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NQKPKKTLPPQHQNEQQRPGFLEYKLMDNPRPVFDKREPKVKQADKKLAEGKTAI IVTGGDSGIGRAVSVLFAKEGANVAVIVYLNSEHQRDAEETKDQ

NTDB id 81868 QR42 RS05075 WP 024425480.1 MSTKQPKKTLPPQHQNERPGLEYKMNPRPVFDREVQDKKLAGKTAIVTGGDSGIGRAVSVLFAKEGANVAIVYLSEHRDAEETKD 85
NTDB id 122 BSU 10400 NP 388921.1 .MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPKKAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAEETKQ 84
consensus * !*!!!!!!!!!! !! !! ! !!!!!!** !!! !!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!! !! !!!!!!

logo YI
VEKAEGGVKRCVI

LL IAGDLVGDEAFCSNDEVVGKKQATKSDQAVFGPS IDI LVNNAAGEQHPVQKPS I EKQITSHQL ILRTFQTNI FASMFYLTKAVLPHLKKG
NTDB id 81868 QR42 RS05075 WP 024425480.1 YIEKAGGRVILIAGDLGDEAFSNEVVKKTKDAFGSIDILVNNAGEQHPQKSIEQITSHQLLRTFQTNIFAMFYLTKAVLPHLKKG 170
NTDB id 122 BSU 10400 NP 388921.1 YVEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTKAVLPHLKKG 169
consensus !*!! ! ***!!!!!*!!!!!*!*!! !*!!!!!!!!!*!!!*!*!!! !!!!!!*!!!!!!!! !!!!!!!!!!!!!!!

logo SS I INTAS IVTAYKGHNEKTL IDYSASTKGAI
VVTFTRSLSLQSL IVKQQGIRVNAGVAPGP IWTPL IPASSTFATAEKDEVESEVFGGSDVPMERPGEQPVE

NTDB id 81868 QR42 RS05075 WP 024425480.1 SSIINTASVTAYKGHETLIDYSSTKGAVVTFTRSLSLSLIKQGIRVNGVAPGPIWTPLIPSTFTEKEVSEFGGDVPMERPGEPVE 255
NTDB id 122 BSU 10400 NP 388921.1 SSIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVFGSDVPMERPGQPVE 254
consensus !!!!!!!!*!!!!!* !!!!!! !!!!*!!!!!!!! !!* !!!!!!*!!!!!!!!!!!! *! !*! !! !!!!!!!! !!!
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VAPSYLFYLASDEDSSTYMVNTGQMTI

LHVNGGTI LVNG
NTDB id 81868 QR42 RS05075 WP 024425480.1 LAPSYLFLASEDSSYMNGQMLHVNGGTILNG 286
NTDB id 122 BSU 10400 NP 388921.1 VAPSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus *!!!!!*!!!*!!*!* !! *!!!!!!!*!!
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