFPKSKPYF ILAKTGHQANPFWDQRPSKDTDKMPWWRFYWEHL
NTDB id 75239 SFSGTM RS10120 WP 162085056.1 LKLNFPKSKYIAGNFD.KTKPWWRFWEL 263
NTDB id 1102 NMB RS03635 WP 002244053.1 LETNFPKSPFLKQPWRSDDMPWWRYWH. 267
NTDB id 1106 NGFG RS01495 WP 003687645.1 LETNFPKSPFLTHAWQPDDMPWWRYWH. 267
consensus !**!!!!!*** * ***!!!!*!*
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