logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id

278 KZH43 RS10085 WP 000649974.1

237 SPD RS10760 WP 000649974.1

203 SPR RS10245 WP 000649974.1

168 SP RS11270 WP 000649971.1

181358 BSA145 RS22250 WP 231120697.1
109 BSU 35450 NP 391425.2

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id

278 KZH43 RS10085 WP 000649974.1

237 SPD RS10760 WP 000649974.1

203 SPR RS10245 WP 000649974.1

168 SP RS11270 WP 000649971.1

181358 BSA145 RS22250 WP 231120697.1
109 BSU 35450 NP 391425.2

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id

278 KZH43 RS10085 WP 000649974.1

237 SPD RS10760 WP 000649974.1

203 SPR RS10245 WP 000649974.1

168 SP RS11270 WP 000649971.1

181358 BSA145 RS22250 WP 231120697.1
109 BSU 35450 NP 391425.2

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id

278 KZH43 RS10085 WP 000649974.1

237 SPD RS10760 WP 000649974.1

203 SPR RS10245 WP 000649974.1

168 SP RS11270 WP 000649971.1

181358 BSA145 RS22250 WP 231120697.1
109 BSU 35450 NP 391425.2

consensus

/g

L KELTEQ) 0

o WL com SSRGS 0 i

..................... . IERP I[@Q3AMGRA éNDQLCQDC ﬁWNERSb

. UTGHIGYLEGRPESHHAVERDIGEIIRTRIR
* % Kok ok kKK Kk | kK Dokosk Dskokokok |okok |okokokokokok Dokokokok | Dk Dokokokok skokokok Dok | D skok | skokokok

e SRALE T e SRONRR e e cEL SRR, YAEvoE LSRR e g

.VGVSHRAIFTYNQAMKDFFSRYKFDGDFLLRKVFASFLSEELKK...YKEYQFVVIPLSPDRYANRGFNQVEGLVEA
MRYKEYQFVVIPLSPDRYANRGFNQVEGLVEA
BYKEYQFVVIPLSPDRYANRGFNQVEGLVEA

VEVSHRAIFTYNQAMKDFFSRYKFDGDFLLRKVFASFLSEELKK.. YKEYQFVVIPLSPDRYANRGFNQVEGLVEA
STK LYK N33 UNQ\DL|UNey VL EANOIAR ED T AINAERIKKDMQAAFUESEFCI)QAP LLIPISARS HEHL. K EIAIVRSVIMASL
DSLBELRQN|3 R\ DMIUNEE T LEJ DR M A EM I N AJFKEIDFEIS TF SISV Y PDI(H V L\ P K REEERGFNQAHLLA.

x skokok Dakokok D1 Dok | Dookokok Dok | ok | D skokoskoskokook | ok ok ok ok ok ok ok ok * 1

A e SR s e L) AT B { OIS Y

AGFEYLDLLEKREERASSSKNRSERLGTELPFFIKSGVWTIPKKILLIDDIYTTGATINRVKKLLINEEAGAKDVKTFSLV
AGFEYLDLLEKREERASSSKNRSERLGTELPFFIKSGVMTIPKKILLIDDIYTTGATINRVKKLLJEEAGAKDVKTFSLV
AGFEYLDLLEKREERASSSKNRSERLGTELPFFIKSGVWTIPKKILLIDDIYTTGATINRVKKLLEEAGAKDVKTFSLV
AGFEYLDLLEKREERASSSKNRSERLGTELPFFIKSGVMTIPKKILLIDDIYTTGATINRVKKLLJEEAGAKDVKTFSLV

INIA3#D QK GLIFQIRYQTD A IHQ
LDRPSHHPIIRLNNEK QKKK BIEC I|SD TN NS . AEGMN SRR IR guied by

220

220
. 220
S 218
S

RR 220
R|

R

R|

R

R| 240
]

X non conserved
B similar
> 507 conserved

141
141
141
141
137
159

219
219
219
219
216
238



