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KAVIHKKPTPVQIVDNVHYPKSRSAAVIKE

NTDB id 79342 KH172YL63 RS13260 WP 173106551.1 MKFHYPNGKKYVEATLPSKKPRAKTKQVSYSNRGMTLEEDINETNQYYLTFHKAVIHKKPTPVQIVDVHYPSRSAAVIKE 80
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSVS.SQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKE 78
consensus * *!!!!! * * * *!* * * *!!!!!!!!!!*!*!!!! !!!! * !!!!!!!!!!!!! !!!! !!!!!!!!

logo AYFKQPSSTTDYNGI
VYKGRYIDFEAKETKNKTSFPLKQNFHDEHQI ERHMEKAQVDKAQDEGICTFVI

L IRSFSAVFTDEDQVFYFLLEPAYDGKPLFRYFW
NTDB id 79342 KH172YL63 RS13260 WP 173106551.1 AYFKQPSTTDYNGVYKGRYIDFEAKETKNKTSFPLKNFHEHQIRHMEAVDAQEGITFVLIRFSVTEDVFLLPYGPLRYFW 160
NTDB id 117 BSU 22310 NP 390112.1 AYFKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIIS..AFDQVYFLEADKLFYFW 156
consensus !!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !!!*!!! !! ! !!*!!*!!*! ** * !* !* *! !!!
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NTDB id 79342 KH172YL63 RS13260 WP 173106551.1 DRMLEGGRKSITRDELEEKGILIPLGLHPRVDYLKIVHQLYF........ 202
NTDB id 117 BSU 22310 NP 390112.1 DRKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus !! !!!!! *!!!!! * *!*!! *!!*!!* !**!!!!********
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