
logo

MLASKMRWE IQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAI SQQ
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus ********************************************************************************

logo

EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAKVAKEL
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus ********************************************************************************

logo

GLDVI ITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRL I
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus ********************************************************************************

logo

ATLGLERLRRTNRLGLKEL IKLSGGDIGEANEETVGFQLAPRLNAVGR I EQADPAVHLLMSEDSFEAEELAAE IDQLNKE
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ********************************************************************************

logo

RQKMVSKMTDEAI EMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARS IRGFNLFES
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus ********************************************************************************

logo

LSECRDI LPHFGGHPMAAGMTLKAEDVPDLRSRLNE IADNTLTEEDF IPVQEVDLVCGVEDITVES IAEMNMLSPFGMLN
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus ********************************************************************************

logo

PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSR I S IVGEMS INEWNNRKKPQLMIKDA
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus ********************************************************************************



logo

AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVI SSKDQAKAFDLDGAYIVLLDPPPSLDM
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus ********************************************************************************

logo

LARLLEGKAPER IYF I FLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV
NTDB id 367975 FHJ82 RS19820 WP 348770495.1 ................................................................................ 0
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus ********************************************************************************

logo

KI ENGVLSVVSGAKKRDL
M
A
TDSQTYQAVKQQLMELDQKLNYSASAEHELKEWLNKLMKNQDGSEAYESTRRT

NTDB id 367975 FHJ82 RS19820 WP 348770495.1 .................MADSQTYQVKQQLMELDQKLNYSAAHELKEWLNKLMNQGSEAYESTRRT 49
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus ****************** !!!!!! !!!!!!!!!!!!!! !*!!!!!!!!!! ! !!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


