
logo MLASKMRWE IQQRPDQDEKVKSLTEQLDHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFYELMKGMKREAAVDRIKLQAI
VSQGQ

NTDB id 411698 GRT08 RS12985 WP 377802752.1 MLASKMRWEIQQPDQEKVKSLTEQLDITPLVASLLVKRGFDTAESARLFLHTKDADFYDPYELKGMREAVDRIKLAVSQG 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!!!! !!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!*!! !!!! !*!!

logo EKP IMIYGDYDADGVTSTSVMLHTATLQRKQLSADQVDFYIPDRFKTEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAEKVAKEL
NTDB id 411698 GRT08 RS12985 WP 377802752.1 EPIMIYGDYDADGVTSTSVMLTALRQLSADVDFYIPDRFTEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAEVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!!!!!!!!!!!!!!!!!!!* ! !!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo GLDVI ITDHHEPGPELPDVFRAI IVHPKQPGCGTYPFKELAGVGVAFKLAHALLTGESLPDEAELMLDLAAIGTI
VADLVPLHDENRL I

NTDB id 411698 GRT08 RS12985 WP 377802752.1 GLDVIITDHHEPGPELPDVFAIIHPKQPGCGYPFKELAGVGVAFKLAHALTGSLPEAMLDLAAIGTVADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!!!!!!!!!!!!!!!!! !!*!!!!!!! !!!!!!!!!!!!!!!!!!! ! !!* *!!!!!!!!*!!!!!!!!!!!!!

logo ASTLGI
LERLRRTTNRLPGLKAEL IKLSGGDIGEQADNEETI

VGFQLVAPRLNAVGR I EQADPAVHLLMS
TEDQSFEAEELAASDE IDQRLNKE

NTDB id 411698 GRT08 RS12985 WP 377802752.1 ASLGIERLRTTNRPGLKALIKLSGGDIGQADEETIGFQVAPRLNAVGRIEQADPAVHLLMTEDQFEAEELASDIDRLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !*!!*!!!! !!!*!!! !!!!!!!!!! ! !!!*!!!*!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!! *!! !!!!

logo RQKMVKSKTMTDEEAI
VEMVEQQQGGLDNPQSTAIVVAKAGWNPGVVGIVASKLAVDERFYRPAI

VVLGIDEEKQGIAKGSARS IRGFNLFETS
NTDB id 411698 GRT08 RS12985 WP 377802752.1 RQKMVKTMTEEAVEMVQQQGGNPSAIVVAKAGWNPGVVGIVASKLAERFYRPAVVLGIDEEQGIAKGSARSIRGFNLFTS 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!!! !!*!!*!!! !!! **!!!!!!!!!!!!!!!!!!!!! *!!!!!!*!!!!!!! !!!!!!!!!!!!!!!! !

logo LSEQCRDI LPHFGGHPMAAGMTLKAEDVAPDELRDSRLNEQI
MADEENTLTEEDF IPVQEVDLVCGVEDITVEKS IATELMNMLSPFGMLN

NTDB id 411698 GRT08 RS12985 WP 377802752.1 LSQCRDILPHFGGHPMAAGMTLKAEDVAELRDRLNQMAEETLTEEDFIPVQEVDLVCGVEDITVKSITELNMLSPFGMLN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!**!! !!! *!* !!!!!!!!!!!!!!!!!!!!!!!! !! !*!!!!!!!!!!

logo PKPHVLMVEKNAVLDEDVRKL IGANKNTHVKMTI
V
K
R
N
S
D
ESASQVLDCVGFNKGELEQAEGIVPGSRTI S IVGEMS INEWNNRKKPQLMIKDA

NTDB id 411698 GRT08 RS12985 WP 377802752.1 PKPHVMVKNAVLDDVRLIGANKNHVKMTVKSDSAVLDCVGFNKGELEAGIVPGSTISIVGEMSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!!!*! !!!!*!!! !!!!! !!!!!** *! !!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!



logo AVPSEWQLFDI
LRGKRTWEDTVSTALPKSAEKRAVI

L
I
V
C
SFKNEDKNSATQTKLLQRETEKDELRSGRELVAHEVI STSEKDSEQAKAFLDQLDGAKYAIVFLLDPVPPSALDMR

NTDB id 411698 GRT08 RS12985 WP 377802752.1 AVPEWQLFDIRGKRTWEDTVTALPKEKRVLICFNEKNAQKLREKELSGELAEITSESEAKALQLDGKYAVFLDVPPSADR 640
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !!*!!!!!!*!!!!!!!!!!*!!! !! ***! ! ! *! !** !*! !!! !!! ! ! !!*!!! !

logo LAQQRLLDEGKAKPER IYF IVF ILNHEDEHFLSSTFPASRDNDHFKWFYYAFLLKRGAFDFVGKKHGSELAKRHKRGWS IVDETINFMTKVFFDLGFV
NTDB id 411698 GRT08 RS12985 WP 377802752.1 LQQLLDGKKPERIYFVFINHEEHFLSSFPSRNDFKWFYAFLLKRGAFDFGKHGSELARHRGWSIDTINFMTKVFFDLGFV 720
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus ! !!*!! !!!!!!*!*!!!*!!!!*!! ! *!!!*!!!!!!!!!!! !!!!!!!*!*!!!**!!!!!!!!!!!!!!!

logo KI EDNGVLSVVSGAKKRDLATDSQTYQAVKQQLMELDQKLNYSASAEHELKEWLNKLMKNQDGSEAYESTRRT
NTDB id 411698 GRT08 RS12985 WP 377802752.1 KIEDGVLSVVSGAKKRDLADSQTYQVKQQLMELDQKLNYSAAHELKEWLNKLMNQGSEAYESTRRT 786
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!! !!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!! !*!!!!!!!!!! ! !!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


