=
1 S

AR
ey ]

Legend

S Index-N-F
Index-R-R

Sequence read

I | cference sequence
[T Assembled sequence

Unidirectional maximum
sequencing length
—a— Pair-End maximum

sequencing length

/12

Replacement (under Rule 26)



2000

1000
790

500

250
100

8 E5LBERELY

g §ES EEEEEEEEY

Fig. 3

Replacement (under Rule 26) 2/12



Reference sequence
A*01:01:01:01
Constructed con—
sensus sequence

RN R R N R NN RN N

Yoo rrsarsTusarererceTercriaaearas

Pair-End
Sequencing
Results

Assembled sequence—

Adapter Forward primer PCR area Reverse primer Adapter

\ / | N 7
\ 3
/N

Adapter index Forward primer index Reverse primer index

Fig. 5

Replacement (under Rule 26) 3/12



& ¥ & 9 011 12 13 14 153 w17 18 19 20
C1

Fig. 6

Replacement (under Rule 26) 4/12



Replacement (under Rule 26)

Fig. 7

SN2

35

fis!
&0
550
00
450
3%
20
132

I




Reference sequence ! : : 41
- C*01:01:01~ .
Constructed consensus
sequence

Readl g =

Pair-End Sequencing—
Results

ir

0z s01lo0l

Assembled sequence

Replacement (under Rule 26) 6/12



2Fi 1_C_C2F_F02.ab1
2Ri 1_¢_C2R_FOB.ab1
SFi §_C_C3F_FD4.ab1
SRt 1_C_C3R_F10.ab1
4F1 1_C_CdF_F05.ab1
SR FiiabT

v ;
0  cw*0822 cw*150501 v
0 cw*0s22  Cu*150502 r.
1 Cw*0S0101 Cw*150201
1 Cy*OoBol01 | Cw*150504
1 Cw*030101  Cw*1506
1 cwtoB0l0l  Cw*1509
1
1
1
1
1

. Cw'080102 ; Cy*150501
Su¥080102” Cy¥150502
080301, Cu* 150501
. Cw*080301 : Cw*130302
Jewhosts | Cw*150501

f\/\f “‘z/\A/\Af\/\/\’\/

Fig. 10

Replacement (under Rule 26) 712



L4 . a7

Tt L

Fig. 12

Replacement (under Rule 26} 8/12



GNP sup2 SNP3  SNP4 GHPS

. T.. AT

Toadan

s ST I

[ P SR

DGR1#03.03

LCGRC

oy g o
ST GO

o
e

BRB1#08:02

Fig. 13

Replacement {under Rule 26) 9/12



HLA-DQB1-2+3

70Q +
& -3 DQB Locus t l""" e
2F 7-DQ_DQB1_2F_AOZ.ab1 ] ‘-'—.I
i+ 2RI 7-DQ_DQBI_2R_ADZ.abl TN O T O S O A S I N T X A HENIEX I N D {2iaj1
B 2Ft 7-DQ_DQR _3F, AQZ.ab1 < A G AR @ A G D WUCR Y RCGCTTS S ACAGCS ACGST @8R G G W
€ 6 A G A GAI AGTACGCRGCGCTTCG ALCAHAMGLC S A CST 66 G 6 6T
< A G A G GAGTACOGCRCGCACT T CAACLCAMAEGEECSEATC CATIHGE B 3G 6 T
o FLTL - I R~ B P T T S O ® GoCoT r 4 G A L oA D LG AT G T G (SN
; s . Tnn A < A 8 A G O A G T A € A @ € T T €C @& A € A 6 C @ A C 3T 6 & & 66 @ T
< A 8 A 6 @ A G T A.C 4 8 € T T € 6 A £ A G C @ A C AT G & & 6 3T
_Aliala Ltzsn ! ,
DQB1*D3103102 DQBL*D6I0R:01 3 2

DQB1%03:0:03 DQRLIT06:02:02
DQ81*0M02:01  DQBL*0&102101

DQB1*03:02:01 DQBLIY06113
DQB1¥03:02:03  DQB1*06102:02
DQB1*03:02:02 DQBL*06102102
DQB1*03:03:02 DQBL*06111101
DQBL*03:032:02° DQBLY06I13

DQBL*03:03:02  DQBL*06:14:02
CQBLY*03:03:102 DQBL G616
DQBI*03:03102  DQBL*06:20
DGBLY03:03:02  DQBLTA6:24
DQBI*03:03:02 DQBL*A6:33

DQB1%03:03103  DQBL*06:02:01
DQB1*03:12 DQB1*06:02:01
DQB1%03:15 DQB1%06:02101
DQB1*03r20 DQBI*06:021D1
DQB1%03:26 DQB1*06:02:01
DQB1%03:26 DQB1"06:28

DQEI*0%:0210t DQB1*06:02:102
DQB1"03:02:0)  DQBLT0S6:11:01
DQB1*0H0Z1I0L  DQBL*0S: 1402

DQB1%02:02101  DQB1*06116
DQB1703:02:01  DQBL*0&:20
BQB1"002101  DQBLTOS:24
BQB1TAZ0210L __DOBL 0633

PR TR TR S WAT BRI Baiy

Replacement (under Rule 26) 10/12




M 1 2 3 4

6 7 8 9 10 N

o
&

B8 EEGERERGeE

$
b
o
450
&0
30
%
4456
42
s
w0
B
e
G

s B
BB

Fig. 17

Replacement (under Rule 26) 11/12



Reference sequence
C*01:01:01—
Constructed consensus
sequence

Readl

Read2—rmi 22
Pair-End Sequencing —
Results

o o
G TG

Assembled sequence—

Assembled sequence 3 : T 33 s i TAGTTCGT

Replacement (under Rule 26) 12/12




