
logo MANQKKKTLPPQHQNQRQPGFEYLVMDPRPVFDKPKAKAKKLEGKTAI ITGGDSGIGRAVSVLFAKEGANVVIVYFLDNEHQDAE
NTDB id 108332 A8142 RS05045 WP 032874380.1 MANQKKKTLPPQHQNRQPGFEYVMDPRPVFDKPKAAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYFDEHQDAE 80
NTDB id 122 BSU 10400 NP 388921.1 MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPKKAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAE 80
consensus !!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo ETKQYVEKEGAVKCLL IAGDVGDEAFCNDVI
V
G
RQAGSQAVFPS IDI LVNNAAGEQHVQPGS I EKITSHQL IRTFQTNI FSMFYLTK

NTDB id 108332 A8142 RS05045 WP 032874380.1 ETKQYVEKEGAKCLLIAGDVGDEAFCNDVIRQAGQAFPSIDILVNNAGEQHVQPGIEKITSHQLIRTFQTNIFSMFYLTK 160
NTDB id 122 BSU 10400 NP 388921.1 ETKQYVEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTK 160
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!* !! ! !!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo AAVLPHLKKGSS I INTAS ITAYKGHNKTL IDYSATKGAIVTFTRSLSQSLVQTQGIRVNAVAPGP IWTPL IPASFASAKDEVEVF
NTDB id 108332 A8142 RS05045 WP 032874380.1 AALPHLKKGSSIINTASITAYKGHKTLIDYSATKGAIVTFTRSLSQSLVTQGIRVNAVAPGPIWTPLIPASFSAKEVEVF 240
NTDB id 122 BSU 10400 NP 388921.1 AVLPHLKKGSSIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVF 240
consensus ! !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!*!!!!

logo GSDVPMEQRPGEQPVEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG
NTDB id 108332 A8142 RS05045 WP 032874380.1 GSDVPMQRPGEPVEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
NTDB id 122 BSU 10400 NP 388921.1 GSDVPMERPGQPVEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus !!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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