
logo MRYITVENDLSFYYDKEPVLEHINHYCFYVLDSGEFVTLTGENGAAKTTL IKATSLGI LKQPRKHIQGEKVAKS IASEKI
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NTDB id 34522 SSUST1 RS00750 WP 002936595.1 MRYITVEDLSFYYDKEPVLEHIHYYLDSGEFVTLTGENGAAKTTLIKATLGILKPKQGKVSIAEKSIKGKKLRMAYLPQQ 80
NTDB id 435 SGO RS09490 WP 012130955.1 MRYITVENLSFYYDKEPVLEHIHYFLDSGEFVTLTGENGAAKTTLIKASLGILQPKHGEVKISKINTQGKKLRIAYLPQQ 80
NTDB id 438 SPR RS10080 WP 001269474.1 MRYITVEDLSFYYDKEPVLEHINYCVDSGEFVTLTGENGAAKTTLIKASLGILQPRIGKVAISKTNTQGKKLRIAYLPQQ 80
consensus !!!!!!!*!!!!!!!!!!!!!!*!**!!!!!!!!!!!!!!!!!!!!!!*!!!!*!* !*! !** ***!!!!!*!!!!!!

logo IASFNAGFPSTVYEFVKSGRYPRQKGWFRRLTNEAHDEEHVIRKI
ASLDESVGMWEHRDKRI

LGASLSGGQKQRAVIARMFASDPDVI FVI
NTDB id 34522 SSUST1 RS00750 WP 002936595.1 IASFNAGFPSTVYEFVKSGRYPRQGWFRRLTAHDEEHVRISLESVGMWEHRDKRLGALSGGQKQRAVIARMFASDPDIFI 160
NTDB id 435 SGO RS09490 WP 012130955.1 IASFNAGFPSTVYEFVKSGRYPRKGWFRRLNEHDEEHIKASLESVGMWEHRDKRIGSLSGGQKQRAVIARMFASDPDIFV 160
NTDB id 438 SPR RS10080 WP 001269474.1 IASFNAGFPSTVYEFVKSGRYPRKGWFRRLNAHDEEHIKASLDSVGMWEHRDKRLGSLSGGQKQRAVIARMFASDPDVFI 160
consensus !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!**!!!!!***!!*!!!!!!!!!!!*!*!!!!!!!!!!!!!!!!!!!!*!*

logo LDEPTTGMDAGTSKNDAEFYEKQLMHHSAKHHKHGKSAVLMITHDPDEELVNKDKYADRNIHLVRDNQQDSPWRCFNVHEANSDENEGVQAEHVGSVHA
NTDB id 34522 SSUST1 RS00750 WP 002936595.1 LDEPTTGMDAGTKDAFYQLMHHSAKKHGKSVLMITHDPDELNKYADRNIHLVRDQQSPWRCFNVHEADEEVAHV.. 234
NTDB id 435 SGO RS09490 WP 012130955.1 LDEPTTGMDAGSKDEFYKLMHHSAHKHGKAVLMITHDPEEVKKYADRNIHLVRNQDSPWRCFNVHESDNGQEVSHA 236
NTDB id 438 SPR RS10080 WP 001269474.1 LDEPTTGMDAGSKNEFYELMHHSAHHHGKAVLMITHDPEEVKDYADRNIHLVRNQDSPWRCFNVHEN..GQEVGHA 234
consensus !!!!!!!!!!!*!**!! !!!!!!**!!!*!!!!!!!!*!***!!!!!!!!!!*!*!!!!!!!!!! * **** **
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