
logo MRASAL IL ILGFVAGGACAMAFLQTQRPSALATAPHVAWLQHPAI LLAGLALCMLALAGLMLALWLARRGARLPRLWRVI
P
A
V
A
M
A
GVALACAGAACALGFGYWASADVWLRAQSHQARLASPVQVL

NTDB id 348779 EYF70 RS14050 WP 131145967.1 MRSAILGFVGGAAFLQTQSALTAHALHILLALLMLAGLLAWLARG....RWRIAAGVACGAALGFYWAAVLASHALAPQL 76
NTDB id 1426 RS RS05575 WP 011001070.1 MRALLIGFVAGCMALQTRPALAPVWQPALLGLACLLAM.ALLRRGARLPRLVPVMAVLAAACAGFGWSDWRAQQRLSVVL 79
consensus !! **!!!*!* !!! *!! ** !!*! *! ***! ! !!****! * *! **!* !! ! ! * ! * !

logo AKPADWEGKRDIRVAVTGTVI
V
A
D
E
NLPENRVTEGDQAFTRFFLFLAR I

VERSASDAEGDVAKVPPR I
V
A
RLSWYAGGLFRRSWHERQREAEAATDGERRVARDGI

VPDELQRPGEQR
NTDB id 348779 EYF70 RS14050 WP 131145967.1 AKADEGRDIVVTGTIDNLPNRTGQFTRFFLAVERA.EGVKVPPRIALSWYAGFR............GEVRDVPELRPGER 143
NTDB id 1426 RS RS05575 WP 011001070.1 APAWEGKDIRATGVVAELPEVTEDATRFLFRIESSDAGDAVPPRVRLSWYGLRSWHERQREAEAATDRRAGIPDLQPGQR 159
consensus !*! !!*!! !! * !! ! !!! *! * ! !!!!* !!!!* ************ *!*! !! !

logo WQRLTLVRLKQRPHGSLNAMNPGHGFDGYELYAWLMLAEDQDGI
VRAATGYVRYPTAGGKRAHERNRALLSMGEADAFGVPSGSAVGRLNAR I

VERLWRAHAGLVRERHKI
L
L
R
A
HALEPEGARERY

NTDB id 348779 EYF70 RS14050 WP 131145967.1 WRLTVRLQRPHGNANPHGFDYELWLLEQGIRATGYVRPAGRHERLS....DFVPSARNAIERLRHGLREKIRHALEGREY 219
NTDB id 1426 RS RS05575 WP 011001070.1 WQLTLRLKRPHSLMNPGGFDGEYAMLADDVRAAGYVYTGKRARNALMGEADAGSGVGLRVERWRAAVRRHLLAALPEARY 239
consensus ! !!*!! !!! !!*!!! ! *! *!! !!! ** !* ****! * *!! !***! ** *!!* !

logo APVIVALVVGDQRSGIADQADDWEQLRFRTRTGIGSHLVS I SGLHITMIAGLFVAGAWALMWAMALWRRSFFGLAPRWLRATPQLPLLRLMPAQKRAVGALV
NTDB id 348779 EYF70 RS14050 WP 131145967.1 APVIVALVVGDQRGIDQDDWQLFTRTGIGHLVSISGLHITMIAGLVAWAMAALWRRSFFLP...RAQLPLLLPAQKVGAL 296
NTDB id 1426 RS RS05575 WP 011001070.1 APVIVALVVGDQSGIAQADWERFRRTGISHLVSISGLHITMIAGLFGALWMALWRRSFGLARWLRTPLPLRMPAQRAGAV 319
consensus !!!!!!!!!!!! !! ! !! ! !!!! !!!!!!!!!!!!!!!! * !!!!!!! !****! *!!! *!!!* !!*

logo AAGMALAAFLALYCVLLAGFMGVPAQRTLLYMLACTVVALVARVLWATDRI
S
A
V
C
PVSHLSVLACLWAAAGLVAVFLRVDPWAVMS

W
A
PGFGWLSFGAVAGVI FLLYAASRV

NTDB id 348779 EYF70 RS14050 WP 131145967.1 AGMLAALLYVLLAGFGVPAQRTLYMLCVVALAVWTDRIACVSHVLALAAGLVVFRDPWAVMWPGFWLSFGAVGVILYASV 376
NTDB id 1426 RS RS05575 WP 011001070.1 AAMAAAFAYCLLAGMGVPAQRTLLMLATVAVARLADRSVPVSLSLCWAAALVALVDPWAVMSAGGWLSFGAVAVIFLAAR 399
consensus !*! !! !*!!!! !!!!!!!! !!* !!*! !! !!* !* !!*!! !!!!!! *! !!!!!!!*!! !

logo

G
I
R
V
A
TAVWKNPGDPDASLRDDPDVERRPRATWPLTRLQVRALMWHRGVLRGAAHRTVQLYAVTFLGLLVPLTLMLLFAQQVSVI

VSAPVANAI
LA IPVVSFLLVTVT

NTDB id 348779 EYF70 RS14050 WP 131145967.1 GRTAVWKNPGDPDSLDPDERRATPLTRLQRLMHVLRGAAHTQYAVTLGLVPLTMLLFAQVSVISPVANAIAIPVVSLLVT 456
NTDB id 1426 RS RS05575 WP 011001070.1 IVAA........DARDDVRRPAWP....VRAWRGLRGAARVQLAVTFGLLPLTLLLFQQVSVVSAVANALAIPVVSFVTT 467
consensus !********! !* !*! !**** ! * !!!!!* ! !!! !!*!!!*!!! !!!!*!*!!!!*!!!!!! * !

logo PLALAMGGTALLPEPLWASQTPLVL IVLWAEHAELSFMARWLAMPVAWLDQAWLAGALAPGPGLASVWHVAPAVAPPSAWWALFWAGFLALVAVGTVLPLWLLAVPGRGYRAWAPTWRAWLQGAFV
NTDB id 348779 EYF70 RS14050 WP 131145967.1 PLALAGGLLPEPLATPLLVLAHELMRWLAVALQWLGAAPLAVWHAPVPSWWLFAFALAGTLWLLAPRG...WPTRWLGAF 533
NTDB id 1426 RS RS05575 WP 011001070.1 PLALMGTALPEPWSQPVLIWAEASFAWLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAV 547
consensus !!!! ! !!!! !*!* !* !! * ! !* ** !!*!! ** ! ** !* ! * !! ! !***!* ! !!



logo

L
T
L
WLPLMLALAQRAPDPAPAPPGETAFR I

MVAFDI
VGQGAMATVLVETAGHRLLFYDTGPRTQYGDTDLADNAAGDSRVI

LVPYLRAGHRGI
V
A
Q
A
R
I
LDGTLVVSHEGD

NTDB id 348779 EYF70 RS14050 WP 131145967.1 TWLPLLAAQPDAPAPGTARIVAFDVGQGMAVLVETAGHRLLYDTGPTYGTDANAGSRVLVPYLRARGIARLDGLVVSHGD 613
NTDB id 1426 RS RS05575 WP 011001070.1 LLLPMLLARAPAPPPGEFRMVAFDIGQGAATLVETAGHRLLFDTGPRQGDLADAADRVIVPYLRGHGVQAIDTLVVSHED 627
consensus !!*! ! **!!*!! !*!!!!*!!! ! !!!!!!!!!!*!!!! ! ! !* !!*!!!!!**!* *! !!!!! !

logo

A
SDHAGGATELATVLMARDGI

V
P
R
A
V
G
R
T
W
M
TLASSLPLPAGHGPLVEVLRAQARALAGI

P
E
G
H
P
A
R
G
HCVAGQRWAEWDGVARFE I

MLHYPTVAQAVPSSYADDRAPAS IVKSSTNAGRSCTVL
NTDB id 348779 EYF70 RS14050 WP 131145967.1 ADHAGGALAVLRDIRAGWTLSSLPLAHPVVLA....APGHRHCVAGQRWEWDGVRFEMLHPTAASYADPSIKTNGRSCTL 689
NTDB id 1426 RS RS05575 WP 011001070.1 SDHAGGTETVMAGVPVRTMLASLPPGHGLERQARALGIEPAGCVAGQRWAWDGVAFEILYPVQVPSDRAAVSSNARSCVL 707
consensus !!!!! !* ** ! !!!**!** ****** *!!!!!!! !!!! !!*!*! * * * *!*!!! !

logo R IAANAGGRKYAVAVLMLAGDI EGARARQEAAEL IVAARAEAPEARLMRADI
VLLVPHHGSGRTSSSTEGAVFLDAVRSAPAQLVAVFQVGHYRNRYGRHPHKPREQVVWEQ

NTDB id 348779 EYF70 RS14050 WP 131145967.1 RIAAGGKVVLLAGDIEARQEAELVARAAP.ALRADVLLVPHHGSGTSSTEVFLDAVRPALAVFQVGHRNRYRHPKREVVE 768
NTDB id 1426 RS RS05575 WP 011001070.1 RIANARYAAMLAGDIGRAQEAALIAAEAPERLMADILLVPHHGSRTSSSGAFLDAVSAQVAVFQVGYRNRYGHPHPQVWQ 787
consensus !!! * *!!!!! !!! !*! !!* ! !!*!!!!!!!! !!!* !!!!! * *!!!!!!*!!!! !!** !

logo RYEGARRAGI
V
D
E
R
TLRTDAIGTGAI

V
G
VIDELTARGDSAP I

L
A
RVDRSTAYRSVMSRPRYWHSDSALEVAALAETTEPTGAQP

NTDB id 348779 EYF70 RS14050 WP 131145967.1 RYERRAVDTLRTDIGGAIGIDLA.SPIRVDSYRVSRPRYWHD.................. 809
NTDB id 1426 RS RS05575 WP 011001070.1 RYGARGIERLRTDATGAVVIETRGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
consensus !! !*** !!!! !!* !* * ** ! * ! !!!!!* ******************

X non conserved

X similar

X ≥ 50% conserved


