logo

NTDB id 55313 LDN97 RS09420 WP 039038724.1
NTDB id 1457 ASU2 RS00455 WP 014990913.1
NTDB id 1392 A4U84 RS02730 WP 010786053.1
consensus

logo

NTDB id 55313 LDN97 RS09420 WP 039038724.1
NTDB id 1457 ASU2 RS00455 WP 014990913.1
NTDB id 1392 A4U84 RS02730 WP 010786053.1
consensus

logo

NTDB id 55313 LDN97 RS09420 WP 039038724.1
NTDB id 1457 ASU2 RS00455 WP 014990913.1
NTDB id 1392 A4U84 RS02730 WP 010786053.1
consensus

logo

NTDB id 55313 LDN97 RS09420 WP 039038724.1
NTDB id 1457 ASU2 RS00455 WP 014990913.1
NTDB id 1392 A4U84 RS02730 WP 010786053.1
consensus

logo

NTDB id 55313 LDNO97 RS09420 WP 039038724.1
NTDB id 1457 ASU2 RS00455 WP 014990913.1
NTDB id 1392 A4U84 RS02730 WP 010786053.1
consensus

J
col 2RI LAL e RELEAE CERFRADGK KV EDMEDh s b e
seQraT REE | WATBARVNR sé Bl\D. L | Q Tl A
..................... MSETIAT INRFAMRINAFNYEIMGEKPFRADQ MKWIYHFGE®D FD MSN NKINLRE LKINIAE
MSEQTQTCASEMMaFAMNINA V@HP NRQIEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLREKLK[TIAE
....... MSEQMNAVNTDINSCMST WRQMMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNM NINKVLREKLKRITIAE

Fkk bk dkr LRl el Lk D lak bk bk DDLU LU R b LT b e b b bk bk DL DL b1 11

A T A PR R

I APE SREQRSADGTIKWAMQVGDQ ETVYIPEADRATLCVSSQVGCALACTFCSTAQQGFNRNL|§VSEIIGQVWRA K G
IKAPEVSVEQRS DGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACFCSTAQQGFNRNL VSEIIGQVWRASKIIGN
TKAPEV VEQRSADGTIKWAMWVGDQQIETVYIPERDRATLCVSSQVGCALACTFCSTAQQGEFNRNL VSEIIGQVWRASKIIGN

¥ PR B DR RRRTLSTSCI ALk e NALA LA Dk ek

F VT $R TNVV E {{N AV NTRL S KL BLLI
RN GIARPTITNVVMMGMGEPLLNLIANV PAMId{ M DDF N SKRRVTLSTSGVVPALD |H§ QIDVALAISLHAPNDILRSEIM
FGVTG RPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLST GVVPALD MREKIDVALAISLHAPNDELRDEIM
FGVTG RPITNVVMMGMGEPLLN NNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDISMREQIDVALAISLHAPNDELRIJYE BN

B I A N T T T e O T O e e O I B B I I B o I T L O O O O B T O B B B A A N T Y S Y Y S

AoV L ATV o A LT NP B sk

PINBKYNI|H)Y IXeVid YLINGSNANMG VT EYVLLDH NDD HAH LARVLKITPCKINLIP NPFPENP GKIFSNSRIDRFH
PINKKYNIKML DSVEIKYLEVSNANHGKVTIEYVLLDHVNDEEEHAHQLA VLKNTPCKINLIPWNPFPEAPYGKSSNSR DRFQ
P NKKYNIKML DSVNKYLEVSNANHGKVTIEYV LEHVNDD EHAHQLA VLKNTPEKINLIPWNPFPEAPY KSSN RIDRFQ
Db b D0 Dokorokorr bk DDk LD b b b bk DD Do Do Do d Dok 0D D Lk LD D Db LD DD L LD b bk L b L Lr L1 1

oL EV VARNTR DD AL R e

v F S
KWULMEYGMTVIVRKTRGDDIDAACGQLYG VIDRTKRTMUEGYRININN GI Vieya 367
KTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKF GG I AVQNEsl 393
KTLMEYGFTVQ@\VRKTRGDDIDAACGQLAGDVIDRTKRTIJEKRKFG GIAVQN[N 386

K non conserved
B similar
> 507 conserved

148
170
163

229
255
248

314
340
333



