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1908 4 Spliman # ;S BEL (barring) 3 K 2 &
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HE5ANEYREM 18 MM, XKEERINDEES
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EN, Hbhg XK H AR BHEN. 1992 4, Bum-
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S, RETE-KGERNAREE, ZEEET
100 MARid, 18 NEYIH, BEUERAKEN
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BHEETANY. 2P G E R E AR,
EREREKRZFHVBEFRCLHFET +ILH
R, RARESE, BREKEE®R, ANELE
RA R HEEASESIHESR, AKA#E, B
AMER. CAURRRRAHBERE(SH) XL
(PO MLPEEH(E)XABRE (PHERK
oA F RAME F RBER £ F RAME. A5
RIEEA 4N KFARERATREB EORE, H
mERAANE 31 R, F R4k 19 R, F, 4~ & 238

jm}

/N

1.2 ERERSH

M T ERCHSI R NIFICA FAM 8 HEX
P EA, Wi PCR Y, H=4w LA ABI 377
(Applied Biosystems, Foster City, CA, USA)#if /%
R, MTERCHERSLHZ 1.

% & PCR T B K i 1B A3 i 2 U9 20 40 9K 75 Ui
SCER[13, 14].

1.3 ERih

Fi CRIMAP version 2. 4 for DOS #k {40 #£ 47
EYaH. AN DERICHEEEEE Genes-
can il Genotyper ¥ {4 ( Applied Biosystems, USA)
BE, HFEFTANREESE RS AML KRS, 3m
LI AT, A E B CRIMAP 34 B # 89 Zh 88 3 —
BB, DHEBREFRAERNER HEA
Excel S4B A BRMB K, A CRIMAP 447
B, B, BB/ RRCE MBS
RER S TEBIRICTAIRE NS, REH
Fi BUILD iy 4 #h 3 4% 7 91 L.

1.4 [R5 2 B4 A 5 P i it 47 et
Frf B EARig3E 129 X, HpaknE. &
RN RN FRC R B R TR, XS I8
M5 B MM ik http: //www. theardkb, com %k
& WETA A AMARICEEA 2400 XF, AT BT
BERMMTESI Y ERT 23 f/ELREE, 1 XHBR
B2 N/NEYRE, B4 MRS K ALE KA.
X A BLAT I H (http: //genome. ucsc. edu/cgi-
bin/hgBlat? command=start)¥$5ic /5] 5 M 1 &
H 4 R % B i (UCSC Chicken Genome Brower
Gateway 2004) #E47 L X, 8 € A7 10 7609 f) 4 46 (K

LRy EAE.

2 iR

WA, Hh 125 MRid AT AR R LOD
HRXTIWEMXR, HEWET 24 MEYRF, &
o5 B X 0 KB 24 AN R 4 S %
M 23 FE Pk 115, 17—20, 23, 24, 26, 27
Ml AR ak Z(B1 ML LD, BHTEER
ROS0334, GCT0042, GCT0037 1 GCT0004 4 4%
ICRELEH S MEREEBIEMGE R, Bl 4
MFicFS R E R AT 5 B AT, &3 ROS0334
LT 21 Bg Bk, CCT0042 i F 22 8 % fa ik,
GCT0037 fif 7 E26C13 3% 4 g%, GCT0004 fii F
E500C23 ¥e &R, HM 129 MRieA Mg EMT 1—
15, 17—24, 26 #0127, E26C13, E50C23 f1Z Je 8
L BBEE MK 3307.5cM, BRZ KN CAU #tfs
% B

F1 CAUBRBEHE#BAXER

TRt MEEE BHEE HREIE
KE/ M KE/M KE/M £R2%

Rk kR

1 17 621.2 654. 1 630. 9 3.68
2 17 526.5 527.9 559.8 —5.70
3 12 327.8 401.9 335.4 19.83
4 11 286.1 265. 8 313.0 —15.08
5 7 210.1 223.6 204.3 9. 45
6 4 97.1 52.6 101.0  —47.92
7 8 195.1 244.7 180. 7 35,42
8 5 142.9 141.9 155.2 —8.57
9 4 95.9 89.6 103.5 —13.43
10 3 72.9 71.6 78.5 ~—8.79
11 3 54,4 56.7 54,4 4.23
12 4 79.4 80.8 79.0 2.28
13 3 69.1 61.4 86.2 —28.77
14 3 66.9 67.9 77.7  —12.61
15 3 65.7 55.9 84.9 —34.16
17 3 42.7 42.5 48.5 —12.37
18 2 44.6 58.0 32.6 77.91
19 2 35.2 28.3 40.8  —30.64
20 2 31.4 39.0 23.4 66. 67
23 2 37.6 36.2 38.6 —6.22
24 3 35.7 32.7 38.9 —15.94
26 2 44,1 35.7 58.8 —39.29
27 2 28.8 31.9 25.3 26. 09
A 3 96. 3 56.6 128.1 —55.82
Total 125 3307.5 3357.3 3479.5  —3.51

a) WERREIHE 22 5 0H 00 U7 B . OV TR0 3 I B 1 TR I D/
PR
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CHROM.1
Dist(cM) Merker
0 MCW0168
337 GCT0008
76.8 MCW0106
102.7 ADLOO19
1395 ADL0234
170.3 UMAL 125
208.8 ADLO150
287.9 ADL0020
307.1 LE0217
3348 UMAL.117
380 UMAL.019
415.3 LEI0169
485.6 MOW0023
498.8 ABR0328
538.3 ADLO10Y
680.2 ADL0238
621.2 MOWD107
CHRCM.]
Discy Maker
0 ——"E LE'0064
s - ABR326
498 MCW0120
675 -] ADL0107
105 ADLD279
131 ADLO10%
161.1 ADLO1S
195.1 ADLO169
CHROM.11
Dist{cM) Marker
] LEI0143
22 ADL0123
54.4 ADLO210
CHROM.15
Dist{cM) Merker
¢ ADLO206
17.6 [ -LEI0120
65.7 MCWDac
CHROM. 20
Dist{cM) Merker
0 :‘l]: ADLO193
314 ADL0034
CHROM. 27
Dist{cM) Marker

] :D: MCW0300
288 ADLO376

CHROM.2
Dist(cM) Marker
0 ADLO228
342 MOWOD82
549 f__\ADLDZ?ﬂ
69.2 L1 - ADLO19D
827 - || \-ADLO1s2
116.4 ADLO186
166.5 MCW0055
190 LEI0089
2187 MCW0038
240.9 ADL0196
2453 7 || Voo
2793 ADL0267
3126 LEI0147
360.3 ADLO114
4296 LEI0070
448.7 | - ADLO148
526.5 MCWD157
(CHROM.8
Dist(cM) Marker
0 ABRO322
283 MCW0095
582 ABRO34S
34 ADLO301
1428 MCWO351
CHROM.12
Dist{cM) Marker
[ ADLO372
361 ADLOD44
55.4 GCTD055
794 MCW0332
CHROM.17
DistcM) Marker
0 MCW0335
14 HUJ0002
27 ADLO202
CHROM. 23
Dig(cM) Marker
0 I ADL0262
376 LEI0030
CHROM.2
Dist{ch) Marker
0 ROS0308
597 LEI0121
95.3 LEINO75

CHROM.3
Dist{ch) Mevker
0 MCWO141
332 MOW0159
52 MOW0083
118.9 [T ADLO1SS
1339 - LEI011S
165.3 ADLO248
2004 ADLOY2?
2322 ADLO115
2506 ADLO306
2778 [T~ GCT053
2096 - ROS0305
32738 MOWD116
CHROM.5
DistieM) Marker
0 LEIO116
217 ALLI247
64.2 MCVEL030
2.6 —1#-- ADLD2E2
3 T AL
118 ADLO233
210.1 ADLO298
CHROM.9
DistcM) Marker
1] ADLDI T
20 MCWO 190
534 ADLO136
95.9 MCWD134
CHROM.13
Dist(cM) Marker
0 ADLOY 47
272 LEI0251
69.1 MOWD104
CHROM.18
Dist(cM) Merker
W
446 MCW0218
CHROM.24
Dist{cM) Merker
0 EE ROS0302
16.8 MCWD0301
387 LEI0DG9
CHROM. 21
Dist{cM) Morker
0 ——— ROS0334
E26C13
Dist(cM) Merker
0 GCTo037

1 CAU il ff % 9 B ik

CHROM .4
DistieM) Merker
0 ADLO143
276 ADLO203
234 H— ADLO145
815 | MCWD114
1134 UMAA 025
157 ADLOZ66
18538 LEID094
2101 LEI00?
2467 UMA4.034
2743 ADLO260

2861 <\ LEINO73

CHROM.6
Dist(cM) Merker
0 isioree
37 b— aptooas
7.4 - ATL037?

971 -—'—— ADLO142

CHROM.10
Dist{cM) Marker
0 ADL0209
28 ADLD231
2.9 ADLO112
CHROM.14
Dist{cM) Merker
4 ADL0200
24.8 LEIo038
66.9 ADL0263
CHROM.19
Dist{cM) Merker
0 :H: MCw/0034
352 MCW0287
CHROM. 26
Dist(cM) Marker
] I ROS0314
441 LEI0074
CHROM.22
Dist{cM) Marker
i GCTU042
E50C23
Digt(cM) Merker
0 — GCT0004
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EEEESEE LRSI RA, CAU #ifh &
SR MR HERI I F 5% 4 Ege AR B
SRR H A 5 B X, RITH E47 EBBE
T 20 SRtk Wit txd & B, AP
WA 7RIS E AR5 B AR R — 3
{H 58 1 7 Bl 4 47 BB K L v B CAU 3 % i 8
% (B 3.

CAU 8t 1% 3% 91 3 75 o o A0 P RS K B
AE(ERD, BESHEEMBEEREZERN 3. 51%.
3 W

CAU it 5 % S B3 B K 3307.5cM, #rid (8] F
HEBE 26.5 M. [ EEE BRI, #KkEE
i DRI ICHEFIRF B —B M, HE2 CAU #f%
B Ea XS e Rk EEREAREH RN &
HER, FEREH TARIBEETH A LFHE
B, XRRUHERER, THETHELRAESE,
EREFEHEE S FER DZE N EHRR AL
A4 7 455 75 188 % 18 3 ). Compton WIRE R I3
FEFEFEENOEIIRIER, X EARARFAARMEY
AFEVR G RE 438, WERBET 52 M&ED;
Wageningen R K R AR FEZ BN EAKHY
BB, RAEARAOBEZAGHAREER, WEHH
T 460 MAMEY . B TFRER R LR — B #
AMAFS RGN, Eiis B8 /N. East Lan-
sing WRRR! ¥, HANEABREZEHRAE
IR EN, BEdH TR 6 MMEHR
B, FrLAEBEdAaRtE /. CAU SEES IR EH
S HPEERERNER, WERHAT 238 4
F R0, mTHBEREREKR, HEREFERXR
ik, FRUSBWRCRMEEHEREK.

Xt CAU & Qi g - SR KN,
PR R R RO 3.51%. SRR AL
SRR ERGRRTES. (D AEFEAR

THEFEAREES A TESE, HHIEHFREAR
RN, FHENNEARMERERNERA
KFFHAYIH, 1 Morgan K BLHEHRBHEEE
HAR, LwoFRAEBREREAT, MA@
e EAR R ERED. (2) MM EARENE
m, EHRKH, EALXBNERHAKFEE, HFE
EAFMEBHRS, MEHSFE2RBRA T,
RERARERNAWELEXBEHATERELER,
MAES— 2 XA K. #EERTREH T DNA
FIU R AEEHHARTAR"; 3) AfF
BHRFEBRESEE N EREFEESF: Wu
Fhomlzm TS ELaER, FABKUA
BookdER AL A B W B AT R R AT AT LA
A AMENE N A PRICMEREE, UEHE
A E.

¥ CAU 315 i 8B 1% 7 %9 1) 2 B 4 17 5 B
Rid &k MCW0083 i B L& E H%. MCW0083
£ CAU BEEYEE P S ENAE 3 S REMRK L,
MEFF B P HENMAE 14 SHEME L. Taka-
hashi FR R Z R LMY AFE, 10 ABRO119 F1
ABRO417MM . W 40 F 5 4 i 5—MCWO157,
LEI0081, ABR0322, ADL0210 1 LEI0069——7E
FIEEYHREMERMIAROMNE L, BEAE
CAU B EHEIERA TEHBIMWEN. EHE
RERICHWEEMNE, FEHF-SWTRIEHE, 7
UMGEHEERAF B REIEHER, 3TN0
B LA B bR 0 BE 15 LA B .

BZ, BEATAWRR, RITWET CAU
MEEYEE, N QTL EMIT T THM; & TE
WP S B EAERR, Rk A A RR
HE#HT QTL i E R AR

it R # Hans H. Cheng HBERHEH A KA
B M T E 3 4.
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1 1 1 MCW0168 GATCAGATTTATTTCCCCTCA CTGATTTCTAGAGCTGACTGA chrl:1035527-1035637
2 1 2 GCT0006 ATTTCCTATTCCCCTCTC CCAGAAAACATCACCAAC chrl:19565045-19565230
3 1 3 MCWo0106 GGCAACTAAGTTGTGGACTG GCAGCATTCAGTGGGATAAT chrl:30518901-30519028
4 1 4 ADLGO19 TGCTGCCTAGACCAGTTCAA TCTGCTGGGATTATGTGTCA chrl:37422488-37422591
5 1 5 ADL0234 CTGGACGCGTGAAAAAGTTC CCCTGGGGCTCCCTCAGCAC chrl ;46622805-46623101
6 1 6 UMAI1. 125 CCAGCATGTGATTCCCAAGT AGTGTTTCCAGGGGCAAGGA chrl :49939356-49939500
7 1 7 ADLO150 ATGCCAAGCATTACAGAAGC CCTGCAGCACCTTTATCTCT chrl:61584957-61585318
8 1 8 ADL0020 TAGATAAAAATCCTTCCCTT GCACTCAAAAGAAAACAAAT chrl :84845809-84845907
9 1 9 LEIO217 GATGACTGAGAGAAATAACTTG AAATTACTGAGGCACAGGAG chrl:89587868-82588093
10 1 10 UMAL.117 TTAGAATGCACTGGACACAG TGTTCTTTTGAGGGATGATT chrl:100881460-100881591
11 1 11 UMAL. 019 ACACTGGCAGGCGTGCTTAG GCTTGAGGACAGGGGTCAGG chr! ;120877148-120877286
i2 1 12 LEIOLI69 TTGCTTGTTTGCTGCCTTTTAG ACAGTGTAGCATGGACAACAG sh-1:123602466-123602713
13 1 13 MCW0023 TAAAGCTGAGCCTGGGGAACCTAA ATCCATTTACTGTCAACTCAAACAG  chrl;144712131-144712292
14 1 14 ABR0328 CACCCATAGCTGTGACTTTG AAAACCGGAATCTGTAACTG rhrl:161290914-161291028
15 1 15 ADLO101 CCCCAAGGAGAACTGATTAC GAAAAGTCAAAACGCAAATA chrl:169088093-169088263
16 1 16 ADL0238 AAACCCAAACAAAAGCAGAC SCTCCTUATAAGCAAAATGC chrl:173988254-173988413
17 1 17 MCW0107 GAACAGAACTCTGTTTACTG TCTGCTTACCTZAACTGACA chr]:186899174-186899284
18 2 1 ADLD228 CCGTTTTTCTTTTCCTCATG AGCCCTTGGGCACTTAGCAG chr2:411500-411861
19 2 2 MCW0082 GATCTTTAAGGGGAAAGATAT CTTTTGATGCCTCTCCATTTC chr2:4863840-4863937
20 2 3 ADL0270 TCGGOGTTOGGTTGGTITTTA CCCTGGCAGTTGGTTATTCT chr2:9162389-8162478
21 2 4 ADLn120 TOCAGLUTOTTCAGHCAAAAAG AACTTGGACCACAATCTTAT chr2:14699644-14699991
22 2 5 ADLO .52 AGATTAGTGCAGATCATCCA TGTTTTGCCATTTCAGAAGC chr2;:16113808-16114115
23 2 6 ADLT 185 CATGGCAGCTGACTCCAGAT AGCGTTACCTGTTCGTTTGC chr2:30250460-30250623
24 2 7 MCW0065 TCAGCAACAGAAGTGAAGGGCAAT CAGGCATTACTTCAATAACGAGGC chr2:42815581-42815713
25 2 8 LLEI008Y GATCCAGGTGGCTCTAACACG TTAGCTCCTGCTTGTCACTGC chr2.:46367463-46367647
26 2 g MCWG039 CATTGGACTGAGATGTCACTGCAG ACATTTGTCTAATGGTACTGTTAC chr2:62946959-62947100
27 2 10 ADL0196 TGTGTAGCAAAAGAGCAAGC TGATGAAAGATGATGACAGC chr2:66076407-66076762
28 2 11 BCL2 TCGCACCGTTAAGTTACACC AGCATCAAAGCGTCGCGTTC chr2 :67598474-67598673
29 2 12 ADL0267 AAACCTCGATCAGGAAGCAT GTTATTCAAAGCCCCACCAC chr2:85173718-85173902
30 2 13 LEI0147 TCAGGCCTCTTGAACTCAGG GCTATTAAGATACCTCAGCTC chr2 97302074-97302198
31 2 14 ADLO114 GGCTCATAACTACCTTTTTT GCTCTACATTCCTTCAGTCA chr2:111343871-111344161
32 2 15 LEICO70 TGCGGAGAGCAATTAGTCTGC GGAAAACAATCACTGCCTCG chr2:132661416-132661686
33 2 16 ADLO0146 TGCTTCCTACCCATTCTCCT GACCTGCATTGTCAGTGACC chr2:138483065-138483226
34 2 17 MCW0157 GTGTGATGTAGGCCAGATGTC GTGCTGCATTCTGCCAATAGG chr2:147351493-147391784
chrUn:33041910-33042205
35 3 1 MCW0141 GTATGAGTATAGCTGTATTG CTGAAAGATCTAAGCTTTGT chr3:2467759-2468007
36 3 2 MCW0169 GATCCCACTTGTTAAGAAGTG CCTGACCTTACTGAGCTTGGA c¢hr3.10430249-10430334
37 3 3 MCW0083 GCCTTTCACCCATCTTACTGT TACATTTCAGAAGGAATGTTGC chrl4:19150992-19151078
38 3 4 ADLO0155 GGTCCGACTGAAAGCATTAT TTAAGACTGAAGCCAACCAG chr3:32598468-32598572
39 3 5 LEIO115 CCAAAATGACTACTTCCACCG TAATACTGCCCTAGATTATGTC chr3,40906060-40906348
40 3 8 ADL0248 TGTTCCTGTGACATCTCTGT TACTTGCTTGTGGCTGTTGT chr3.53338162-53338521
41 3 7 ADL0127 GAACCAGCAATTATATTAAATA TTAACACAAAAGAACCAGGCAG chr3,60317075-60317290
42 3 8 ADLO115 GGATGAGAAGAAGAAAGGCA CAATGGTGGTTCAGGTAATC chr3.68451548-68451865
43 3 9 ADLO0306 GTTACTGTATCTTGGCTCAT TCAGTTTGACTTTCCTTCAT chr3.80340803-80340931
44 3 10 GCTo0053 CATCAGCATCAGCGTTGTTT ATGTGCACCCTCTCATCACA chr3.93512464-93512613
45 3 11 ROS0305 AATAGATCCCTTGGCTACAC TGTGCAGCAACCTCAGATGT chr3:102906852-102907000
46 3 12 MCWo0116 GTATTTGAGTCTCAACAGCTC AGGCCAAAGATGAGACACCTG chr3.105659740-105660021
47 4 1 ADIL0143 CCTGTCTCTGGTCTTTATCC AGTTTACTTCCTTTTCTTGC chr4.363948-364099
48 4 2 ADL0203 ACCCCTCCCCATCTCACTGC GCTCCACCACTGCTCGTGTG chrd . 8064469-8064654
49 4 3 ADLO0145 CGTGGTGTTGTGTATCATTT CTCTTTTGCAGTCCTCCTAC chrd : 17500466-17500579
50 4 4 MCW0114 AGCAAACTGCTCAGTGCTGTG GCGTTGAAAGTAGTGCTTCCG chrd . 17834399-17834685
51 4 5 UMA4.025 GGGCATGATAGAACTTTACC CATGCCAAATTGAGAAGAAA chrd :36357826-36357975
52 4 6 ADL0266 AATGCATTGCAGGATGTATG GTGGCATTCAGGCAGAGCAG chr4 .45879634-45879754
53 4 7 LEIO094 GATCTCACCAGTATGAGCTGC TCTCACACTGTAACACAGTGC chrd ;50647928-50648188
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54 4 8 LEI0081 ACTTACCTTTTCTTAGCTACTG GATCCTTTCAATGCTCATGCT chr4 ;60978864-60979095
chr4_random:1062919-1063172
55 4 9 UMA4. 034 GGTGATTTGGGGAGAATGAG AGGGAGGAGGGGCTTTACTC chr4;73617485-73617576
56 4 10 ADL0260 GGAGCTGTCATCCACTCTTG ATCAGCCCATCCCAGTATCG chr4.83161938-83162052
57 4 11 LEI0073 CCATATCATTTGTCAAGCACC AATTCCTGACCTCCATGATAC chrd_random;1104804-1104969
58 5 1 LEIO116 CAGCGCTTCTTGCTTGCC TGCACACGCGTTTCTATGAG chr5,2827122-2827516
59 5 2 ADL0247 CTCTTGTTGTCTGTCTTGTG TGCATGTTGTCAGTTTTCAG chr5:6987572-6987730
60 5 3 MCW0090 GATCCTTCTTCCTCTCTCCTG CCTTCAACTTAAAACATTATAGAG chr5;13802692-13802813
61 5 4 ADL0292 CCAAATCAGGCAAAACTTCT AAATGGCCTAAGGATGAGGA chr5,23605747-23606083
62 5 5 ADL0239 GAAAAAGCAGAGCAGTGTCT GTGATGGGAAAATCTTCAGG chr5:33972832-33973004
63 6 ADL0233 GCCCTTTAAACCCAAGACTC GGGGGAAAAGGATGCTTAGC chr5.46061772-46061876
64 7 ADL0298 CAAGGCTGGGATTGATGAAA TGGCGTGTGGGTTTACAAAA chr5,54348929-54349030
65 6 1 LEI0192 TGCCAGAGCTTCAGTCTGT GTCATTACTGTTATGTTTATTGC chr6:2416057-2416378
66 2 ADL0040 TTTCCCCAGATTTACAACTT GCCAGTGATACTCCAGCAGC <hr6:16923533-16923736
67 3 ADL0377 ATATTCTGGGGACATCTGTG GTAGGGATCCGTAGTTTTTG No matches
68 4 ADLO142 CAGCCAATAGGGATAAAAGC CTGTAGATGCCAAGGASTGC chrd;28805732-28805960
69 7 1 - LEI0064 TGGTTGTCTCAATACAACGTC CTCGTAAAGATTTCTCAGAAACAG chr7.75259-75596
70 7 2 ABRO0326 GCTCACAAGAAGGGGTCACA CCACCTCTGGTTTCCICACE chr7,26503837-26504063
71 7 3 MCWo0120 CTATGTAAAGCTTGAATCTTCA ATTCCTGGG TGCTAATTTACC No matches
72 7 4 ADLO107 ATTATCCATCCACTTGAGA A TATTTTTTSAACATTACCAG chr7,12810021-12810180
73 7 5 ADL0279 CATGGCTGTTGCTTTACAT 3 TGAACCCCAATGCTCTCTG chr7.24462411-24462519
74 7 6 ADL0109 ATCTCCATAACTTCTGCTGC AAAAATAAAATATCTCCCAG chr7.:29885329-29885548
75 7 7 ADLO0315 TCCTTGGGCAGTALGTTTCAA CTCCCATGTTGCTTCTTTAG chr7 31504797-31505153
76 7 8 ADLQ1nY CCACACCAAACTGCTTCATA ATTCCGCCTCCCCATTAGTG chr7:36989749-36989850
77 8 1 ARK03.2 TSCGCTTCTCCCCTTGGTTGC GCAGCAGCTCCCACGACACA chr8:5340403-5340542
chrUn;144034980-144035125
78 8 2 MCWO0095 GATCAAAACATGAGAGACGAAG TTCATAGCTTGAATTGCATAGC chr8,12426681-12426755
79 8 3 ABRO0345 TTTCACACGCAGCCTTTCTC TGCCTCCCCTTGACAAAAAC chr8,20883691-20883823
80 8 4 ADL0301 TCCTCCCTGAAGTCCTTACA GGATGCGTTTGTGAAGTTTG chr8.:24599355-24599488
81 8 5 MCW0351 GTAAAGGCTCTTTACAAACGG GAGTAGGGCTTAGGAAGTAAG chr8.:28918935-28919084
82 9 1 ADL0191 AAAGGAAAGCCTATGTGAAT AAAGCACCAAGCGAGATACA chr9,9309153-9309296
83 9 2 MCW0190 GTGATCATTTCTACATGCAG ACAACAGAACTAAACAAATA chr8:11255351-11255432
84 9 3 ADL0136 TGTCAAGCCCATCGTATCAC CCACCTCCTTCTCCTGTTCA No matches
85 9 4 MCW0134 GGAGACTTCATTGTGTAGCAC ACCAAAAGACTGGAGGTCAAC chr9:22646184-22646460
86 10 1 ADL0209 GGTTAGCTCCCTCCTTCCAG TCACTCCAGCTTGAGACAGG chrl0,3960576-3960708
87 10 2 ADL0231 AAGGAAACAAAGAGAAATCC ACTATTAGCCTGGGGAGAGC chr10.11885997-11886401
88 10 3 ADL0112 ATCTCAAATGTAATGCGTGC GGCTTAAGCTGACCCATTAT chrl0;20826234-20826364
89 11 1 LEI0143 GATCAATGAGTGCCGGGAGAG CGGAGGTGATACGGATGGAG chrll.451279-451552
90 11 2 ADL0123 GCTGTGTCAAGATTAGAATCAC AACAATGAAAAACACTACCTGA chrll.5432529-5432634
91 11 3 ADLo0210 ACAGGAGGATAGTCACACAT GCCAAAAAGATGAATGAGTA chrll1:12226600-12227007
chrUn;80605496-80605896
92 12 1 ADL0372 CGCCCCCGTTTACTGATTTG GGCGCCGTTCAAGGAAGCAC chrl2.669541-669707
93 12 2 ADL0044 AAGTGGTTTATTGAAGTAGA CTGTGGTGTTGCGTTAGTTG chr12:11972468-11972635
94 12 3 GCT0055 GAACATGGGCAATGCTCTTT TGTGTTCCTCTCCATGCGTA chr12,10837648-10837848
95 12 4 MCW0332 TGGGTTTGCAACGGGACATAG GAACAATGGTGAGAGCACTGC chr12,:10895637-10895832
96 13 1 ADLO147 CTGGTGAATGAGAAGCGATG GCTGCGGCAATAAACTCCCT chr13:1077394-1077610
97 13 2 LEI0251 GGGTTACTCTTATGTTTAATGATGTC GATCTAGAAATGGCTGACTGAC No matches
98 13 3 MCW0104 TAGCACAACTCAAGCTGTGAG AGACTTGCACAGCTGTGACC chrl3.16601033-16601222
99 14 1 ADL0200 TGATGGACTGGAATAGTGTA ACAGGAAATTGTGCTGGATT chrl4.:6127540-6127668
100 14 2 LEI0098 CAGTTAGCAGAGATTTTCCTAC TGCCACTGATGCTGTCACTG chr14,9416710-9416874
101 14 3 ADL0263 AGAGTCAGAAAGTGGGAAGG CTGTTCGGTTGGTTGTTGG chr14.20338398-20338544
102 15 1 ADLO0206 TTTCTATCCTTCATCTCCAG AGACATCCTGCTTTCTCGTG chr15.1876113-1876227
103 15 2 LEI0120 CGTAACACATGCAACTCAATG TTAGAATGAAAAGGCTGTTCC chrl5.3662361-3662669
104 15 3 MCW0080 GAAATGGTACAGTGCAGTTGG CCGTGCATTCTTAATTGACAG ¢hrl5,10249387-10249666
105 17 1 MCW0335 GATCTCAGGTGCAGCTGCC ATCTTACCTCTTCAGAGCTAG chrl7,:1404306-1404439
106 17 2 HUJo002 GAATCCTGGATGTCAAAGCC ATCTCACAGAGCCAGCAGTG chrl7.5872987-5873171
107 17 3 ADL0202 CTGCTTGTTCTTCCCCTTCA CTCTGCTCTCTGTGCCTCAA chrl7.9960652-9961066
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108 18 1 MYHE AGGAAACAAATACTATACGA GAAAAACTGACACTGTGACT No matches
109 18 4 MCW0219 CCACAGCTATAAATGCTATAGC GACATGACTTACTGAAAACTAG chrl8:6764007-6764231
110 19 1 MCW0094 GGAGCTGGTATTTGTCCTAAG GCACAGCCTTTTGACATGTAC chr19.:3121061-3121145
111 19 T2 MCWo0287 GCCGTGTGACATCAGTGCTC TTGCACCAGCGCTGCAAACTG chr19.6829194-6829451
112 20 1 ADLO0193 TTGAGACCAGAACAGGAAAT CAAACGCAGGCAGGAAGCAG chr20:2091778-2091922
113 20 2 ADL0034 AACCTAAAAACTCCTGCTGC GGGAACCTGTGGGCTGAAAG chr20.:3035464-3035589
114 23 1 ADL0262 GTGCAGACACAGAGGGAAAG TCACATGCACACAGAGATGC chr23:591536-591640
115 23 2 LEI0090 TAGTGCAGCCCTATGGAGCG GGTGAGTGTGCGTTACACGC chr23.:4284181-4284398
116 24 1 ROS0302 CACAGACACCCCCGTACAG ACACAGCGTTGGTTATGCC No matches
117 24 2 MCW0301 GGAGAGGAGACAACTGTATTC AGGGTGAGAGGTAACAAGTGC chr24:4421453-4422652
118 24 3 LEI0069 GCACTGGGGCTGAGCACTG CGCAGGTGACAAACTGCTTCA chr24,4727847-4728125

chr24:4723640-4723912
119 26 1 ROS0314 CAGCTCACATTTTAGCAGTC TTTATTGATTTCTCCAACAA chr26.:94982-95116
120 26 2 LEI0074 AAACGTCTGCCTTCATGCGAG CATCAATTAGAGCGAAGCCTC rhr?3:4249100-4249411
121 27 1 MCW0300 CAGAGAAACGTGCATGTGGAC TGTGCACATTTCTCTGCTGAC chrd7.:223351-223480
122 27 2 ADLO0376 GCCCCACGGAGATGGAACAC CCTGCCCTGCTGCTGGALLT No nia‘ches
123 Z 1 ROS0309 GTGCCACCAATTAACAGAGG GATCAGGAAAGGCTGTCHAG chrZ,:1646475-1646617
124 Z 2 LEI0i21 TTGACGTCCTGGATAGATTAC ATTATCCAGAACTAACATCAAC chrZ 21747638-21747957
125 Z 3 LEI0O075 CTATGCTATCATTGAAACACAGC ATCCACTGCGTCTCTESTCAG chrZ.31400659-31400882
126 K& ROS0334 TGGCATTCAGTATTTCAAAC ACGTTAAGAGGCACTTCTC chr21,:2342402-2342636
127 k@B GCTO0042 GGGTTTGTCACCTCCTSGT TACAGGCACGGGAAGGTATG chr22,2217515-2217652
128 REHL GCTO0037 AGCCACACACCACACAGTTC ATTGGTTTTCTGATGGCCTG E26C13.24697-25331
129 XEfH GCTo0004 -(:-TG ATGCACACATAAUTG CTTCTTCATCTACGCTGTC E50C23.:20357-20494
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