
logo MASKNQKPKKTVLPPQHQNTQQRPGFLEYLMDPRPVFDKRPKKRAEKRKLAEGKTAI ITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQRDAE
NTDB id 103655 BaDB11 RS18240 WP 003180352.1 MSKQPKKVLPPQHQTQRPGLEYLMDPRPVFDRPKRERKLAGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHRDAE 80
NTDB id 122 BSU 10400 NP 388921.1 MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPKKAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAE 80
consensus ! !*!! !!!!!! ! !! !!!!!!!!!!!*!!* *!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo ETKGQYVEKEGVGKCKLL IAGDI
VGDEAFCNDVVGRQRAKSEQAVFPSTIDI LVNNAAEQHPVQKPGS I EKITSHQL IRTFQTNI FSMFYLTK

NTDB id 103655 BaDB11 RS18240 WP 003180352.1 ETKGYVEKEGVGCKLIAGDIGDEAFCNDVVRRAKEAFPTIDILVNNAAEQHPQKGIEKITSHQLIRTFQTNIFSMFYLTK 160
NTDB id 122 BSU 10400 NP 388921.1 ETKQYVEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTK 160
consensus !!! !!!!!!! ! !!!!!*!!!!!!!!!! ! !!*!!!!!!!!!!!!*!* !!!!!!!!!!!!!!!!!!!!!!!!!

logo AVLPHLKKGSS I INTATS ITAYAKGNEKRTL IDYSASTKGAITVSTFTRSLASLQSLVDQQGIRVNAGVAPGP IWTPL IPASSTFATAEKRDEVE I
VF

NTDB id 103655 BaDB11 RS18240 WP 003180352.1 AVLPHLKKGSSIINTTSITAYAGNERLIDYSSTKGAITSFTRSLALSLVDQGIRVNGVAPGPIWTPLIPSTFTEREVEIF 240
NTDB id 122 BSU 10400 NP 388921.1 AVLPHLKKGSSIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVF 240
consensus !!!!!!!!!!!!!!! !!!!! !! !!!!! !!!!! *!!!!! !!! !!!!!!*!!!!!!!!!!!! *! **!!*!

logo GSDTTVPMERPGQPAVEVAPSYLFYLASDDSSTYMVTGQTVI
LHVNGGTI IVNG

NTDB id 103655 BaDB11 RS18240 WP 003180352.1 GSTTPMERPGQPAEVAPSYLFLASDDSSYMTGQVLHVNGGTIING 285
NTDB id 122 BSU 10400 NP 388921.1 GSDVPMERPGQPVEVAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus !! !!!!!!!! !!!!!!!*!!!!!!*!*!!! *!!!!!!!*!!
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