logo

NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id

1152 A1552VC RS00200 WP 000654772.1
1021 ACIAD RS00975 WP 004930462.1
1073 ABD1 RS00865 WP 015451369.1

1169436 ACNUEH RS04695 WP 049080458.

1043 HON27 RS16615 WP 168727007.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id

1152 A1552VC RS00200 WP 000654772.1
1021 ACIAD RS00975 WP 004930462.1
1073 ABD1 RS00865 WP 015451369.1

1169436 ACNUEH RS04695 WP 049080458.

1043 HON27 RS16615 WP 168727007.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id

1152 A1552VC RS00200 WP 000654772.1
1021 ACIAD RS00975 WP 004930462.1
1073 ABD1 RS00865 WP 015451369.1

1169436 ACNUEH RS04695 WP 049080458.

1043 HON27 RS16615 WP 168727007.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id

1152 A1552VC RS00200 WP 000654772.1
1021 ACIAD RS00975 WP 004930462.1
1073 ABD1 RS00865 WP 015451369.1

1169436 ACNUEH RS04695 WP 049080458.

1043 HON27 RS16615 WP 168727007.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id

1152 A1552VC RS00200 WP 000654772.1
1021 ACIAD RS00975 WP 004930462.1
1073 ABD1 RS00865 WP 015451369.1

1169436 ACNUEH RS04695 WP 049080458.

1043 HON27 RS16615 WP 168727007.1

consensus

] KgSSKK|lRYEAERLE§A ol QELD B LESRI

Tol AT

OTE] 0D o o QAN O AR SEN e

WRSAANNREEE¥ZLCPLIFERLIMKEINS S
J\Q BMWHTDFI TPDDjy YP QL PYWD PPI FGNGEMQ L QPQIA VGSRKPSPHGRQVAYDF Y LSEKGF I SGL
QQVIIQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFISSGL
QQVJQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFISSGL
QQVIIQHTDFILTPDDSGYPTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFISSGL

ek Aé%uﬁgﬂAv ) g@NmA@g o RRL

Qe L

NN N YN OTTL N N e NN NN NN NN

LA

W KAAEQ AL SRR LG LR AT e,

VEATLKSGSLITANKAAEQGK|JVFAIPGHIYSEFHQGCHQLIREGAIL DHPEQIIEDLALPTHWHSQSTASGEANAD S
VEATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQN QT R
VEATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQN QTN

VEATLKSGSLITANKAAEQGKTVFAIPGHIYSEFHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQN QT
eI EEEINIETIEIE ! !

371
383
376
376
376

AGE LD I e mﬁﬂsal LSRR

149
157
157
157
157

228
236
236
236
236

308
316
311
311
311



(>4 ES

non conserved
similar
>50% conserved



