
logo

MA
M
G
S
M
F
I
V
Y
LNQRKTVMVI IML IVGNRLGTNKSRTDVPDEMVLHRKTYMTQNSPASNDGDVEKANSAVGCAHSNRTLVAFSTMILVATVSNERQRSTYWFKNTNDKRAQMQTSNGDQE I

R
R
VEVRETAEDYWFHI

V

R
NMCI ITVFITVMLFYWKGRRKSTQLAESTVINFTLVANGAKLNSQFYCTALQRSTKKGGSKLAIVSYGLVSEDG

NTDB id 498 SM12261 RS01980 WP 000282464.1 ..MYNKVIMIGRLTSTPELHKTNNDKSVARATIAVNRRYKDQ.NGER..EADFVNMVLWGKLAESLASYATKGSLISVDG 75
NTDB id 158 SP RS09595 WP 000282442.1 ..MYNKVILIGRLTSTPELHKTNNDKSVARATIAVNRRYKDQ.NGER..EADFVNMVLWGRLAETLASYATKGSLISVDG 75
NTDB id 624 LCA RS00040 WP 011373726.1 ..MINRVVLVGRLTRDVDLRYTSSGAAVGTFSMAVNRQFTNA.NGDR..EADFINCVIWRKSAENFANFTKKGSLVGVDG 75
NTDB id 112 BSU 36310 NP 391512.2 ..MFNQVMLVGRLTKDPDLRYTSAGAAVAHVTLAVNRSFKNA.SGEI..EADYVNCTLWRKTAENTALYCQKGSLVGVSG 75
NTDB id 294869 CSB81 RS03885 WP 000934753.1 ..MLNRTILVGRLTRDPELRTTQNGVNVASFTLAVNRTFTNA.QGER..EADFINIIVFKKQAENVNKYLSKGSLAGVDG 75
NTDB id 113 BSU 40900 NP 391970.1 ..MLNRVVLVGRLTKDPELRYTPNGAAVATFTLAVNRTFTNQ.SGER..EADFINCVTWRRQAENVANFLKKGSLAGVDG 75
NTDB id 1103 NMB RS07590 WP 002212976.1 .MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYLEG 78
NTDB id 1131 NGFG RS05740 WP 003695064.1 .MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYLEG 78
NTDB id 1390 A4U84 RS00055 WP 021115958.1 MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYVEG 80
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