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H =i SNP 47 FH MR AR RFE

¢

1 SeE

AT TR (Saccharum spp. hybrid) FhFHSNPA Fhric 45 SU B K i M e R B A 52
SCUA R Ang i, FUE 7 ORBEE R RlRERE . BRI WA EL SR E
AN IE P T4 R TR i R SR E

2 MetsImAxH

B SCA A P9 AR S S R T | R T R R AR SC AR A AN T R 2R R, v H R 51 S,
A% H AN B AR ASE B T A SO AN H AR 51 SO, iR CRESFTA isscs) @A
A

GB/T 3543.2 RAEWIFTHIICHAE SE284r: FFFF

GB/T 3543.11 RAEMFIFAEIGMAE F1135: WmMRE WP ESHEEE

GB/T 6682 43#ss = H A MAS AN 56 7%k

GB/T 19495.3 FEFER = kIl AZERFEEN At 77k

3 RIBFENX

GB/T 3543. 1154 5€ LA K R B ARE R g S FH F A4
3.1

%&E PCR multiplex Polymerase Chain Reaction, mPCR
TE[Rl—PCRI Ritk R BN LT CA 519, [RIES4 34 B 2 AN BEIPCR I L

3.2

EIERBMK Y |igase Detection Reaction, LDR
fETaq DNNESERERERTS, /00 WA EIRIRE 5 H IDNAF A 584 AL, JF H 28R4 2 18]
WA BRI A B R AL R N, B fa I R v B RE, ST SNPAS ARSI ) s

4 UEREIE

Ny S T AR

bp: WIEXT (base pair)

CTAB: /Nt =R (cetyltrimethylammonium bromide)
DNA: Wi HEZIR (deoxyribonucleic acid)

PCR: E&HEx N (polymerase chain reaction)

LDR: ZEEEFASM /M (ligase detection reaction)

SNP: HZHEZ M (single nucleotide polymorphism)

5 F/RF

5.1 HLPKRE K BCE R e o

5.2 PCR1X.

5.3 & HINEAE ST

5.4 PREMBWM (2.5 pL. 10 plLa 100 pi.v 1000 i) .
5.5 fHEHIKL.
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12
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.16

R B R G
TEIR 7K 48 o
HIVKAL

T RF GEE 0. 1mg)
FREET

i R K B
mEE G O,
UKF -

IR TAES,

e VA wirvini- R
PRV BEE I 72 A3

R SR R A R ECH

0 ~NOo O M wN =

RN N N = = 3 b e e e e o e O
WN =2 O 0o ~NOO A WKN—=O

24

BRAES AU, AU 234 2.

7K, GB/T 6682, —%Zk.

LU 28 5 — /KA (NaEDTA « 2H.0)
FEAEN (NaOH)

—RHEEEEF L (CHNO;, Tris Bl .
#hEZ (HC1) , 12.063 mol/L,

SALH (NaCl) &

B33 L (B-Mercaptoethanol) o
TNk = LR (CTAB) &

T R EER A (SDS)

LFRER (KAC) &

VKR o

To/K 2 HE

— & H .

SR EE

IR .

dNTP VR AW

Ex-Taq DNA A1

10 X Ex-Taq Buffer, & Mg” 25mmol/L.
B HE B
DNA 43F-mE ARt

DNA 73 M % F 40 T #5 Liz #Ric (Liz500 Size Standard) .

DNA Z3 Ml & FH i (Hi-Di) .

DNA 43 #r A% & FH B ik 2 P i

0.5mol/L EDTA ¥ #: HU 186. 1 g NasEDTA « 2H,0 (6.2) V& 800mL /K9, /i NaOH (6.3) i pH

8.0, MAKEARZE 1000mL, 121 C EEKE 20 min.

6.

25

1mol/L Tris-HC1 ¥%%: HX 60.55¢ Tris B% (6.4) W T &8k, fMnHCL (6.5) i pH & 8.0,

7K EZZ 500 ml, 121 ‘CEEKE 20 min.

6.26 5mol/L NaCl ¥AW: HX 146.1 g NaCl (6.6) , HIZKEZZE 500mL, 121 CEEKE 20 mine
6.27 CTAB $&EX: HL 280 mL ff 5mol/L NaCl (6.26) « 20 mL B-3it& ZJF (6.7) « 20 g CTAB (6.8)
100 mL 1 mol/L Tris-HCl (6.25) #140mL 0.5mol/L EDTA (6.24) , BEII/KERZE 1000ml, 4 C

Az

6.28 SDS HEHU: HX 100 mL 1 mol/L Tris-HCI (6.25) . 25mL 0.5mol/L EDTA (6.24) . 25mL 5
mol/L NaCl (6.26) F12.5g SDS (6.9) , JREM/KERZE 500 mlL,
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6.29 5mol/L KAC: HY 49.67 g KAC (6.10) , JI/K¥EAE, MUKZER (6.11) i pH & 5.2, EAHZE 100
ml, 121 ‘C/EE KB 20 min.

6.30 1XTAE ¥&¥i: HU5mL 1mol/L Tris—HC1 (6.25) 1 1mL 0.5mol/L EDTA (6.24) , hiHCI (6.5)
W pH £ 8.0, M/KEZAZRE 500mL, 121 °C /& %EKH 20 min.

6.31 75% 8% 75 ml /K ZEE (6.12) 125 mL KIEA] .

7 SIMERAIER

H R A A SR I SNPARIC B 17T/ M L SNPARIL,  WFSA. BT SI¥70 2 EPCREIY) . 4%
519, DB B,

8 XERtEm&ER
S FERE it FH T A B s A S E AN S AR 5, B S50 A i R A T
9 KMIEFF
9.1 HREZ
9.1.1 JEM

IRIGHFE S I N NFFAGB/T 3543, 2[5, 4 'C FR/F2M, 20 C FERAF61H, -80 'C KM
RAEo

9.1.2 MHE

RAEEHEE BN AME T3 g, A AHRa%R, KEH, 4 CHEMH TR,
9.1.3 &

KR, WiRIEE, WREME, FKHENERENFRRE, J7ER9. 1. 2,
9.1.4 REME

AL A A, RS- IDNART AT
9.2 DNA#MER

RS EUIZGB/T  19495. 310 7 v AT Bl A k70 Sdt 47 . SR ENDNAZL & A1 5 & 77 5 PCRY 18 2K,
DNATC R R, TR A YEI G FE ODso/ ODaso [ ELAE AT F1. 8~2. 0, 283 E5 b el kS0 57 37 AT P 2 F)
—FH . PHEEDNAYRE N 10 ng/ L&

9.3 %EPRKN

9.3.1 177 ANHEERZ L SNP FRid 738 4 A2 8 LDR AR RatATA I, DLBR =% Co

9.3.2 HECHIEFH PCR TR (WK 1D IRA)G, 4r%e% 96 Uik, L 19 Wl FE/EMA 1 pL #£4< DNA
REM, BRI RMAREIES) . BL 3 000 rpm 50 30 s 5, EBRBIE, # b 96 L IKE R, BT PCR XL
(5.2) k. H#IFIGE, %K 2 HEFIEIT,

®1 %EPCR RNFUR & RECHIR IR

N 1 X 100 X

10 XPerfectStart® Taq buffer 2.0 pL 200 pL
dNTP (2.5 mM) 2.4 pL 240 pL

MgCl, (25 mMD 0.8 pL 80 uL

Probe Mix 2.0 uL 200 pL
HotStarTaq (2.5 U/uL) 0.4 uL 40 pL
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#R1 ZEPCRRNFUEERECHIATIF (8D

R 1 X 100 X

7K 11.4 pL 1140 plL

AR 19.0 L 1900 uL

&2 %EPCRRRIZF
AR Bk JEAR TREF TEIREL

1 step 95 °C 2min - - - 1
2 step 94°C 20s 65 C 40 s(-0.5 ‘C/cycle) 72°C 1.5min - 11
3 step 94°C 20s 59 °C 30s 72 °C 1.5min - 24
4 step - - 72 °C 2.0min 4°C 1

9.4 EERN

Bl PRI (W3 RE G, 2296500, FEFL6 L. BE G REFLINNA LN =) (9. 3)
BRI RAIRES] . A3 000 rpm&.0030 sf5, R, # boefLigiian, & TPCRIX (5.2) L.
WIS, HERAEFIBAT

R3S EERNTUR&RECHNRATIR

kil 1 X 100 X
10X 1ligase buffer 1.0 puL 100 pL
Ligase Primer Mix (1 pM) 0.4 L 40 uL
DNA 1ligase (50 U/pL) 1.0pL 100 pL
K 3.6 uL 360 plL
SR 6.0 uL 600 pL
=4 EERNIERF

Ak JEEDS TREF B

1 step 94 °C 1.0min 56 ‘C 4.0min - 38

2 step - - 4°C

9.5 _E#AEM

FESF=Y) (9. IIAZEIT0 Pk (6. 1D, ARG 05, B3 pL50. 5 pL Liz500 Size Standard
(6.21) , 8.5 Hi-Di (6.22) 8%, 95 ‘CAEMES minja Fl4s EBhEAE M (5.3) K.

9.6 BURSHR

B B8] (I 73 T Bk #F, - WiGeneMapper 4. TEEAT 4035 7317 .

9.7 HIEICFE
9.7.1

AR5 e 2 Py b 7 2R D R Ml =0y SOV BRI, Sdlic o /1, H &, 1

NIE AL S BRI SEA AR 57, BIAi-S B IAE 0y XXEL VY, G BALC TN X7, SAAr A6l

KN MV,

9.7.2  HLf o K DRI S i e P DL PR SR D, S s DR PR ' B 7 BT ISR AR A IR LB % B

10 ZRIESERIR

10.1

FIEHN

BN R0, NENAF MR B <ERAL R4y, YOS Rl 2R A R
<1, AENFE— .

10.2 ZHRFR

4
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M & A
(R
¥%iL> SNP #RIE (B2

FA. VIR 1 A% CoSNPHRIC AL 55 S P ER A

A1 #%0 SNP ¥Ric L = AR AL B

CT S SNPFF-5 Jetafk S VAL E
1 SNP0OO1 Chr01Ad G/T 98927487
2 SNP002 Chr01Bd G/A 15427795
3 SNP004 Chr01Bd C/G 83284628
4 SNP0O06 Chr01Cd T/C 29026303
5 SNP008 Chr01Cd T/G 60532461
6 SNPO10 Chr01Dd C/T 14036732
7 SNPO11 Chr01Dd G/A 27181568
8 SNPO14 Chr01Ed G/T 49906396
9 SNPO15 Chr01Ed A/G 92906808
10 SNP019 Chr01Fd T/A 52970577
11 SNP023 Chr01Gd C/T 65229803
12 SNP025 Chr01Gd G/A 103631468
13 SNP028 Chr01Hd C/T 53629854
14 SNP031 Chr02Ad T/A 67604996
15 SNP032 Chr02Ad G/T 109402275
16 SNP034 Chr02Bd G/A 27051038
17 SNP036 Chr02Bd G/A 109107159
18 SNPO37 Chr02Cd G/A 13040684
19 SNP039 Chr02Cd G/A 40363035

20 SNP040 Chr02Cd G/T 56021099
21 SNP042 Chr02Cd G/A 93215895
22 SNP043 Chr02Dd T/G 14002919
23 SNP045 Chr02Dd T/C 64726849
24 SNP046 Chr02Dd C/T 89683812
25 SNP048 Chr02Ed C/G 25656406
26 SNP049 Chr02Ed T/C 50967467
27 SNP050 Chr02Ed A/T 61625751
28 SNP052 Chr02Fd G/A 47996197
29 SNP053 Chr02Fd T/A 72527414
30 SNP055 Chr02Fd G/A 93612349
31 SNP059 Chr02Gd C/T 49357429
32 SNPO60 Chr02Hd C/T 19770932
33 SNP062 Chr03Ad C/T 46899012
34 SNP063 Chr03Ad A/T 70246368
35 SNP065 Chr03Ad AT 92399480
36 SNPO66 Chr03Bd C/A 9497243

37 SNPO70 Chr03Bd C/T 68119550
38 SNPO71 Chr03Bd C/A 88723159
39 SNPO76 Chr03Dd G/A 7650255

40 SNPO77 Chr03Dd C/T 32103524
41 SNPO79 Chr03Dd T/C 72270975
42 SNP082 Chr03Ed G/A 60316564
43 SNP084 Chr03Fd C/T 26668241
44 SNP085 Chr03Fd C/T 38225777
45 SNP086 Chr03Fd G/A 46866510
46 SNPO87 Chr03Fd C/T 81032285
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R/A. 1 RUSNPRRICL R RAIELE (40

CIT S SNPFF5 Qetufk S VAL E
47 SNP088 Chr03Gd c/T 10080606
48 SNP089 Chr03Gd C/T 48090291
49 SNP090 Chr03Gd T/A 55799250
50 SNP091 Chr03Gd A/G 76354318
51 SNP092 Chr03Hd C/A 15548463
52 SNP095 Chr03Hd C/A 30818770
53 SNP096 Chr03Hd G/A 51410067
54 SNP100 Chr04Bd G/C 10534710
55 SNP101 Chr04Bd C/T 21999437
56 SNP102 Chr04Bd C/T 45094854
57 SNP103 Chr04Bd C/A 53585843
58 SNP104 Chr04Cd A/T 11023076
59 SNP107 Chr04Cd C/G 63263314
60 SNP110 Chr04Dd G/A 22140206
61 SNP117 Chr04Ed C/T 48999321
62 SNP118 Chr04Ed C/T 57875105
63 SNP119 Chr04Fd C/T 10841387
64 SNP120 Chr04Fd A/G 18719574
65 SNP121 Chr04Fd G/T 27513900
66 SNP122 Chr04Fd A/G 48145889
67 SNP123 Chr04Fd A/G 65294690
68 SNP124 Chr04Gd T/A 11166601
69 SNP125 Chr04Gd G/A 17446948
70 SNP127 Chr04Gd C/A 50454464
71 SNP128 Chr04Gd C/G 60030520
72 SNP129 Chr04Gd C/G 68004221
73 SNP131 Chr04Hd G/A 30931620
74 SNP132 Chr04Hd A/G 60062410
75 SNP136 Chr05Ad A/T 90037140
76 SNP138 Chr05Bd G/T 21194374
7 SNP140 Chr05Bd C/T 83579887
78 SNP141 Chr05Cd T/C 17695208
79 SNP143 Chr05Cd T/C 79763218
80 SNP144 Chr05Dd C/G 10620329
81 SNP145 Chr05Dd T/C 18709310
82 SNP146 Chr05Dd A/C 27929217
83 SNP149 Chr05Dd G/T 73828003
84 SNP150 Chr05Ed T/C 17053685
85 SNP151 Chr05Ed T/C 25284327
86 SNP153 Chr05Ed T/A 51975298
87 SNP159 Chr05Fd A/G 57819136
88 SNP160 Chr056Gd A/G 12636858
89 SNP163 Chr05Hd G/A 11262724
90 SNP165 Chr05Hd C/T 35117770
91 SNP167 Chr06Ad T/C 11543900
92 SNP170 Chr06Ad C/T 79400288
93 SNP172 Chr06Bd A/G 26967160
94 SNP173 Chr06Bd A/G 45019909
95 SNP177 Chr06Cd G/A 16509926
96 SNP182 Chr06Dd C/T 47676585
97 SNP183 Chr06Dd A/G 57325828
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TA 1 BOSNPARICAL R ARG E (40
CIT S SNPFF5 etafk S VAL E
98 SNP189 Chr06Fd G/A 12006000
99 SNP190 Chr06Fd G/T 19208691
100 SNP191 Chr06Fd A/C 33541175
101 SNP192 Chr06Gd G/A 8789425
102 SNP193 Chr066Gd A/C 15425203
103 SNP194 Chr066Gd A/G 24291447
104 SNP195 Chr06Gd C/T 31454956
105 SNP196 Chr06Gd A/C 37677815
106 SNP198 Chr06Hd A/G 11755209
107 SNP201 Chr07Ad A/C 30646071
108 SNP202 Chr07Ad G/A 50071154
109 SNP208 Chr07Cd G/C 17715388
110 SNP211 Chr07Cd G/A 38476083
111 SNP214 Chr07Dd G/A 5344724
112 SNP216 Chr07Dd A/G 39399976
113 SNP223 Chr07Ed T/C 51616280
114 SNP224 Chr07Ed C/T 58995011
115 SNP226 Chr07Fd A/G 40421759
116 SNP229 Chr07Gd C/T 30367130
117 SNP230 Chr07Gd C/T 47823294
118 SNP231 Chr07Hd C/A 5974408
119 SNP234 Chr07Hd C/T 42390113
120 SNP235 Chr07Hd A/T 46002261
121 SNP237 Chr08Ad T/C 22503753
122 SNP238 Chr08Ad C/T 30303448
123 SNP243 Chr08Bd T/A 49018456
124 SNP244 Chr08Cd C/G 14461145
125 SNP246 Chr08Cd A/G 57528551
126 SNP247 Chr08Dd G/A 5783072
127 SNP248 Chr08Dd C/A 21327050
128 SNP250 Chr08Dd T/G 40230743
129 SNP260 Chr08Fd AT 47714583
130 SNP262 Chr08Gd G/A 5521298
131 SNP263 Chr08Gd T/C 17378795
132 SNP264 Chr08Gd C/T 29360670
133 SNP265 Chr08Gd G/A 38549239
134 SNP267 Chr08Hd T/C 29788553
135 SNP268 Chr08Hd G/A 43204111
136 SNP269 Chr08Hd C/T 46984854
137 SNP271 Chr09Ad C/G 52687978
138 SNP272 Chr09Ad C/T 58344340
139 SNP274 Chr09Bd G/A 10726372
140 SNP275 Chr09Bd T/C 15592767
141 SNP276 Chr09Bd A/G 28210556
142 SNP278 Chr09Bd T/A 73786852
143 SNP280 Chr09Cd G/A 35653357
144 SNP281 Chr09Cd T/C 42194421
145 SNP282 Chr09Cd T/C 63569281
146 SNP283 Chr09Cd C/T 70557641
147 SNP284 Chr09Dd C/G 8593220
148 SNP285 Chr09Dd C/T 22979077
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R/A. 1 RUSNPRRICL R RAIELE (40

CIT S SNPFF5 Qetufk S VAL E
149 SNP288 Chr09Ed T/C 16668695
150 SNP289 Chr09Ed G/A 31441159
151 SNP292 Chr09Fd G/C 8305974
152 SNP293 Chr09Fd c/T 21419258
153 SNP295 Chr09Fd T/C 35203776
154 SNP296 Chr09Fd G/A 62895631
155 SNP297 Chr09Gd A/G 29917254
156 SNP299 Chr09Gd c/T 58110898
157 SNP300 Chr09Hd C/A 6518299
158 SNP301 Chr09Hd C/T 12810399
159 SNP304 Chr10Bd A/G 6500443
160 SNP307 Chr10Bd G/A 52600442
161 SNP308 Chr10Cd T/C 13547422
162 SNP309 Chr10Cd A/G 25935024
163 SNP310 Chr10Cd C/T 40676298
164 SNP311 Chr10Cd C/A 52537986
165 SNP312 Chr10Cd G/A 62369477
166 SNP313 Chr10Dd C/T 7759159
167 SNP314 Chr10Dd C/T 18045417
168 SNP315 Chr10Dd G/A 37706115
169 SNP318 Chr10Ed C/T 26137885
170 SNP320 Chr10Ed G/T 50872486
171 SNP321 Chr10Ed A/T 55099959
172 SNP322 Chr10Fd T/C 8402636
173 SNP323 Chr10Fd C/T 41296315
174 SNP325 Chr10Gd C/A 28266076
175 SNP326 Chr10Hd A/C 12314516
176 SNP327 Chr10Hd C/T 13745144
177 SNP328 Chr10Hd G/A 20326048
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Mt X B
(et
% E PCR 5|4, EIZES|Y)

B.1 ZEPCRIIMER
LB, 1HE T ZEPCREI WIS B.
#B.1 ZEPCR 5|52

i) EIk/RS il KEZ (bp) PCRKJE (bp)
100F GCAGGACGCAATTCTGTTATCAT 23
! 100R TAGTGACTTGTTGGCATGTTTGTC 24 100
9 101F GCCACAACATTCAAATACCCACA 23 91
101R AGAGCCGCTTGAGCTAGCAAT 21
102F GAACTATGGAAATTTAGGTATTTGGTGCT 29
3 102R GAGTATTGATCAATAAAAGACGGTGTGT 28 108
4 103F CCTGGCCATATGTTCTAAGGATAGC 25 08
103R ATTGACAGAGCAGTAGTGCCACCAG 25
5 104F GTCTGTCCTTAACACTCCTGCTCCTT 26 181
104R AAGTGCACATGTAGTGCAACAACC 24
107F TTCCATGCGTAACTGTCATAGCTG 24
6 107R TCGTCCATGTGGTGTGACCAGTA 23 107
7 10F GTTTGTTCACACCAAAATTGAAGGA 25 194
10R CAAATGAATGATCAAAGTGTAATGTAGG 28
110F GGATGATTTCAAACTTTGGACGTGTAG 27
8 110R AGATTTTACTGTTTGGTTGGATGCTTG 27 %0
9 117F GATGCCAAAATGATAAAGCACTGCTAC 27 115
117R AGGAACTTTGGGCTTCTTATTCCAG 25
118F GAAGATAAGTTTCAAGGCACTGGTTTAG 28
10 118R CGAGTACCCTGTGGCAAGAGCTA 23 123
1 119F GAACCAGCAGATCGATATATGTTGAAG 27 108
119R ATGCACTTGGACATGCATGGAGTA 24
12 11F TAGTCGAAATGGATGGTACAAAATGC 26 191
11R TGATGAGTTGATGGGGCAATACA 23
120F CTCTAGTGCTTAATTGCTTATTTTTGTACC 30
13 120R GGAATGTTCGATGATCCTTACCAAT 25 130
" 121F TGAAATGGTTGTTTAGTTATCTGGTAAG 28 112
121R AACTACACATTTGGAAGACAGATAAATG 28
122F CCCATTTCTACTTTCTATTTGCAATGTC 28
15 122R TGTCAACAAAACCATAGGAATGCA 24 ol
16 123F TTTCGGTTAGCCAGCGTGATTA 22 97
123R CCCACTTGGCTTGGAGACAC 20
124F AGGTACTTAAATTGGCCCCTGGATAG 26
17 124R AAGCAGGGATGTGACAATTAATCAAG 26 102
18 125F GTAGCTTGTTGTACCTTACCGCATCTA 27 130
125R AGCTGAAAGATTAACTTGAGGAGCCA 26
19 127F CACTTCGTTCAATTCCGAGGCT 22 108
127R ATGGCGATGCAGACATTTCAG 21
20 128F CAAAACATGTGCCACCGTACACTA 24 116
128R ATCACGTAGCTCGTCTCCCCATT 23
91 129F ATGAGGCGCACATCATATAAAGATT 25 188
129R CGTTAATTAGCATCTTGCCAAAAAAGA 27
131F TTGTAACTGGTAAAACTTTCCAGGTAG 27
22 131R GCAGAACCAGCTAGAATGAGAATCA 25 13

10
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i) 14K il KE (bp) PCRKJE (bp)

93 132F ATGACAAAGGAGCCAAAGCTTCA 23 93
132R GCAGTACACGTTTAGCAAATCAAGAC 26

94 136F CATGTGTCATATAAACAGGGGAGCA 25 96
136R ACTATATATAGCTAGGCCGGGCACA 25
138F GCACAAGTAATCCAAAGTTTGAGGTC 26

2 138R AACCGGCCACTTGATATCCATC 22 101

96 140F ATTTTCTATCCACCACATGGAATCTG 26 149
140R AAAGGAGTTGGAGGTTGGGACT 22
141F GTAAGTTTTCTTATGCTGGATTTGC 25

21 141R GCGTCTGATGTTCTAGTCAGTGTGA 25 78

08 143F TCGACCTGTGCCGAATGCT 19 136
143R GCAAATTATGTACTCAGTTATCCACCA 27
144F ATCATTTGAAATTTTACGAGCGATA 25

29 144R GACTGATTTAATATATTGAGGCATTTGA 28 137

20 145F CGGTGCATAGCACTCATTTCAAC 23 104
145R GGAGGTTGGCAGAAAATAGAATGC 24

a1 146F GATTCAAACATTCAAGCCAATACCTTAC 28 147
146R TTCAATGTAGCAAAGCCTCTAAATTCAC 28

39 149F AAGAACGGGTAGGGCGATTCC 21 100
149R TGAGATATGAGGGGATTAAGCATC 24

a3 14F AGTTTGCGACAAAGTTAGCGAAAG 24 136
14R GACGACACTAGTTTACTGCCCAAG 24
150F TCCAAAACATGCTAATGGAGATCG 24

34 150R CTCCTATCAGCATCAGCAAGGAAA 24 127

a5 151F GCTTGCGGAAATAGTGAGCTTG 22 199
151R GTCTGATTCTGGTACAGCTCTTAGGT 26
153F GCTATGTTCTTGGCGATCAACTC 23

36 153R GCATCGACCATTACCTACTACGCT 24 118

a7 159F CCCAACCTAATGGAGAACAAGGTT 24 154
159R GCCAAATGGCTCAGCTAGGGT 21

38 15F AGGGGGGAAAAGGAGGTAAAGTTG 24 136
15R TCTTCAGAAAAGAAGAGACCCCAAT 25

29 160F TAAACATGGCTAGCAGGGTGTGTT 24 83
160R GGGGTAAAATTACCCACTTGAGGA 24

10 163F GGTTTGTGAAGGTTGATTTCGAG 23 94
163R TTAAAATGTGTGACAACTGCCACTTTA 27
165F TTCTTCACACGAACTAGCAAGCATT 25

4 165R CGATACACAACTGGTAGATGGAGAGTC 27 145

12 167F ATGGATCCCAATAGATTAGTGCACAG 26 11
167R CTGCCATGAGAGTTCCCAAATTC 23
170F CTGTCACCTATGTATTTCACATAAACAA 28

13 170R GCTCCAAAGTACATTGATTCCCTTAG 26 1ol

m 172F CAGGTATCAACACTAAGCTATGGACCT 27 165
172R ATATCCTGGCTGAATGCTAGAATGG 25

45 173F CACACCTGCAATCAAAATAAAGTGTTAG 28 137
173R CCTACTTAGCTTCTTCTTGACCGATG 26

46 177F AGCTCTCGGTGCATTCAGTTCA 22 194
177R GCTGTCCATTGAGCAGGATTGTA 23

A7 182F GGTAGCGACGAGGAACGTGA 20 74
182R CAGCTGTTGACAAGTGCAAGCTC 23

48 183F AGGCCCACGGCTTACCATTAAC 22 80

11
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#B.1 ZEPCRIS|MEE (&)

P SIYIE R il KEZ (bp) PCRKJEE (bp)
183R CCCAGTGCTCAGGGGACTAAA 21
189F AGTGTAGGTTGCAGAGGAGCCAAT 24
49 189R AATCGCAAGGTGCGGTAGGTG 20 195
50 190F CTTCTATCCATTCCGTTAGAGTTTGC 26 101
190R ATATTAGACGCGCACTTGGTTGA 23
191F GCTTCTTTTGCACCTGGTTACAGAC 25
ol 191R AACTACAAGAACAAATTGAGGCAAGAT 27 107
59 192F ACTGTATGACCCACATGGAATAACATT 27 142
192R GAATAGGGATGCTCTATGCTGCTGTA 26
53 193F CACATTGTTCGTGCTGTGGATAAC 24 130
193R GACCATCCAAGAATGTCATGAAAAG 25
194F AACCACATATCACATCGGCATTC 23
ot 194R GTGAATGACTCTGTAGGAGCTGCAT 25 103
55 195F ACCAGAGCCTGTGACGAATCA 21 81
195R ATGTCCGCTACTGGCGTTTC 20
196F CGGAAAGGTGTGGCGAGATAA 21
o6 196R CGGCCAGGAGATGTCAAGGA 20 143
57 198F GTGTCTTGCTTATGTGGCAAGGATAG 26 94
198R CTAAAACTCACTATTTTGCGGGACA 25
19F GGTGAATCGCCCACAACTG 19
o8 19R GTTTGTGCTTGTTACTCTTGGTGATCAT 28 129
59 1F TCTAGATGCCTAGGTTAGAGGCCAAT 26 114
1R GCATGTTCTTGGGAGCGTCTA 21
60 201F CACTCGATTGTATCACCGGTCTG 23 102
201R ACGCACTGAGGGATAAGTAACCGTA 25
61 202F CCGGGAGAGATGTGAGAGAGAAC 23 81
202R CAGATGTTCGTCGAGGTACAGATTC 25
62 208F ATTTGCAACCTAAAATGCAAGGAGT 25 113
208R TTTCAATAAGTCAGGTAGCATTGTG 25
211F CTCTTGTTGAGCTTGAACTGGCAAT 25
63 211R CAGGTGAGCAAGGTCAGGACGTA 23 137
64 214F ATGCAGTGCTTGAAGAGAAATGTAGTG 27 198
214R CCCTCCTTTCTCAGATCTTTTGAACA 26
216F CTTGGCGAACACCATCTCAATTA 23
6> 216R CTGGGTTTTAGGGCTGCCTTC 21 132
66 223F GTGTCATCCCCTCTCGAGTCAC 22 160
223R TCCTTTGGACAACAAAAAGAACGA 24
67 224F GAGGTTTCTGCTTGGGCTCAG 21 120
224R CTTGCACTCAACCTGCTAGGAAAT 24
68 226F GTAACTAAAGCCTATCACATCTGGCTA 27 131
226R ATTATAGCCCAACCTACCACCATTCT 26
229F ATACCGCTGCAGCTCCAGAAAC 22
69 229R TCCAGTTTTCCAACAAGTACTGTCATC 27 87
230F CTCATAGAGATTGGAGGGGAATGAGAG 27
70 230R AATCCCTCCTAACCCTTCTCAAATG 25 &
7 231F AGCAACAACACTGGATTGCTTCAC 24 134
231R ACTCGCTGAACAAGATTGTCGAAAC 25
234F CCACTCCCTAACCTGACGCTGT 22
72 234R GTGACGCAAGCAACTGAGAGAAC 23 154
235F CCGAGGTTGGTAGCTAGCGTTT 22
E 235R TGCCTCTATATAAGTGCAACCAC 23 87

12
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i) 14K il KE (bp) PCRKJE (bp)

74 237F AATCAAGAGTGTTGGGCAATCCTA 24 108
237R CCTCGGGGAGATGGCTGAAT 20

75 238F GGCGTATACTCTGATGCATTTTCAAC 26 140
238R TGCAAGAAGCTAACTGTCAGTCAAAG 26
23F CTTTATGGTGGGGAAGAGGATCAAG 25

7 23R GTGACTGATATCCCATCCACATTCTC 26 138

77 243F CATCAAGTATTCTTGGGCGGAGATA 25 141
243R CCATTTCTAGACATAAATGTTGACGCTATT 30
244F TTCACCTTTAGAGTGACGCACTTG 24

E 244R TACTACTGGCCAACGACGTTTCG 23 193

79 246F CAACTACAAAATGGTCTTAGAACTACAC 28 107
246R CATCTGCAAAACATGCACCTGATATAC 27
247F GGCATGAATGTATTAAGGTCTACAATC 27

80 247R GACATGGTTCGTAACACGGAAAT 23 149

81 248F GTAATCGGATTGGCCCATTG 20 86
248R GGCACTGAACAGAAGATTGCAG 22

89 250F CCTATCAAATAAATACTTGGCCCACA 26 84
250R GAGCCCAGATAGGCAAAGATCA 22

83 25F AGACAGAGGAAGACCGATGCA 21 189
25R GACGGCAGGGAGGTTGAT 18

84 260F AAAAAACTTACCTCTGTGCGCATTTA 26 01
260R CTGCTCTAGCCAATCTCGTACCAC 24
262F CTACTTCATGATGCTTTGCACGA 23

8 262R ACGACGAACAGAACGCTGATGAT 23 89

36 263F TCTGATACGAATCAAATGCACGAT 24 116
263R GATTAGAATTTGTGGTCTGCCTCAG 25
264F TCATTGACCAGCCAATCTTGC 21

87 264R TGTGCAAGTAAATTACAAGAGCGAAC 26 105

88 265F AAATTAAGCCGAGTATGAACTGATTG 26 103
265R CTAGGGGCAACCGTGTTAAGTG 22

89 267F GCCATAGTGATGGTGGCACATAG 23 199
267R CGTCTGAAATCGGATGTCTAGGAAT 25

9 268F CCACATACTATTCATAACTAAAGCGTTG 28 101
268R GTTTCAAATTGGTGCGTGGAT i)

91 269F CTTAGATTGAAGATTGCTACACATAGATT 29 120
269R GTATTCTTCATCCAAGAGTATATTGAGGT 29
271F TGTGTAAACCGGTTGGGATCTTC 23

92 271R GGAACGTGGTACTCTACGTCTAGTTTG 27 163

93 272F ATGTAGTGGAGGATCAACCCATGAT 25 157
272R TAAACTGCCCTCTGGCTTGCGACA 24
274F ATATCGTAGATATGCCTCTGCTCTGG 26

91 274R CTTTCCTATGCTTCAAATGATACGACT 27 86

95 275F ATAGTACTGAAATTCTTTGTCTGTGTAGC 29 110
275R TGTGTAGTGAACAAATTCTCGCATAATC 28

9% 276F AGGGGCACAAAGAGGTTGCTCTA 23 143
276R TTATGTCCGATTGAGAAATCCAACTTC 27

97 278F CGGCGACATCCACTCTTTACA 21 145
278R CATCTGTATCGTTCTCTGATGAATTGG 27

98 280F TGCAAATGCACTCCTACGGTACTC 24 127
280R GGCTTGCTGGATGCAACTGT 20

99 281F TTTCTGGACCATACCGACCACTG 23 151

13
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281R AAGCTTGATATCACATAGAGGCACAT 26
282F GATGATTATCCCAAGATTGCCTTG 24

100 282R CACCTCGCGTCATACAACGTCT 22 v

101 283F TTGCTACAATATTTGCGGAGGAAG 24 194
283R GTAATGGACTAGTTTATCAATTCCTACTG 29
284F CCTGTCCATTCGAACCCAATATG 23

102 284R AGACGGGAAGTGGGCTGTAAATAG 24 128

103 285F AAGTGCGTGGTAATGAGATCCTG 23 194
285R GAAACTCAAGCTGCAACTCAGTCA 24

104 288F CTGAAATTCTCCAATAGGCTGTTGAT 26 167
288R ACGTTACCACATCAGCAAAATACCAT 26
289F GGCTCCTTACAAATCATGGCAAC 23

105 289R ACCTCAGCACTCTTGACAGCATC 23 162

106 28F TAGTGCCATATGTGTATTGTACCGTTC 27 120
28R CAATCATAACTTACTATCAAGATGAACTG 29
292F CAACGTTGCACTTGCAGGAGT 21

107 292R ACGACGGACGGTGACTCAAG 20 149

108 293F GAGGACAAAGGAAACCCATACGTG 24 191
293R GTCTATCCAACTCGATCTCGTGTCA 25
295F TTGGTATTAGGAAAAGGCACATAGTTC 27

109 295R TGTGCCTGGGAATATGGTTATGTC 24 70

110 296F GAGGATCCACAAATTGCAGCTCT 23 115
296R ACTATCCAAGAGCATACGCACGAC 24

11 297F AAGGCATACTGTGTACAACTCCCAAT 26 160
297R GGCTAGAGGATGCTACATCTTTGGTG 26

112 299F GGCAATAAATTAAGCTCTGGGTGT 24 9205
299R GGTGAGAAGACAAACCTAATCATCA 25

113 2F GTAGGAGATCAATAACGACGAGACAAA 27 162
2R CCATGACGACGCAATAGTTGGTAC 24

114 300F CTCGTCCTGGACTTGGAGGTAG 22 191
300R ATGCTGATACCCAAATATGAACTCCA 26

115 301F ATGAACGTTGACGTCGGATGC 21 195
301R GAGAGGTTCTAGAGTTGCTTTTCATCA 27
304F CCTTCCAAACGTAGAGGCCATACT 24

116 304R AGTTAGGGATCGAAATAGGACATCTG 26 128

17 307F AGTGGTTTTCAAGTTTGGACCTCA 24 17
307R AGGTACCCTGGGTCCATATCAC 22

118 308F TTACCCACAACTAGTGCCACAACA 24 110
308R GATATCAATGAGTGTGCTGCCAAAC 25

119 309F GTTGCATGTGAAGTCATTGCTTATG 25 170
309R AGCTCTAATAAAAATAGCGGCAAAGC 26

120 310F GGCGTTGAATTAGTGATAGGGATTG 25 139
310R CCTCTATCTGATATTTGCCCAACAAC 26
311F ATACTTGCATATACGTGGAACCAGAG 26

121 311R CAAAGAGCCGATCAGCCAGT 20 167

199 312F GGACAGATGCCGGGCTAAGAT 21 113
312R GAACCTGATAACCTAATAACGGTGGA 26
313F TAGAGAAGGGTTTTTTTCTTGGTAACT 27

123 313R CACATTAGTGACGGTTCAAGATGTA 25 158

194 314F GACCGACGGTGATGAGAAACAG 22 117
314R CCAATCCTGGTGTTCCAGTAGGAG 24
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195 315F TGGTACTCCAACACACCACTGATAAT 26 160
315R GTCGTTTTGATCAAGTTGGCTCAG 24
196 318F CATCGTAGGTAGATGATCTCAACTTTT 27 165
318R TTGGTGTGTTGCCCAATTCAG 21
31F ACGAGTTCCAGGTGATGCAGA 21
127 31R GCAGCTGAACGAGCTGTTCCTA 22 159
198 320F AACTCTGAAAATGACCAGGTGCTAAC 26 11
320R GCTTTGGTAGAGGAATCATTGGTG 24
321F TTCAGAACTTCAGCGTATATGCACCT 26
129 321R CACCTTTAGTCAAGCTGACCCTGTAAC 27 138
130 322F CTTTATTGGCAGCGACGACCTA 22 70
322R CCCGTGCTAGCTGTCGAGGT 20
323F GACACGCCGGTCACAGAGATA 21
131 323R CAGGTAAATGCCATCACCAGAGTC 24 105
132 325F TCCATCACTTGATCCCAACGAG 22 83
325R CCTTCTAAGCAGACACAGATTCTACTA 27
133 326F CAAGAGAGTTACAAAACCGACTTTACA 27 144
326R GTTGTTGTTGCTGTAGGGGCTAA 23
134 327F CTGTGTGCTGGTTTTATCCGTTTATAG 27 144
327R ACACGCTGTGCATCAATCAAGTG 23
135 328F ATCGCCATCCATCAGACACG 20 120
328R CGTGCGACAGACGTGTCCTA 20
32F CTTGTGCTGATTGCTGCTGCTA 22
136 32R CTTTGTTTAATTCACACGATATCATT 26 147
137 34F TGTGGCGGTGTGGGTAGCA 19 89
34R GCTGCTTGGTGCGGAGCTT 19
36F CTTTGACTTGGGCATCGAACT 21
138 36R TCGCTCCCTCCACACTACG 19 100
139 37R GCCAAATTCCGGTATACGCA 20 139
37R TTTTGTCCACGTTATATTTTCCTCG 25
140 39k CAAAAATTGACACACCTTATTTACAGG 27 141
39R GAAAAATTATCAGTTCATGAGGGGAC 26
141 40F CCTCTGTGTGTTTCTTCCAAAATACC 26 166
40R CCATGTACCAAATTTACATCGTTTCA 26
149 42F TTGGGGCGGTCGATTCTCG 19 11
42R AACGGAGCAAGCTATCACTCACC 23
43F GACAAGGGACATAGTTGAGCCAAA 24
143 43R GTGCTCTTATAATTTGGACAGTTCTGTTAC 30 143
144 45F CAGAAACCACACTGTTCTAGACACGA 26 108
45R CGAGTTCTCTGGAGTTGCTGG 21
46F CACTACAAATATCATTCTGCTGAAGAC 27
145 46R GTCAGGAGATTTGAAAGCAATATAGATG 28 130
146 48F CGAAACACTTGGCTCTATTATTGAACTTAC 30 126
48R GAACAACATGCAGCATCCAAAGTA 24
147 49F AAAACGACATTTAAAAAGGGACCAG 25 127
49R TTATTAAGTTATTACTATTACCGTGGCTA 29
148 4F GGAACCTTTTCGGATTGTCAG 21 208
4R TGCAGGTAACGTGATGAGTAAAACTG 26
149 50F TGGTTTATGCATTAGTTACATATTTGG 27 103
50R GAGTTCAACAGTTAATAAACAACATACAGA 30
150 52F GGCACAAGGAAGGCAAGAGTG 21 91
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52R TTCACCTGTTCGCCTTCCTGTA 22
53F CATGCTGGAACACACAGGAAGATA 24

1ol 53R TAGGACATCCCCTAACCAGTAGTCTAT 27 159

152 55F TTTTAGAAATCACATCTTATATTATGGAAC 30 131
55R TCTGGAGCAAGTTTGTAGAATTGTACTT 28
59F CCCATTCTGCTACACTCTTCTCCATAC 27

193 59R GATTCCTCAGTTGGCTATAGTTGGC 25 149

154 60F CTGTGAAGTCCCTGTGTTCCAAAC 24 158
60R ATGCCCAAAGCGGCTATTAC 20

155 62F CAACGTCTTGTTGGTGAACGA 21 179
62R CTCAAGATAAGGAATGAATGTCAAAGA 27
63F GGGAAAAAAACTCAGATCTAGCTTACC 27

196 63R AACTTAGAGAAATTTGACTCTGGATGC 27 1

157 65F ACCCAGCGATTTAAGCAACAATTC 24 89
65R CAACTCACACTGAAGCAAGTGTTTT 25
66F TGGGGGAAAGAACAAGAAAGTTTG 24

198 66R TCCTAACAGTAAGTTGTTTCTCATCC 26 13

159 6F CTGGCGCAGGTAAAACCCTA 20 38
6R GTAGCGCCGTCGTTCAAGA 19
T0F ATGTCCCATTGTAGAGCGCTGAT 23

160 70R AGCAAATGCAGATGATTTGAAGAA 24 173

161 71F GATGACATGTAGATTAGTTGAAGAGATT 28 136
71R ATTCACATGGTTGCTATGCTACTC 24

162 T6F GATGAAATTGCCTTAGCCTCATATTTC 27 199
T6R GTCTTTGCTATTTGGTTAGTACTAGGTC 28

163 TTF CTTAGCTTGCGCTACCGTGT 20 194
TR CCATCTCTTAACTTTTATTATTGATTTCC 29

164 T9F GAACAAGTTATTTGATTCTGACCCAT 26 114
T9R GATAAGGTGCTTACTCTTGCTGGT 24

16 82F TAATCCGACAATGGATGACACC 22

> 82R TGGCGCTGCTCCTTGTAAC 19 7

166 84F CGGTGTCTATCCTAGCGCTTCA 22 149
84R AGGCATTTGATGTACATGTGCTG 23

167 85F TGAGTCTCCCGTGAGCAGCAG 21 99
85R CGCCATCGGGACCATTTGA 19

168 86F GATGATTTGGTTGCACACTTGA 22 85
86R GTGAAAATAATTCGCTACAAACCTTC 26

169 87F CCAACCACGTCATCGACCTC 20 80
87R GTCCTGGCAGGGGATATTGC 20

170 88F CCCTAGCCGTTGATTTGGTG 20 199
88R CATGTGTCCTAAGATAGTTGGATGG 25

171 89F ATGAGCGAACCAAGTCGACAAT 22 100
89R GCAATAGAACCTGCGAGCTGTG 22
8F CTAACAAGGGTAGGAATCGAGAGAAA 26

172 8R AACAGAATTCAGAAAAAGGTTGTCAC 26 148

173 90F TGTACCAGGCATTTGCATCTCTG 23 90
90R TCGCAGATCCAAGCCTGAAAATAC 24
91F GGTTATGGTCTGAAGCGGTCATT 23

17 91R GTGTTCCATGATTATGAATTTTTTAGC 27 127

175 92F GATATTTTGGCTTTGTTAGATATACTG 27 151
92R CACAAATCCTTATATTGTACTCCCTCAAT 29
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176 95F GCACTCCTTTCGCTGAGCATAC 22 178
95R GGGGACCCTTCACTATTCATTCA 23
177 96F TGCTGCACCATCAAAATCAGC 21 98
96R TGCATGCCTGCGGCTACTG 19
B.2 EESIMER

RB.2HUE TIERSIYIER.
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100F3

IAAAGGCAAGAGTCGACAAACATGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

100FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAAGCTTAAAAGTAATTTGGTGACATCTTTGAC

100FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAGCTTAAAAGTAATTTGGTGACATCTTTGAG

101F3

GCAGTTGCAGCTTAAGCATCTTCTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

101FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATTCAAATACCCACACTAACCTCTAAATGAC

101FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATTCAAATACCCACACTAACCTCTAAATGAT

102R3

IAAGATCGAAAGCACCAAATACCTAAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

102RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTACTAAATGAGCAACAATAAATGCTCAAATGACTGG

102RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACTAATATGAGCAACAATAAATGCTCAAATGACTGA

103F3

ATCCTGGTGGCACTACTGCTCTTTTTTTTTTTTTTTTTT [NED]

103FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGATAAATTAGCTGGATGCCTGGAGAA

103FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGATAAATTAGCTGGATGCCTGGAGAC

104F3

ATGATTGGGCATTTTTAATACGTGTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

104FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTATCGTGTTTTGGAAACTACCTTTAATATGCGTA

104FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAATTATCGTGTTTTGGAAACTACCTTTAATATGCGTT

107R3

IAAATGCTGTAGTCCTGTAGCTATCAGTAACTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

107RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGGGAACATGCACGATGCCATG

107RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGGGAACATGCACGATGCCATC

10R3

ATAAAATGGACCGAAGGGAGTACTTTACTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

10RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGTGTCATTCTAACTTGCGCAAG

10RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCGTGTCATTCTAACTTGCGCGAA

110F3

ATAAACATTGCCAAGCATCCAACTTTTTTTTTTTTTTTTTTTTTT [VIC]

110FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGTCTAGGATCAAGGTCTGCAGCGTA

110FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTCTAGGATCAAGGTCTGCAGCATG

117R3

TCTCCATGGCTTCCTGTAGGTAGTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

117RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGGAGTATCTGTATTTGAAGGGTGTACG

117RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAGGAGTATCTGTATTTGAAGGGTGTGCA

10

118R3

CAAACTGAACGCCTAAACCAGTGTTTTTTTTTTTTTTTTT [NED]

118RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTCCTATCATCCTCAAACCGATTGG

118RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTCCTATCATCCTCAAACCGATCGA

11

119F3

CATTTCCATGGCTACTCCATGCTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

119FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACAGTGGATCGGATCATATTCCAGAAGTC

119FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACAGTGGATCGGATCATATTCCAGAAGTT

12

11R3

IAGCTGAAAGGATGCATTTTGTACCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

11RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAATTCAATTCAGTGATAAAATAAATCTCTGTCT

11RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATTCAATTCAGTGATAAAATAAATCTCTGTCC

13

120R3

IAAATAAAAGGTACAAAAATAAGCAATTAAGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

120RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACTAAAAATTCGCTTTAAACTATATTAATACTCTTGTT

17
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120RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACTAAAAATTCGCTTTAAACTATATTAATACTCTTGTC

121R3

IAAAGTTATGTCCTTGTAATTGTGATATTAATGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

121RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAAATGGGATTTTCAACCTGAAAAGAC

121RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTAAATGGGATTTTCAACCTGAAAAGAA

15

122F3

CTGTTGTTCAATACACTTTGCATTCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

122FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAATGTCGTTCTTCCACACAATGATGAA

122FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAATGTCGTTCTTCCACACAATGATGAG

16

123F3

TCTCGACCCTACACACGTGTCTCTTTTTTTTTTTTTTTTT [NED]

123FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATTCACCTTCCCTCTAGT CCGACA

123FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTATTCACCTTCCCTCTAGTCCGACG

17

124R3

CAGTGGTCACTATCCAGGGGCCAATTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

124RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCCGTTCTAGATCAAACCCTACTGATCAGT

124RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCCGTTCTAGATCAAACCCTACTGATCAGA

18

125R3

GCTTGAAAGTGAGCACACATGCATTTTTTTTTTTTTTTTTTT [PET]

125RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCATCAGGTGAGGTTCTTTAGGGAAT

125RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCATCAGGTGAGGTTCTTTAGGGAAC

19

127F3

CAGCGATGAAGGTGAATGCCTTTTTTTT [NED]

127FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGCGCAATCGGATCAGGAGCAA

127FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGCGCAATCGGATCAGGAGTAC

20

128F3

TAGCGCAATGGTAATGGGCTTTTTTTTT [VIC]

128FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCACTAATCCCCATGCTCCCTGC

128FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCACTAATCCCCATGCTCCCTGG

21

129F3

TGCACGCACACTCCAATTAAGTTTTTTTT [NED]

129FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACGGCCGTGCATTAGACCACC

129FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACGGCCGTGCATTAGACCACG

22

131F3

TTCGTCGCCGTATCCCCCTGATTTTTTTTTTTTTTTT [NED]

131FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTTTTGCAGCTACTCCGGACA

131FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTGTTTTGCAGCTACTCCGGACG

23

132F3

GTTTTTTGTTTTTTTCTTTTGGTCTTGATTTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

132FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTTCAGGTAAAATTATGTCCCAGTGCAA

132FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTTCAGGTAAAATTATGTCCCAGTGTAG

24

136F3

TCACATGTGCCCGGCCTAGCTATATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

136FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTGTAATTTCCACCAAGATTCTCTATCATGCA

136FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATCTGTAATTTCCACCAAGATTCTCTATCATGCT

25

138R3

TTTTGATGGCACGGACCTCAATTTTTTTTTTT [NED]

138RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTGCCTAAGCTGAACTTCCCAAC

138RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTGCCTAAGCTGAACTTCCCGAA

26

140F3

TGTGCATAACATATGTTTGCCCATTTTTTTTTTTTTTTTTTTTTTTTT [PET]

140FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTGAAAAATGCCATGCCACTATGC

140FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTGAAAAATGCCATGCCACTACGT

27

141R3

TATACTAGAATAAGTTGCAAATCCAGCATAATTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

141RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGTACTAATTCTAGTCAGTGTGAACTTTGCCAACG

141RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATGTACTAATTTCTAGTCAGTGTGAACTTTGCCGACA

28

143R3

TAGCATTTGGTTGTGGTGGCTTTTTTTTTTTTTTTT [NED]

143RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCTATCATCTAGAAGCCGGCTACG

143RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCTATCATCTAGAAGCCGGCTGCA

29

144R3

CTATTGGATTATCGCTCGTAAAATTTCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

144RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAATACGTTGAAGTTTGTAGAGTCGAGCATCTAG

144RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAATATCGTTGAAGTTTGTAGAGTCGAGCATCTAC

30

145R3

TTCTAAAATGCAAATCATAATAACTATGGTTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

18
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145RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATAGAATGCTTGTAAGTACATGATATACATTAAAAGAG

145RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATAGAATGCTTGTAAGTACATGATATACATTAAAAGAA

146R3

TGTAATATGTTACAACAATAAATGCATAAATATAGTATGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

146RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGTAGCAAAGCCTCTAAATTCACAAAAACCT

146RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTAGCAAAGCCTCTAAATTCACAAAAATCG

32

149F3

CTCCTGTATACCAGATATTCCTGTGCCTTTTTTTTTTTTTTTTTTTTTT[VIC]

149FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCCAATGGGAATCATGATCGTGT

149FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCAATGGGAATCATGATCGTGG

33

14F3

TAGTTGAACCTTGCACCAGGTCTTTTTTTTTTTTTTTTTTTT [PET]

14FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGAAACTCCTCATTGGGTCGAAGAG

14FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGAAACTCCTCATTGGGTCGAAGAT

34

150R3

CCTCTTCCTTTGCGATCTCCATTATTTTTTTTTTTTTTT [FAM]

150RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACACCCCGAGCAACATATTCG

150RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACACCCCGAGCAACATATCCA

35

151R3

TCGATCGAGATCTCCAAGCTCATTTTTTTTTTTTTTTTTTTTTT [PET]

151RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGTCTTATGGGGTGCTGTTCATCTTCG

151RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAGTCTTATGGGGTGCTGTTCATCTCCA

36

153F3

TTGAGGCCACCCCTGGCGCTTTTTTTTTTTT [NED]

153FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCAGTAAGCCCACCAAAAGTAGACA

153FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCCAGTAAGCCCACCAAAAGTAGACT

37

159R3

GGTGGTTTGGCGCTGATTGGATTTTTTTTTTT [NED]

159RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTTGGCTTCTTGAGTGGGCCAAT

159RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTTGGCTTCTTGAGTGGGCCAAC

38

15R3

TGACTGTCATTTTTTTTTAACTTTTTTCTTTTTTTTTTTTTTTTTTTTTITTTTTTTTT [PET]

15RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGTACTACCTCTACAGTTCCAGATCAGACAGT

15RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATGTACTATCCTCTACAGTTCCAGATCAGACAGC

39

160F3

TCACCTCTTCCTCAAGTGGGTAATTTTTTTTTTTTTTTTTTTTTT [PET]

160FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCCTGGTTTGCGTGGTACAGAA

160FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCCTGGTTTGCGTGGTACAGAG

40

163R3

TCCTTTGCTCGAAATCAACCTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

163RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACAAGAACAAAAATTGATCTCTGTCAAAAGTT

163RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACAAGAACAAAAATTGATCTCTGTCAAAAGTC

41

165F3

CAACAAGCACGCACCTTGTTGTTTTTTTTTTTTTTT [PET]

165FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGGATCAGGTAGACAGCACATGACTC

165FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCGGATCAGGTAGACAGCACATGACTT

42

167R3

ATCACGTGCTTTCTCGCAGTTTTTTTTTTTTTTTTTTTT [FAM]

167RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCCAAATTCTGAAGATAGAGCTTGTCG

167RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCCAAATTCTGAAGATAGAGCTTGTCA

43

170F3

AATTACCAAAACTAAACAAGGACCTTTCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

170FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATAAACAAATATTAGTCCACCTAGGTTGTCAGTC

170FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATAAACAAATATTAGTCCACCTAGGTTGTCAGTT

44

172F3

IACAACAAGATATTTTGACAAAAATTTTCTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

172FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGTCACAGGATAAGTATTGCTATTATTGTGCA

172FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGGTCACAGGATAAGTATTGCTATTATTGTACG

45

173R3

TATCCATTCACATTTTATTTTTAGGTACAAAGTAGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

173RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGATGTTCACATATGATAGTCATTGCATAAATAACAT

173RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCGATGTTCACATATGATAGTCATTGCATAAATAACAC

46

177R3

GTGGATAGGACTACGAATATCCATAATCTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

177RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAGCAGGATTGTAGTGCTTCAT

177RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTGAGCAGGATTGTAGTGCTTCAC
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182R3

TCTATTGTCTCATTGGAGTGATCACGTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

182RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACAAGTGCAAGCTCATGTACATCG

182RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACAAGTGCAAGCTCATGTACATCA

48

183R3

ATTGTCGAAAGGCGACGTTAATGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

183RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGGGGACTAAACATATCATTATCAGGATGCTT

183RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGGGGACTAAACATATCATTATCAGGATGTTC

49

189F3

CTTGGAAGCCAAAAAGTTGCAGTTTTTTTT [NED]

189FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGTCGGCCAGGCT TGGACA

189FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGGTCGGCCAGGCTTGGACG

50

190R3

IAACCTAGCAAACTCTAACGGAATGGTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

190RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATAAACCCGATGCAACTAAATGTATCC

190RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATAAACCCGATGCAACTAAATGTACCA

51

191F3

IATGATAAATCTATCTTGCCTCAATTTGTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

191FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAAGAGTGCAAATCTCGTGTCA

191FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAAGAGTGCAAATCTCGTGTCC

52

192F3

CTGCCACTTAATTATCTTTTTAATAAACACATTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

192FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGTACTAACCAGCTGATGATATGAGCCTAACTTGCA

192FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTACTAATCCAGCTGATGATATGAGCCTAACTTACG

53

193F3

GGTCATGATAGCAGACTTCACAATCATATTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

193FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATAACGCCATGGTGAACCGTGA

193FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATAACGCCATGGTGAACCGTGC

54

194F3

CATCGGCATTCCATCGAACATTTTTTTTTTTTTTTTTTTTT [PET]

194FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATCGAGCACTGTTTACGCAACTCCTCTA

194FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGAGCACTGTTTACGCAACTCCTCTG

55

195R3

IAGTCATAGTGATTCGTCACAGGCTTTTTTTTTTTTT [FAM]

195RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGCACCTCTCGTGAGCTCG

195RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCGCACCTCTCGTGAGCTCA

56

196F3

IACCTCACCTGCGACGACAGTTTTTTTT [NED]

196FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGGCTGTTTCTACAAGGGCTGCA

196FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCGGCTGTTTCTACAAGGGCTACC

o7

198F3

CCATTGTCCCGCAAAATAGTGATTTTTTTTTTTTTTTTTTTTTTTT [FAM]

198FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTTTCATGGTTGGGACTGCCCTACTA

198FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCATGGTTGGGACTGCCCTACTG

58

19R3

TGTGGATGACCCAAGCCATGTTTTTTTTTTTTT [VIC]

19RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCTTGGTGATCTTCCGATGGACCT

19RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGGTGATCTTCCGATGGACCA

59

1F3

TGACATCATCACAATAGACGCTCCTTTTTTTTTTTTTTTTTT [FAM]

1FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGGCTGCTCTGGGTCTGTTAACCA

1FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGGCTGCTCTGGGTCTGTTAACCC

60

201R3

AAATTCACTTGGTAAAGCTGGTACATTTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

201RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAATTAGTAACAACAGCAGCGATTTTGAACACTT

201RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAATTATGTAACAACAGCAGCGATTTTGAACACTG

61

202F3

ACTTGTCGGTGCCTCCCCGAATTTTTTTTTTTTTT [PET]

202FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGAGAACACGGGGAATAGCAGA

202FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGAGAACACGGGGAATAGCAGG

62

208F3

IAGCAGAGAACTAAGGTAAAACTTCTTAGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

208FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATAATACTAAAATGCAAGGAGTACTAAGACCTGC

208FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTATAATATCTAAAATGCAAGGAGTACTAAGACCTGG

63

211R3

IAATTTGATGGCTAGAATGGTTGGCTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

211RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACCTGCTCCTTAGGATCAAGACAGGT

20




T/GXAS 1268—2026

= B.2 EESIMEE (4

dn

514
R

Feol(5"— 37)

211RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACCTGCTCCTTAGGATCAAGACAAGC

214R3

AAAAATAACTAATTGGGTAATTATGCCTTCAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

214RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGTACTAATAAATCCGACGACCACTTATTGCTCAT

214RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGTACTAATAAATCCGACGACCACTTATTGCTCAC

65

216F3

AGCATGTGGAGGTTCCTAATGTCTTTTTTTTTTTTTTTTTTT [FAM]

216FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGCCACTCATTGTACATCTCCAGA

216FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCCACTCATTGTACATCTCCAGG

66

223F3

GCTCCTTCTCTCATCATGACCAATAAGTTTTTTTTTTTTTTTTTTTTT [NED]

223FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGACGGGCCATCACTTCGATC

223FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAGACGGGCCATCACTTCGATT

67

224R3

CCTCCACCTGAGCCCAAGCATTTTTTTTTTTTTTTTTTTTTT [FAM]

224RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAAACTCAATATGCCACCCAAAAGACTAG

224RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAACTCAATATGCCACCCAAAAGACTAA

68

226F3

TGAATTGGGTACAAATATATGTATTTTTATTAGAATGTTTTTTTTTTTTITTTTTTTTTTTTTTTTTTT [NED]

226FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATATTAACAGGAGGATTTTTATAGAATATGAGGCAA

226FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATATTAACAGGAGGATTTTTATAGAATATGAGGTAG

69

229R3

TAGTCGGTTGCTGTTTCTGGAGCTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

229RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCCGAAAATGGCTTTGGCTTGTG

229RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACCGAAAATGGCTTTGGCTTGTA

70

230R3

TGAACTAATTTCCCTCTCATTCCCCTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

230RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTAACCCTTCTCAAATGAACAGTGG

230RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTAACCCTTCTCAAATGAACAGTGA

71

231R3

TGCAAGGGCGACAGAGTTCTTTTTTTTTTTTTT [PET]

231RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAAATGATCCACGGAATGCAGTGTT

231RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAATGATCCACGGAATGCAGTGTG

72

234F3

GCCAAAACCATGACCTGACGTTTTTTTTTT [PET]

234FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAAGTACAGAGACCTCCCGGTGC

234FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAGTACAGAGACCTCCCGGTGT

73

235F3

GGGCCGTTGCGGGCGTGGTTGCACTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

235FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTCGTTGCGGAGTCTGAAACAGAA

235FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTTCGTTGCGGAGTCTGAAACAGAT

74

237F3

GACCCTATCCTAATTCAGCCATCTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

237FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATAAAGACCAATATCCCTTCTTCCTCTGC

237FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGTAAAAAGACCAATATCCCTTCTTCCTCTGT

75

238R3

GATTTGTTAAGATTGGACTTAAAATGGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

238RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCAGTGTTTGTAAGTTGAGTATCTCAAAGAAGTCG

238RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCAGTGTTTGTAAGTTGAGTATCTCAAAGAAGTCA

76

23F3

GGAAGGGACATGGCACTTGTTTTTTTTTT [PET]

23FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGGATCAAGCCACAACACCATCC

23FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGGATCAAGCCACAACACCACCT

T

243R3

CAATTTGCCATGTTCCAAAACTGTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

243RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACGCTATTTTTTAAAAAAATTTGGTCAAACTTACAT

243RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACGCTATTTTTTAAAAAAATTTGGTCAAACTTACAA

78

244F3

CTCATCAACCGGAGGTCTTGTTTTTTTTTTTTVIC]

244FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTGCACTCGTGGGGCACC

244FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTGCACTCGTGGGGCACG

79

246R3

TGAAGGATATGTGTAGTTCTAAGACCATTTTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

246RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGCTACAATGCAACCTAAGACACTAATTTGAT

246RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGCTACAATGCAACCTAAGACACTAATTTGAC

80

247F3

AGTATATTTTGGGCCAAGCCGTAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]
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247FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGGTACAAAAGTTCCCTAAAATGGTTCTAA

247FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGGTACAAAAGTTCCCTAAAATGGTTCTAG

248R3

IATGACGCCACGACGGGGCAATTTTTTTTTTT [PET]

248RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGAGTCCCCGTCCCGACGTCT

248RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGAGTCCCCGTCCCGACGTCG

82

250F3

TTGGCAATAACTGATCTTTGCCTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

250FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATATTGGCCCACAATAATACTAATAAATAAATTACAAG

250FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATATTTGGCCCACAATAATACTAATAAATAAATTACGAT

83

25F3

AACTTGTATCATATCTTCAGTCATTTTTTAATATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

25FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATGAGTATTTCAACTCTAAAAAAGTTAGGAAGAA

25FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTATGAGTATTTCAACTCTAAAAAAGTTAGGAAGAG

84

260R3

GCTTGATAAAAATGAATTATGAAAATAAATGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

260RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAATCTCGTACCACGATTCTTAGATGCTGT

260RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAATCTCGTACCACGATTCTTAGATGCTGA

85

262R3

GTCATGGACGCTTGGGCTCAGATTTTTTTTTTTTTTT [PET]

262RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCTGATGATGGGGTGCCGACGT

262RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGATGATGGGGTGCCGATGC

86

263R3

TCGCATTATACACTACACCAGTAGCTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

263RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCAGGTACTCTCCCACGTGCAGTG

263RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTCAGGTACTCTCCCACGTGCAGTA

87

264R3

TTTTTTCCCATCCACCCCAATTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

264RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACAGATATTTCTTGTCCGTTCAAAGACG

264RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAACAGATATTTCTTGTCCGTTCAAAGACA

88

265F3

GGTTGAAGTCCCCCACTTAACACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

265FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATGTTCCTTACGTTGAGCTATGACCAGTA

265FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGTTCCTTACGTTGAGCTATGACCAGTG

89

267R3

TCTTGCACTCTTGCTATGTGCTTTTTTTTTTT [FAM]

267RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAACCAGCCTTCGACGACG

267RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAACCAGCCTTCGACGACA

90

268F3

IACAGATTCATTATCCTTTATCCACGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

268FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCATATGTTAGAGAAATGCTCCCTTCACCA

268FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATATGTTAGAGAAATGCTCCCTTCATCG

91

269F3

IACAATTCTGCATGGAGATGTCAAATACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

269FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCCTACATTCATTAAGCAACTTCTAGC

269FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGCCTACATTCATTAAGCAACTTCTAGT

92

271R3

TTGCTAATTGTAGCTTCTTTGTGTACCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

271RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATATCTCGTATGCTCGAGTTTATAGTGG

271RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATATCTCGTATGCTCGAGTTTATAGTGC

93

272R3

GGCTTAGAGCTGTTGAAGCACTTGTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

272RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTTGCTGCGTACTGTGCACTTG

272RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTTTCTTGCTGCGTACTGTGCACTTA

94

273FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTCTGTTCCTTATATCAAATTAACCAAATGAG

274RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGACTGCTGAAGTAAACCAGATGATCCATT

274RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGACTGCTGAAGTAAACCAGATGATCCATC

95

275R3

TCTTTCCATGCGAGATAATTCTTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

275RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCATAATCAAGTGTAATCTGATGATAGTCTCG

275RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCATAATCAAGTGTAATCTGATGATAGTCTCA

96

276R3

IAACTTTTCGTCATGTCTCTCGATGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

276RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCAATAAAAAACACATCTAGTACTCCTTTTATGCT

276RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATTCAATAAAAAACACATCTAGTACTCCTTTTATACC

22
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278F3  |GAGAGTTCAAATGAGCTCAGCTTTCTTTTTTTTTTTTTTTTTTTTTT [FAM]

97 | 278FA [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCAGCACATTGCACATCCAGACTA

278FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCAGCACATTGCACATCCAGACTT

280R3  |CTAATGACACTATTAGTGAATATCAAGTGTTATTAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

98 280RA  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCTGGATGCAACTGTTTTCTGGT

280RG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCTGGATGCAACTGTTTTCTAGC

281F3  |GTTTTCAAAGTTCGTGGGCCATTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

99 281FC  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCCACCTAACAAGTTTAGGGATCTAGAAAAGC

281FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCCACCTAACAAGTTTAGGGATCTAGAAAGGT

282F3  |CGATGGTAGTGGCTGATCAAGACTTTTTTTTTT [PET]

100 | 282FC |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCAGCACAGCCAGGGTCTC

282FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCAGCACAGCCAGGGTCTT

283F3  |GGACACTCACTTGCCAGTAGGAATTTTTTTTTTTTTTTTTTTITTTTTTTTTTTTTTTT[VIC]

101 | 283FC |TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGTCATCATATCATACCATACTTTCAGTTCC

283FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGTCATCATATCATACCATACTTTCAGTCCT

284R3  |CTTCCTTAGTCTACTACCGTAAAAATATTTTTATTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

102 | 284RC [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAATGTACTAATATGGAATGGGTGGGCTAGGTCAG

284RG  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTAATGTACTAATATTGGAATGGGTGGGCTAGGTCAC

285R3  [GTAATTGAATACATATAAAAACTCTAGAGCCCTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

103 | 285RC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATTTGTTACTGCTGGCACACTTGCTCATG

285RT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATTTGTTAAGCTGCTGGCACACTTGCTCGTA

288R3  |AGAAAACAAAAGGTCGGATTGGGTTTTTTTTTTTTTTTTTTTTTTT [NED]

104 | 288RC [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGTCTTGCATTGTGAGTGCCATG

288RT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAAGAGTCTTGCATTGTGAGTGCCGTA

289R3  |GCAACACCAGGGAAAATCTTGATTTTTTTTTTTTTTTTTTT [FAM]

105 | 289RA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGCTGTACCTCACACTCCATCCAGGT

289RG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTGTACCTCACACTCCATCCAAGC

28F3  [TATGTGCCTGTGCACAGTTCATCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

106 28FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATGGCTACAAAAGAACCTAACTAGCTATGC

28FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTATGGCTACAAAAGAACCTAACTAGCTACGT

292F3  [TCACCGACGTGGCCGACTTTTTTTTTTTT [PET]

107 | 292FC |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCGGAGCCACAGCCGATC

292FG  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCGGAGCCACAGCCGATG

293R3  |GATTTTGGCGGACAATTCACATTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

108 | 293RC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTAACCAAATCTAAAACTACAAAAGAGGACG
293RT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTAACCAAATCTAAAACTACAAAAGAGGACA

295R3  |GCAAGAGGTAGAACTATGTGCCTTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]
109 | 295RC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGGAATATGGTTATGTCAAAGCCAAG
295RT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGGAATATGGTTATGTCAAAGCCGAA

296F3 |ACTAGTAAATCTGTAGTCGTGCGTATGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]
110 | 296FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAAAGCTCCTTGTCAACAGTTCTCACCTGTA
296FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATAATGCTCCTTGTCAACAGTTCTCACCTGTG

297F3  [TTACCATTAGAGGTCATGGAAGTGCATTTTTTTTTTTTTTTTTTTTTTT [VIC]
111 | 297FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACCATTCATCGTTGATGGTCA
297FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACCATTCATCGTTGATGGTCG

299F3  [TAGATGATTTTTATATTCATCAGCCTTTAATAAAAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]
112 | 299FC |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCATATAGTTATAGTTATTACAACTTGTCGCCCTCTCAC
299FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCATATAGTTATAGTTATTACAACTTGTCGCCCTCTCAT

2R3 |CTGGCAAGGAGTAGATGTATGACGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]
2RA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGACGACGCAATAGTTGGTACAGATACGT

113
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2RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGACGACGCAATAGTTGGTACAGATATGC

300R3

IAGCTGGTAGATGAACACGGCAATTTTTTTTTTTTTT [FAM]

300RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGCGCGCATGCATTCATGACT

300RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGCGCATGCATTCATGACG

115

301R3

IAACGTGCCACAGCGTCAGGTTTTTTTTTT[VIC]

301RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCATTAGTTGCGCCATGAACG

301RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCATTAGTTGCGCCATGAGCA

116

304F3

GTAATTATTCCAGTGGTAAACATCATACTACACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

304FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATACTAATTTATCATCCTAGATACCTGCAACCAGAA

304FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATACTAATTTATCATCCTAGATACCTGCAACCAGAG

117

307F3

IAGATCTTGCATCGAGGCAAAGTATCTTTTTTTTTTTTTTTT [PET]

307FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGGCAACACATGGTGTCAACGA

307FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGGCAACACATGGTGTCAACGG

118

308R3

IAGAACACACCTGGAGCTTACTCTTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

308RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAAACCACCTCCATGCGCTGGCTTCG

308RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAACCACCTCCATGCGCTGGCTCCA

119

309R3

IAGAATCAGCACACATTGTGCTCCTTTTTTTTTTTTTTT[VIC]

309RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGGTTGCTGCAGTAGTGCAGT

309RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAGGTTGCTGCAGTAGTGCAGC

120

310R3

IACATGGGCGCAAACCCTGCATTTTTTTTTTTT[VIC]

310RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAACACATCGTCTTCTTCCTCTCG

310RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAACACATCGTCTTCTTCCTCTCA

121

311R3

IATGGACCGACCGAATCAAAGTTATTTTTTTTTTTTTTTTTTTTT [NED]

311RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGCTGTAACAGGCCATGAGATTGTT

311RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATGCTGTAACAGGCCATGAGATTGTG

122

312F3

GAACACAAACTAGTAACTAATGTTGAATAAATTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

312FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGGGCTAAGATCACGCTCATGCA

312FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGGGCTAAGATCACGCTCATACG

123

313R3

TGTCCTATCTCTGATATATACATAATAATATAGTGACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

313RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTAAAGTGGACAACGTTAGTGACGTGATG

313RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTAAAGTGGACAACGTTAGTGACGTGATA

124

314R3

TTATGGAATGCCTGGGTGGTTTTTTTTTTTTTTT [FAM]

314RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGGGGGGAACAAGGTTGGACG

314RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGGGGGGAACAAGGTTGGACA

125

315R3

GCACTCTTCACCGGAGCGTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

315RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAAGTTTCAAGTTGTAAGAGTCGAGTCGT

315RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGTTTCAAGTTGTAAGAGTCGAGTTGC

126

318R3

IAACAGGAGACCAGTTTTCTTTTGTCTTTTTTTTTTTTTTTTTTTTTTT [NED]

318RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGGAGAGGTTCGACGAAGAATCG

318RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGGAGAGGTTCGACGAAGAACCA

127

31F3

CCTGAGCTTTGAGCAATGCCATTTTTTTTTTTTTTTT[VIC]

31FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGACGACAAATACGGATGCTTGCA

31FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGACGACAAATACGGATGCTTGCT

128

320R3

CATTCAGTGTTGGGATTTGATTGGTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

320RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATTTATTCTTGGAATGCCCCTTAGC

320RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATTTATTCTTGGAATGCCCCTTGGA

129

321R3

TTGGTGTGTAGGTGCATATACGCTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

321RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCAGCTCGCCACACACAGTACTTACCT

321RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCTCGCCACACACAGTACTTACCA

130

322F3

TGCACCTCGACAGCTAGCATTTTTTTTTTTTT [VIC]
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322FC  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCACAAACCCAATGCTACATTTGC

322FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCCACAAACCCAATGCTACATCTGT

323F3  [TACTGTCTTGCTAACCCTGTTAGACTCTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

131 | 323FC |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAAATGCAGTTTTTCCTCAGGACC

323FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTCAAAATGCAGTTTTTCCTCAGGACT

325R3  |GATGAGAAAACTCGTTGGGATCAAGTTTTTTTTTTTTTTTTTT[VIC]

132 | 325RA  |TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCAACATGTCCAGGAGTGCCTAT

325RC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCAACATGTCCAGGAGTGCCTAG

326R3  |CTCCTTTGATCCAGGCTGAGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

133 | 326RA  |TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGAGGTTTTCCTTTCTTGTTTTGGTGT

326RC  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGGTTTTCCTTTCTTGTTTTGGTGG

327R3  [TTTGCCCTTATCTGAATCTAGTTCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

134 | 327RC |TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGTTGACACGAAACATGGCTAGAGTAG

327RT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGTTGACACGAAACATGGCTAGAGCAA

328F3  |GATCACCAGACGCTGACCCTTTTTTTTTTTTTTTT [VIC]

135 | 328FA |TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCAGTTGAACCTACTAGCCGTTGGTGA

328FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGTTGAACCTACTAGCCGTTGATGG

32R3  |AAAAATGTAATCTGTCTTCATGAGGAAAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

136 32RG  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGACTAAGAAATAAGAAGCATTGAACATAAAGAC

32RT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGACTAAGAAATAAGAAGCATTGAACATAAAGAA

34F3  [CGAGGCGCCGCCGCCAAGCTTTTTTTTTTTT [FAM]

137 34FA  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGATGGCGGACTGGGGTGAA

34FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGATGGCGGACTGGGGTGAG

36F3  (GACACGTGGCAGGCATCGTTTTTTTTTTTTTTT [VIC]

138 36FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGATCGACGAACGAAATTTAAACTCA

36FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGAGATCGACGAACGAAATTTAAACTCG

37F3  |AGTGCAGTCGTTCTTAGACTTGTACTTAAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

139 37FA [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTGCAGGGAGTTTTACAGGGTGCA

37FG  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATATGCAGGGAGTTTTACAGGGTACG

39R3  |GAGACCTGATATTTATTTTCCTGTAAATAAGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

140 | 39RA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTTGGCGCTTTACAATATCTTACTCAGAT

39RG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTGTTGGCGCTTTACAATATCTTACTCAGAC

40R3  [TGGTTTAGGCTGTGACAATGGTAGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

141 | 40RG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAATATGACAAAATACCATCGAACAAAGACAC

40RT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAATATGACAAAATACCATCGAACAAAGACAA

42F3  [GGTGAAGAGCGTGCGGCTTTTTTTTTT [PET]

142 42FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCGATGAGCAGCTATGGCAA

42FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCGATGAGCAGCTATGGTAG

43F3  [GGACAAACTGAACGAAAAATCGAATTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

143 | 43FG [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACCAAAATGGCCATTTCAATAATTGAG

43FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACCAAAATGGCCATTTCAATAATTGAT

45R3  |GTTCATTTTTTCGAATCGTGTCTAGAATTTTTTTTTTTTTTTT [PET]

144 | 45RC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGGGGGGAGACAGTTCTCG

45RT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGGGGGGAGACAGTTCTCA

46F3  |AATTCATTGTGTTCGTATTATTTGTAGATACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

145 | 46FC [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCACATAACTTAACATGGATGAAATGC

46FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTGCACATAACTTAACATGGATGAAACGT

48F3  |GACAAGATATATAATGCATTTTATTTATTACTTTGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

146 |  48FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTGATTTATCCAGCCCTAGACC

48FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTGATTTATCCAGCCCTAGACG
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49R3

TATATTTATCTGGTCCCTTTTTAAATGTCGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

49RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGTGGTTGGTATATCCTATGCAACTGATAGTG

49RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGTGGTTGGTATATCCTATGCAACTGATAGTA

148

4F3

IAAGACGTGACGCGATGGCAAATTTTTTTTTTTTTTT [NED]

4FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGATCAGGAGCTCAAGGCAGGTAC

4FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTGATCAGGAGCTCAAGGCAGGTAG

149

50R3

GCTCATGAGAAAAGAACCTACATATTTACATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT[VIC]

50RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCAACAGTTAATAAACAACATACAGAGTGCTT

50RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTCAACAGTTAATAAACAACATACAGAGTGCTA

150

52F3

CAGCTTATATAGCAAGTACAGGAAGTTTTTTTTTTTTTTTTTT[VIC]

52FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAAGGGGACGTAGCGCCCGTCA

52FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTAAGGGGACGTAGCGCCCGTCG

151

53F3

TAAACTTTATAGACTACTGGTTAGGGGATGTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

53FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAAATTTTTATTTGGATATTCGTTTCAGGA

53FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTTAAATTTTTATTTGGATATTCGTTTCAGGT

152

55R3

IAGTTACAAACAACCCCTAAATCTATATGTTTTTTTTTTTTTTTTTTTTTTT [PET]

55RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTGAAAAACATGGAGCGGTGT

55RG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTGAAAAACATGGAGCGGTGC

153

59R3

CCAAGCATAAGATGTATGGAGAAGATTTTTTTTTTTTTTTTT [NED]

59RC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCCGGTGGCTTCCAAGTG

59RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGCCGGTGGCTTCCAACTA

154

60F3

ACTCTTTAATATTGATCTCCGTCTGTGTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

60FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTTGTTGCTTGCGGTTTCATTTCC

60FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATGGTTGTTGCTTGCGGTTTCATTCCT

155

62F3

TGCCTTGGAGAAAAAAAAACTCAAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

62FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACCTAAAGTCCCAAGTCAAGAAGACAAACAC

62FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTACCTAAAGTCCCAAGTCAAGAAGACAAACAT

156

63F3

AGATGTTTTGCATCCAGAGTCAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

63FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCATAAAGAAGTTACTCCTTCCATTACAAATCTA

63FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCATAAAGAAGTTACTCCTTCCATTACAAATCTT

157

65R3

IATGGCAGACGGATCAAATGAATTTTTTTTTTTTT [PET]

65RA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCAGTGTCAGCATCCAGGTTCGT

65RT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTCAGTGTCAGCATCCAGGTTCGA

158

66F3

TAAATACGGATGAGAAACAACTTACTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

66FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACTAATACAGATCTACTTATTTCCTGTGCACTCCTA

66FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTACTAATATCAGATCTACTTATTTCCTGTGCACTCTTC

159

63

TGATGCGGGAGTCTTGAACGTTTTTTTTTTT [VIC]

6FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGACAAGCCCTACCAGAGC

6FT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGCGACAAGCCCTACCAGAGT

160

70F3

TTGGCTATTCAATTTATTGTGTTCGTTTTTTTTTTTTTTTTTTTTTTTTT [NED]

T0FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAATATGCCTATTAGCCGTGTTGACC

TOFT

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAATATGCCTATTAGCCGTGTTGACT

161

71F3

TTGGTAGCATCAGTTTGGTAGTCTTGTTTTTTTTTTTTTTTTTTTTTTT [PET]

T1FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTCGTGGCCAAGAATTTAGCTGGA

T1FC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTCGTGGCCAAGAATTTAGCTAGC

162

T6F3

TTGAAAGTCCTATGTTTGGTGTTGTTTTTTTTTTTTTTTTTT [VIC]

T6FA

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTGTCGAGTGTAGCAGTGGCGTA

T6FG

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTGTCGAGTGTAGCAGT GGCATG

163

TTR3

TTGGTAAAACATTCTTCTACCGGGATTTTTTTTTTTTTTTT [FAM]

TTRC

TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTTTTTCGAAATGGCCAGG
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TTRT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTTTTTCGAAATGGCCAGA

79F3  (GAATCACCAGCAAGAGTAAGCACCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

164 | 79FC  |TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAACCATACCAACCTTTGGATATCGTCAC

T9FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAACCATACCAACCTTTGGATATCGTCAT

82R3  [GGTAGGTGTCATCCATTGTCGTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

165 | 82RA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAACTGAACATAAAGCAACGTACATTTGGAT

82RG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAACTGAACATAAAGCAACGTACATTTGAAC

84F3  [GATGGGGGCTCCACGCTCTTTTTTTTT [PET]

166 | 84FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTAGCATTGCTGCATGTTCAGC

84FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTAGCATTGCTGCATGTTCAGT

85F3  [GCCTCAAATGGTCCCGATGTTTTTTTTTTTT [VIC]

167 85FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTATGGAGTTGGACCCCTCCTCTAC

85FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTATGGAGTTGGACCCCTCCTCCAT

86R3  |[AGAATATTCAACAAATCAAGTGTGCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [PET]

168 86RA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTTCGGCCTAAATTGTAGTCACCTTT

86RG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTTCGGCCTAAATTGTAGTCACCTTC

87F3  |[ACCTGCGACCACATACCGGTTTTTTTTTTTT [FAM]

169 87FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCGGACCGCTCCTCTGGACC

87FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCGGACCGCTCCTCTGGACT

88F3  |CATCAGCCACGCTGAAGGACTTTTTTTTTTTTTTTTT [FAM]

170 | 88FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTCTTGGATTGGAGGTTGGGTCAAC

88FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTCTTGGATTGGAGGTTGGGTCGAT

89F3  [TGAAGGGGCACAGCTCGCATTTTTTTTTTTT [NED]

171 89FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTAGCAGCAACAGCCTAGGCACTAC

89FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTTAGCAGCAACAGCCTAGGCACCAT

8F3  [TTTTAGTACAAATCGCTGGTTCCAGTTTTTTTTTTTTTTTTTTT [NED]

172 8FG  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGAGGACAAAACAAGGGCATCG

8FT  |[TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTGGAGGACAAAACAAGGGCACCT

90F3  |GCAGCCATCCAGGGTCCCTTTTTTTTTTT [PET]

173 90FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGCGCGAGCGTAGGCACAA

90FT  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGCGCGAGCGTAGGCACAT

91R3  (GTAAAAATGATATCGTTAATGACCGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [FAM]

174 91RA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTACTAATAGAGCATTTCATTTACCAGGAACTGTTGCT

9IRG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTACTAATATGAGCATTTCATTTACCAGGAACTGTTACC

92R3  |ATATACATTATGTCTAAATATATAGTTAAAACAGTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

175 92RA [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATTTTTAGATAAAATAGATTTTGTTATGGACTGAT

92RC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATTTTTAGATAAAATAGATTTTGTTATGGACTGAG

95F3  [TACTATAGCTAGAAGCTAAAGATATGAGTGTAGCTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT [VIC]

176 95FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTGTACTTCTCTAACTTGTCTTTCTCACTCCCTAGAA

95FC  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTGTACTTCTCTAACTTGTCTTTCTCACTCCCTAGAC

96F3  [CAGCAGCAGCAGGCATGCATTTTTTTTTTTTT [FAM]

177 96FA  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTATGCAGCTAGCCAGCAGTAGACA

96FG  [TGTACGTGATACTGACAAGTTGTACATGATATACACATATTTTATGCAGCTAGCCAGCAGTAGACG

27



T/GXAS 1268—2026
M & ©
(BRI
%E LDR 1K &

C.1 4/%ELDRIKR

C.1.1 {ERIFNALA

SNP004, SNP0O08, SNP010, SNP019, SNP032, SNP049, SNP053, SNP055, SNPO77, SNPO87, SNP089,
SNP104, SNP107, SNP125, SNP127, SNP136, SNP163, SNP167, SNP173, SNP182, SNP191, SNP198, SNP202,
SNP208, SNP214, SNP223, SNP234, SNP244, SNP247, SNP263, SNP264, SNP265, SNP280, SNP284, SNP285,
SNP292, SNP297, SNP300, SNP307, SNP309, SNP321, SNP323, SNP327.

C.1.2 {RZR2FFNALA

SNP0O1, SNP006, SNPO14, SNP023, SNP025, SNP031, SNP037, SNP045, SNP046, SNP050, SNP059,
SNP062, SNP066, SNPO71, SNPO79, SNPO86, SNPO88, SNP090, SNP0O92, SNP103, SNP117, SNP119, SNP121,
SNP129, SNP138, SNP144, SNP172, SNP183, SNP192, SNP193, SNP224, SNP226, SNP231, SNP269, SNP272,
SNP275, SNP281, SNP288, SNP296, SNP308, SNP310, SNP312, SNP313, SNP314, SNP315, SNP325, SNP326,

C.1.3 {KRARIXMALE

SNP015, SNP028, SNP042, SNP043, SNP048, SNP052, SNP060, SNP063, SNPO70, SNP091, SNP095,
SNP096, SNP101, SNP110, SNP118, SNP122, SNP124, SNP128, SNP131, SNP132, SNP140, SNP145, SNP150,
SNP153, SNP160, SNP170, SNP177, SNP189, SNP211, SNP216, SNP229, SNP243, SNP246, SNP248, SNP262,
SNP267, SNP268, SNP274, SNP276, SNP283, SNP293, SNP299, SNP311, SNP322, SNP328.

C.1.4 {KRRAFALS

SNP002, SNPO11, SNP034, SNP036, SNP039, SNP040, SNP065, SNPO76, SNPO8Z2, SNP084, SNP085,
SNP100, SNP102, SNP120, SNP123, SNP141, SNP143, SNP146, SNP149, SNP151, SNP159, SNP165, SNP190,
SNP194, SNP195, SNP196, SNP201, SNP230, SNP235, SNP237, SNP238, SNP250, SNP260, SNP271, SNP278,
SNP282, SNP289, SNP295, SNP301, SNP304, SNP318, SNP320.

C.2 %= PCRS|4¥IRE
C.2.1 HKRIKE

SNP077, SNP202, SNP208, SNP214, SNP292, SNP309, SNP32347 s 4R 41 FE 1. 5 |il; SNPO19, SNP032,
SNP053, SNPOSSHZ FTAREFREE N2 Wl; AL sSAREFREE T s

C.2.2 {KR2ZRE

SNP045, SNP050, SNP066, SNP3134 S4REMAE N1, 5 M; SNP092, SNP129, SNP269, SNP3144v
PREFIRBE N2 |M;  HARAT S ERER FE AT M.

C.2.3 {KARIKRE

SNPO15, SNP052, SNP145, SNP177, SNP267H7 mi4REMAKEE 1. 5 LM; SNP048, SNP132f7 s REM K
N2 WM AR IR T M.

C.2.4 KR4RE

SNP040, SNP146, SNP250, SNP278M fiiREFAEE N1, 5 LM; SNP12047 s AR ET IR FE N2 s oAt A &5
PREFIRFE N1 Mo
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RE. TR 1AL W B 5 ' KA B X RER R 5
RE N MLRIEECAERMNEXNNXREER

Fric¥) o EH YR g U]
et SNP 75 panel Dye Allele 1 | Allele 2 it size AL|# size A2| Size 1 Size 9
87 SNP087 1 B C T 91 93 88.92 91.25
300 SNP300 1 B C A 96 98 94. 12 96. 33
77 SNPO77 1 B C 1k 101 103 99.73 101. 56
167 SNP167 1 B C N 106 108 104. 23 106. 05
198 SNP198 1 B G A 111 113 109. 57 111.5
182 SNP182 1 B C T 116 118 114. 32 116. 26
263 SNP263 1 B C e 121 123 119. 22 121. 17
265 SNP265 1 B G A 126 128 124.71 126. 59
285 SNP285 1 B C T 131 133 129. 28 131. 17
208 SNP208 1 B C G 136 138 133. 54 135. 81
280 SNP280 1 B G A 141 143 140. 52 143. 04
214 SNP214 1 B A G 146 148 145. 38 147. 55
244 SNP244 1 G C G 91 93 89. 76 92. 18
19 SNP0O19 1 G T A 96 98 95. 68 97.89
309 SNP309 1 G A 101 103 100. 26 /
297 SNP297 1 G A G 111 113 110. 45 112. 56
264 SNP264 1 G C il 116 118 114. 52 116. 33
10 SNPO10 1 G C i 121 123 119. 67 121. 76
247 SNP247 1 G C G 126 128 124. 89 127. 18
284 SNP284 1 G C G 136 138 135. 81 137.81
292 SNP292 1 R C G 88 90 89. 88 91.99
234 SNP234 1 R C T 93 95 94. 69 99. 26
202 SNP202 1 R A G 98 100 100. 26 102. 4
307 SNP307 f R A G 103 105 104. 76 107. 02
125 SNP125 1 R A G 108 110 110. 14 112. 01
55 SNP055 i R A G 113 115 114. 41 116. 35
107 SNP107 1 R C 118 120 120. 25 /
327 SNP327 1 R C N 123 125 125. 42 127. 22
163 SNP163 1 R A G 128 130 129. 06 131
136 SNP136 1 R A T 133 135 134.9 137. 08
49 SNP049 1 R T 143 145 149. 51 /
127 SNP127 1 Y A C 91 93 88.09 90. 6
89 SNP089 1 Y C T 96 98 93.09 95.19
4 SNP004 1 Y C G 101 103 98. 53 100. 69
8 SNP0O08 1 Y G T 106 108 103. 54 105. 44
223 SNP223 1 Y C T 111 113 108. 44 110. 63
321 SNP321 1 Y T A 116 118 113.88 115. 82
191 SNP191 1 Y A C 121 123 118.7 120. 94
323 SNP323 1 Y C T 126 128 124. 15 126. 21
53 SNP053 1 Y A T 131 133 129.73 131.9
104 SNP104 1 Y A T 136 138 135. 09 137.08
32 SNP032 1 Y G T 141 143 137.99 140. 22
173 SNP173 1 Y G 146 148 144. 68 /
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Eﬁﬁ SNP FE | panel Dye | Allele 1 | Allele 2 ﬁ%; jﬁ? ff; jﬁf Sif] | Siflz
314 SNP314 2 B C 96 98 95. 18 /
88 SNP0SS 2 B C 101 103 99. 54 /

1 SNPOOT 2 B C 106 108 106. 65 /
224 SNP224 2 B C T 111 113 107.82 | 109.77
193 SNP193 2 B A C 116 118 113.7 | 116.02
308 SNP308 2 B C T 121 123 119.07 | 120.78
79 SNPO79 2 B C T 126 128 123.55 | 125.72
296 SNP296 2 B A G 131 133 129.35 | 131.73
66 SNP066 2 B A C 136 138 134.2 | 136.51
46 SNP046 2 B C 141 143 140. 32 /
25 SNP025 2 B A G 146 148 144.89 | 147.3

6 SNP0O6 2 G C T 91 93 89. 67 92.01
310 SNP310 2 G C T 96 98 94.72 96. 67
31 SNPO3T 2 G A T 101 103 100.09 | 102.17
325 SNP325 2 G C 106 108 106. 84 /
315 SNP315 2 G A 111 113 110. 13 /
272 SNP272 2 G T 116 118 116. 09 /
117 SNP117 2 G C T 121 123 120. 93 123
269 SNP269 2 G C T 126 128 124.63 | 126.89
275 SNP275 2 G C T 131 133 130.63 | 132.64
312 SNP312 2 G A G 136 138 134.77 | 137.02
50 SNP050 2 G A T 141 143 139.61 | 141.83
92 SNP092 2 G A C 146 148 146.27 | 148.69
90 SNP090 2 R A T 88 90 89. 49 91.73
23 SNP023 2 R C T 93 95 94. 62 96. 66
231 SNP231 2 R A C 98 100 100.26 | 102.19
45 SNP045 2 R T 103 105 107. 56 /

14 SNPO14 2 R G T 108 110 110.12 | 11215
71 SNPOT1 2 R A C 113 115 115.74 | 117.62
119 SNP119 2 R C T 118 120 119.76 | 121.84
86 SNP0S6 2 R G 123 125 126. 63 /
183 SNP183 2 R A G 128 130 130.11 | 13221
144 SNP144 2 R C G 133 135 135.31 | 137.34
121 SNP121 2 R G T 138 140 140.42 | 142.53
313 SNP313 2 R C T 143 145 146. 13 | 148.32
129 SNP129 2 y C G 91 93 87. 27 89.6
138 SNP138 2 Y G T 96 98 93.22 95.55
59 SNP059 2 Y C T 101 103 98.24 | 100.35
103 SNP103 2 y A C 106 108 104.12 | 106. 15
288 SNP28S 2 Y T 111 113 110. 58 /
326 SNP326 2 Y C A 116 118 114.93 | 116.8
281 SNP281 2 Y C T 121 123 118.42 | 120.75
37 SNP037 2 Y A G 126 128 124.38 | 126.34
62 SNP062 2 Y C T 131 133 127.02 | 129.22
192 SNP192 2 Y A G 136 138 133.75 | 136.04
172 SNP172 2 Y A G 141 143 139 141. 55
226 SNP226 2 Y A G 146 148 145 147.51
267 SNP267 3 B C T 91 93 89. 01 90. 97
96 SNP096 3 B G 96 98 95. 52 /
150 SNP150 3 B T 101 103 100. 44 /
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*’Tr;%% SNP 55 | panel Dye | Allele 1 | Allele 2 ff;j@f ﬁ%;j%% Sif]1 Siflz
216 SNP216 3 B G A 106 108 104.23 | 106.18
229 SNP229 3 B C T 111 113 110.33 | 112 11
211 SNP211 3 B G 116 118 116. 42 /
43 SNP043 3 B G T 121 123 118.31 | 120.39
122 SNP122 3 B A G 126 128 124.38 | 126.47
101 SNP101 3 B C T 131 133 128.49 | 130.76
91 SNPO9T 3 B A G 136 138 134.35 | 136.39
243 SNP243 3 B A T 141 143 139. 4 141. 6
145 SNP145 3 B C T 146 148 144.69 | 146.8
128 SNP128 3 G C G 91 93 89. 69 92. 05
322 SNP322 3 G C T 96 98 94. 13 96. 28
328 SNP328 3 G A 101 103 102. 38 /
52 SNP052 3 G A G 106 108 104.67 | 106.79
110 SNP110 3 G - A 111 113 109.54 | 111.59
274 SNP274 3 G A G 116 118 114.53 | 116.51
177 SNP177 3 G A G 121 123 120.57 | 122.47
28 SNP028 5 G C T 126 128 124.83 | 126.74
283 SNP283 3 G C T 131 133 130.02 | 132.23
48 SNP048 3 G C 136 138 135. 56 /
170 SNP170 3 G C T 141 143 139.63 | 142.02
95 SNP095 3 G A C 146 148 146.06 | 148.49
42 SNP042 3 R A G 88 90 90. 64 93. 08
248 SNP248 3 R C 93 95 97.32 /
262 SNP262 3 R G A 98 100 101.06 | 103.26
160 SNP160 3 R A G 108 110 110.33 | 112.46
140 SNP140 3 R C ] 113 115 114.61 | 116.4
124 SNP124 3 R A T 123 125 124.92 | 126.74
268 SNP268 3 R G A 128 130 129.64 | 131.39
15 SNPO15 3 R A @ 133 135 135.22 | 137.34
132 SNP132 3 R G 138 140 141. 55 /
189 SNP189 3 Y A G 91 93 88. 34 90. 52
153 SNP153 3 Y A T 96 98 92. 62 94. 87
131 SNP131 3 Y A G 101 103 98.89 | 101.06
118 SNP118 5 Y e T 106 108 103.08 | 104.93
311 SNP311 3 Y A C 111 113 108.63 | 110.78
70 SNPO70 3 Y C I 116 118 114.3 | 116.56
293 SNP293 3 y C - 121 123 117.9 | 119.88
60 SNP060 3 Y T T 126 128 124.79 | 126.89
63 SNP063 3 Y A T 131 133 128.11 | 130.4
276 SNP276 3 Y A G 136 138 133.8 | 135.65
246 SNP246 3 Y A G 141 143 139.41 | 141.76
299 SNP299 3 Y C 146 148 144. 64 /
34 SNPO34 4 B A G 91 93 89. 16 91. 22
195 SNP195 4 B C T 96 98 94.3 96. 18
289 SNP289 4 B G A 106 108 103.34 | 105.55
278 SNP278 4 B A T 111 113 108.63 | 110.67
235 SNP235 4 B A T 116 118 114.68 | 117.01
82 SNP0S2 4 B A G 121 123 119.3 | 120.95
237 SNP237 4 B T 131 133 131.02 /
141 SNP141 4 B T 136 138 136. 14 /
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Eﬁﬁ SNP FE | panel Dye | Allele 1 | Allele 2 ﬁ%; jﬁ? ff; jﬁf Sif] | Siflz
260 SNP260 4 B A T 141 143 139.51 | 141.75
304 SNP304 4 B A c 146 148 144.59 | 146.9
301 SNP301 4 G C T 91 93 89.79 91.86
85 SNP085 4 G C T 96 98 95. 15 97.3
36 SNP036 4 G A G 101 103 99.62 | 101.87
76 SNPO76 4 G A c 106 108 106.26 | 108.21
149 SNP149 4 G C A 111 113 110.21 | 11218
320 SNP320 4 G G T 116 118 115.91 | 118.17
190 SNP190 4 G G T 121 123 119.52 | 121.42
2 SNP002 4 G G A 126 128 125.38 | 127.47
40 SNP040 4 G G T 131 133 129.73 | 131.85
102 SNP102 4 G C T 136 138 133.98 | 136.02
238 SNP238 4 G C T 141 143 141.15 | 143.38
146 SNP146 4 G C A 146 148 145.09 | 147.3
84 SNP0S4 4 R C T 88 90 90.7 92.94
282 SNP282 4 R C T 93 95 95. 46 97. 69
65 SNP065 4 R A T 98 100 100.26 | 102 11
165 SNP165 4 R C T 103 105 104.76 | 106.79
194 SNP194 4 R A 108 110 111.58 /
151 SNP151 4 R C T 113 115 115.55 | 117.35
230 SNP230 4 R C T 118 120 119.61 | 121.42
271 SNP271 4 R C 128 130 130. 99 /
201 SNP201 4 R A C 133 135 134.73 | 136.86
250 SNP250 4 R G T 138 140 139.82 | 142.36
120 SNP120 4 R A G 143 145 144.54 | 146.74
196 SNP196 4 Y A C 91 93 87.93 90
159 SNP159 4 Y A c 96 98 95. 21 97. 15
143 SNP143 4 Y T 101 103 101. 42 /
123 SNP123 4 y A 106 108 103. 34 /
318 SNP318 4 y C T 111 113 108.66 | 112.13
295 SNP295 4 Y C T 121 123 118.8 | 120.88
100 SNP100 4 y G 126 128 125. 47 /
11 SNPO11 4 y G A 131 133 128.66 | 130.77
39 SNP039 4 Y A c 141 143 139.92 | 142.16

E: RREAR K SVERB, S0 GLS AR A A 1 BORR 5 S5 AR, B0 R s S A
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