logo

NTDB id 598 KW2 RS08500 WP 021037660.1
NTDB id 58627 TL13 RS03770 WP 015646701.1
NTDB id 155 SP RS04850 WP 000495909.1

NTDB id 265 KZH43 RS04315 WP 000495911.1
NTDB id 224 SPD RS04655 WP 000495911.1
NTDB id 190 SPR RS04415 WP 000495911.1
NTDB id 495 SM12261 RS04415 WP 000495920.1
consensus

logo

NTDB id 598 KW2 RS08500 WP 021037660.1
NTDB id 58627 TL13 RS03770 WP 015646701.1
NTDB id 155 SP RS04850 WP 000495909.1

NTDB id 265 KZH43 RS04315 WP 000495911.1
NTDB id 224 SPD RS04655 WP 000495911.1
NTDB id 190 SPR RS04415 WP 000495911.1
NTDB id 495 SM12261 RS04415 WP 000495920.1
consensus

logo

NTDB id 598 KW2 RS08500 WP 021037660.1
NTDB id 58627 TL13 RS03770 WP 015646701.1
NTDB id 155 SP RS04850 WP 000495909.1

NTDB id 265 KZH43 RS04315 WP 000495911.1
NTDB id 224 SPD RS04655 WP 000495911.1
NTDB id 190 SPR RS04415 WP 000495911.1
NTDB id 495 SM12261 RS04415 WP 000495920.1
consensus

logo

NTDB id 598 KW2 RS08500 WP 021037660.1
NTDB id 58627 TL13 RS03770 WP 015646701.1
NTDB id 155 SP RS04850 WP 000495909.1

NTDB id 265 KZH43 RS04315 WP 000495911.1
NTDB id 224 SPD RS04655 WP 000495911.1
NTDB id 190 SPR RS04415 WP 000495911.1
NTDB id 495 SM12261 RS04415 WP 000495920.1
consensus

Fsncey ML okcenany o oLl cyBr ekl AD e e Vo Lheeaeldl

::DKLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL
RDKLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL

:.DKLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL
RDKLEKQAYTCPACGGQLHLRQGPSVRTHFAHKSLKDCDFFFENESPEHLANKESLYHWLKKETKVQL

Pk Dok Dskskoeskosksk | | kokkkkkkorek x| *kokkokkok | okok ok Frrr o« Poksksksk LD Dok D e Dk | 1 ) *okkk |k

 ECAAARG YL RUBRE Sy L AT e

TRLQIEWE YFS NEGF WELD|g
EIOL)S [6Q AD FVNIMSLALEVQCSELPURILEER v FAGHQVLWLLGEELW KERL LEX{NFLEFSENMGFY
EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK|S
EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK[§
EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK[Y
EYPLSELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGQKLWLKERLTRLQQGFLYFSQNMGFYVWELDK[Y
EYBLEELKQIADVFVNGNLALEVQCSPLPQKVLKERSEGYRSQGYQVLWLLGHKLWLKERLTRLQQGFLYFSQNMGFYVWELDES
I I I I I e e T N R N W

U Ry LK S Tveed) RYRTLe KGN

ICLQEEIP GIWGIIL EWILRLPYIWAQK | IeRIUDRIY B IRQQLYYQRIZYWMKHIQING(Y QKGEN
KISALRL YLIJs| DEJRGK H{YWKGFly G GENLLEILRLP JKQR SHMTIAD D FRYIAQQLY Y[EISYWINNAQAE YF GEN
KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYK QKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENI
KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENI

KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENT
KQVLRLKYLIYQDLRGKLHYQIKEFSYGQGSLLEILRLPYKKQKISHFTVSEDKDICRYIRQQLYYQNLFWMKEQAEAYQKGENTI

KQVLRLKYLIBIQDLRGKLHYQIKEFIYGEIGSLLEILRIFPYKKQKISHFTVS DKDICRYIRQQLYYQNI@WMKEQAEAYIMKGEN
Kk 1 Polskok Do bk skokok EE RN EY Pl b oeskok |okok * ok okok ok |k ok ok ok I B e * | klk o LIk

VY, ... B LT DO Y e

IKKFEGPHIAPLGLNLLENFTDENT I T THT BN .. 327
VK TAERGSHN . . . ... ... Ki Q Al Q ........ 311
......... B GKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE SN
......... MNCKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVEREEEN
......... MGKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE/EEES
......... MCKFFQIEQDLTSYYQHFYTYYQKNPQNDWQKLYPPAFYQQYFLKNMVE SN
317

1) skoskokok |k Pl x kok ok bk |k kokskokkokokoksk ok bl skok |oskosk sk sk ok sk sk k k ok

K non conserved
B similar
>50% conserved

170
168
168
168
168
168
168

255
253
253
253
253
253
253



