
logo MNHYIRATIGSML I LVYSMLAIAFLF IDKVFVNI I FYFQGMFYTQI FG IPVFLFLNL IL I IVFLLC I IVGSVLAYKINQQNDWI IKST
NTDB id 237698 CFE88 RS01905 WP 002447441.1 MNHYIRAIGSMLILVYSMLIAFLFIDKVFVNIIFFQGMFYTQIFGIPVFLFLNLLIVFLCIIVGSVLAYKINQQNDWIIS 80
NTDB id 5 SA RS09760 WP 001017131.1 MNHYIRTIGSMLILVYSMLAAFLFIDKVFVNIIYFQGMFYTQIFGIPVFLFLNLIIILLCIIVGSVLAYKINQQNDWIKT 80
consensus !!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!* !!!!!!!!!!!!!!!!!!!! *

logo QI ERS IMEGEQTVGINDQNI E I
LYSTETI

LDI
LYHTLVPLNQELHKRLRLMKTQNLTNENYNINDVKVKKI I EDERQRLARELHDSVS

NTDB id 237698 CFE88 RS01905 WP 002447441.1 QIERSIEGQTVGINDQNIELYTETIDIYHTLVPLNQELHRLRMKTQNLTNENYNINDVKVKKIIEDERQRLARELHDSVS 160
NTDB id 5 SA RS09760 WP 001017131.1 QIERSMEGETVGINDQNIEIYSETLDLYHTLVPLNQELHKLRLKTQNLTNENYNINDVKVKKIIEDERQRLARELHDSVS 160
consensus !!!!!*!! !!!!!!!!!!*!*!!*!*!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QQLFAASMMLSAIKESTKLEPPLDNQQIP I LEKMVQDSQLEMRALLLHLRP I
LGLKDKSLGEGIKDLVIDLQKKVPMKVLVHE I

NTDB id 237698 CFE88 RS01905 WP 002447441.1 QQLFAASMMLSAIKESKLEPPLNQQIPILEKMVQDSQLEMRALLLHLRPIGLKDKSLGEGIKDLVIDLQKKVPMKVLHEI 240
NTDB id 5 SA RS09760 WP 001017131.1 QQLFAASMMLSAIKETKLEPPLDQQIPILEKMVQDSQLEMRALLLHLRPLGLKDKSLGEGIKDLVIDLQKKVPMKVVHEI 240
consensus !!!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo QDFEKVPKGI EDHLFR ITQEAI SNTLRHSNGTKVTVELFNKQDEDYLLLR IQDNGKGFNVDEKFLEQSYGLKNMRERALE IGAT
NTDB id 237698 CFE88 RS01905 WP 002447441.1 QDFEVPKGIEDHLFRITQEAISNTLRHSNGTKVTVELFNQEDYLLLRIQDNGKGFNVDEKFEQSYGLKNMRERALEIGAT 320
NTDB id 5 SA RS09760 WP 001017131.1 QDFKVPKGIEDHLFRITQEAISNTLRHSNGTKVTVELFNKDDYLLLRIQDNGKGFNVDEKLEQSYGLKNMRERALEIGAT 320
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo FHIVSLPDSGTR I EVKAPLNKEDENSSYDSDGD
NTDB id 237698 CFE88 RS01905 WP 002447441.1 FHIVSLPDSGTRIEVKAPLNKEENSSGD 348
NTDB id 5 SA RS09760 WP 001017131.1 FHIVSLPDSGTRIEVKAPLNKEDSYDD. 347
consensus !!!!!!!!!!!!!!!!!!!!!!* *
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