logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.1
NTDB id 1090 CAA90909.1 1..3114( )
consensus

vy e AR TAl | NERIEE e OROReAlee <3

.............................. (NYATIMNE[@EN QIZE V[MYNIR]Y ST KDKDRIGRIX 8 000:(0]0G GRS VH
MNKTLKRQVFRHTALYAATLMFSHTGGGGAMAQTRI(YAIIMNERING EVISEN{NYSTIKDKDRIARIY W K HEGGES VI3
5k ok ok ok ok sk ok ok ok ok ok ok sk sk sk ok ok ok kkkskokokokokkskskk L L L Ik L LT Pk | Pl DD 1 %k kkx % [

ek A ALY oD T T ksl Rt oL T

FIIN DIMLVSIHQSGTAVFGTATYLPPYGKVSGEFDAR LISARNNAVDWIHT TIYGLISGYRYIEV CRSASNCPISLVYIMT FS
FIN DWLVS[EQRIGTAVFGTATYLPPYGKVSGFDAW LMMRNNAVDWIHTT GLENGYJAYjWV CRSEBUNCP[RLVYIXT FS
bkl DL 0 PP bt skl PP L R ksl b 0L 1 Ikl llk LD L0 Ixll

0 TG A e G R

FDIPMILAKIN GLDRH PSR NSPIYKLKD PWLGVSFNLGHE[EWAKINGK RNKL SSFINEIMNIA - VT TS
FD[¢ [ELAKN GELDRHfJ PSR NSPIYKLKDBIPWLGVSFNLGHENNRUKIGK |INKL SSFEEENNIAN gy VEIT TRIGH
1% ] ]

I I Pl DUIRILD T L osxlx *1 11 1%

I
sl a8
SLIEDWERE TAMAYYLNAKLHLLDKK[NI[NNIySNK T VL G D
SLEDWIMREEITAMAY YLNAKLHLLDKKE TN TIAQMEX T VIl Gyl K
| [ | I % |

I

—=

K
E

A A A LR VL YR R

E
BN TFYE R
B A
o

TS L e T LA

(N[VKAGRCVNKININPNPNAKAPSPALTAPALWFGPV[AINGKAEMYSASVSTYPDSSSSMI LQNLFR BKPGR SL)SY
IDVKAGRCVNKIANPNPNAKAPSPALTAPALWFGPVIEIGKAEMYSASVSTYPDSSSSIMI LQNLIJSR IdEKPGRj3IS LIX
PEEEEE L Pt bttt tr bttt kbbb b bk LELlkD] x|

R ATl BT e U

IRID IS EPNFTGRQTIIRLMGGVREIKLINREINHEINNGRANGNDGIAN TFGIVHE ERSIRNIPDTSEWKKVLLPWTVRGFA
IMDIINS EPNFTGRQTIIRLNGGVREIKLINRN VARMINGNDGNN TFGIVIS IMQMXPDTSEWKKVLLPWTVRGFA
P sk DLt et 1 bkl PEULL sl % RN ]

sl DA SHIRI AR DY AT AU VPl el

KFKI@FNKEEKNNDNKPKYSQKYRSRDN[EK|SIERNLGDIVNSPIVAVGEYLATSANDGMVHIFKIAGIGGDJARIYELKL
KFKIWFNKEE[INNDNKPKYSQKYRSRDNIJK ERNLGDIVNSPIVAVGRYLATSANDGMVHIFK[/ISGGDINREYILKL
P s b bl bk b Lt Pttt % b bt et

I
I
!

*

[PRP) C_7m >

49
80

129
159

209
237

288
314

368
394

447
474

527
552



logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

<0

logo

NTDB id 305902 DV179 RS12980 WP 322114704.
NTDB id 1090 CAA90909.1 1..3114( )
consensus

| Ml

GTMPRKIYI)N
GTMPRKINI|N
N [

ABE DN LRSI 4 RN

TLAK RIFAEKGYVGDRYGVDGGFVLRWVINLNGQWRVFMFGAMGFGGRGAYALDLTKADSJWIP T A
TLAK REFAEKGYVGDRYGVDGGFVLRMVINNLNGQIRVFMFGAMGFGGRGAYALDLTKADERINPTA
! !

| T T T T T A Y A [ T T T T T A A A R A A [

gL AR DTN

VSLEDVKRIINMNNEVELGYTVGTPQIGKTHNGKYAAFLASGYATKEITSGDNKTALYVYDLEGNGTNNLIKKIEVPG
VSLEDVKMENNENNIHVELGYTVGTPQIGKTHINGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPG
Prrrrn k0 L0ttt

r

LSRR LSSV e g AL .

GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPISQWSEAREIFINGBIKPITSAPAISQLKDKRVVIFGTGSDLS
GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPNQWSWRWIFIAGWKPITSAPAISQLKDKRVVIFGTGSDLS
I e e R N e

TN LAl L e AR VLD G

E DVIESIWSIEQYIYGIFDDDTAJ [VINVIORSSHGGGLLEQV LIV K TLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP
E DVIUUAEQYIYGIFDDDTApN [eNMNVINIRIIIGGGLLEQVLIAIDNIYKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP
* ok *

Ix11 L T B O Y A | | rrrrrrrn * rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrnd

A G A A

TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANWAVAQYSGHKKYWINGKS IPIGCMQKENEWY
TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANMAVAQYSGHKK{EMNNGKSIPIGCMQKENEMY
o

e e e e e e e e e e e e rrrrrrrrrnrr ol
CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPRICGMKRIS
CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGP@NCGMKRIS

[ T T e B O O I O e e R R N i

Hlk

WREVE B
WREVE [

1009
1037

607
632

685
712

765
792

843
871

923
951

1003
1031



(>4 S

non conserved
similar
>50% conserved



