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Figure S1

Figure S1: miR-iab-4 sense and anti-sense are expressed throughout �y development. Shown are 
strand-speci�c RT-PCR products (neg. control without RT) for the miR-iab-4 sense and anti-sense 
primary transcripts for di�erent stages of �y development.
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Figure S2

Figure S2. miR-iab-4AS target sites the Hox genes abd-A, Ubx, and Antp 
miR-iab-4AS has 4 seed sites (nts 2-8 or A+2-7; Lewis et al., 2005; red) in abd-A, 5 in Ubx, and 2 in Antp of which 
4, 3, and 1 are fully conserved across 12 Drosophila species (Drosophila melanogaster, simulans, sechellia, 
yakuba, erecta, ananassae, pseudoobscura, persimilis, willistoni, mojavensis, virilis, grimshawi), respectively. 1 
site in the 3’UTR of Ubx shows extended complementarity such that it also constitutes a seed site for miR-
iab-4 (blue). Antp has 2 sites for miR-iab-4 that are distinct from the miR-iab-4AS sites, while abd-A has no 
such sites. * denotes fully conserved sequence positions, and x denotes species where the site is not 
conserved. 
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Table S1: Anti-sense transcripts near known miRNAs

Drosophila miRNAs

miRNA #transcripts Transcript IDs

FlyBase Noncoding Genes
dme-mir-281-1 1 CR33594
dme-mir-281-2 1 CR33596

ESTs
dme-mir-277 2 EC255080,CO344262
dme-mir-2a-1 1 CO341270
dme-mir-284 1 CK135092
dme-mir-33 1 BI631776
dme-mir-2a-2 6 CO341270,EC253459,EC253459,CO341270,CO341

270,CO341270

Introns
dme-mir-289, dme-mir-31b, dme-mir-274
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Table S1: Anti-sense transcripts near known miRNAs (continued)

Human miRNAs

miRNA #transcripts Transcript IDs

RefSeq Genes
hsa-mir-662 2 NM_001025190,NM_001025190
hsa-mir-328 4 NM_024712,NM_024712,NM_024712,NM_024712
hsa-mir-367 4 NM_015454,NM_016648,NM_015454,NM_016648
hsa-mir-191 1 NM_199074

UCSC Genes
hsa-mir-662 2 uc002cjz,uc002cjz
hsa-mir-328 12 uc002esa,uc002esb,uc002esc,uc002esa,uc002esb,uc002

esc,uc002esa,uc002esb,uc002esc,uc002esa,uc002esb,uc
002esc

hsa-mir-367 8 uc003iay,uc003iaz,uc003iba,uc003ibb,uc003iay,uc003iaz
,uc003iba,uc003ibb

hsa-mir-99b 1 uc002pxg
hsa-let-7e 1 uc002pxg
hsa-mir-636 2 uc002jsz,uc002jta
hsa-mir-125a 1 uc002pxg
hsa-mir-191 1 uc003cvn

ESTs
hsa-mir-639 11 DA578654,DB036923,BE163339,BX337999,BE173861,A

W601441,AW601462,AW602622,AW602643,BE076002,B
G978956

hsa-mir-26a-1 1 BG013974
hsa-mir-659 2 N64538,N64538
hsa-mir-632 4 CR982540,BF739929,BF986402,BG005263
hsa-mir-545 1 CF121922
hsa-mir-142 11 AA736584,AI214324,AA480329,AI803986,BM987623,AW

075941,BM994627,AA749202,AW075748,AA804593,AA8
04593

hsa-mir-1-2 2 AI220268,AI265999
hsa-mir-614 8 BG546987,AA494355,BE001688,BE001688,BE001688,BE

001688,BE815242,BE825683
hsa-mir-34c 1 CB243753
hsa-mir-423 1 AW001018
hsa-mir-324 2 DB118628,AA428344
hsa-mir-609 5 BF946814,BF946811,BF946814,BF946814,BF946814
hsa-mir-143 3 AW750687,AW750687,BF328624
hsa-mir-612 13 BF371267,BF359112,BQ373809,BQ332593,BQ332596,B

F808842,BF359123,BQ373809,BF877468,BG990102,AW
939381,BQ327427,BF894409

hsa-mir-124a-1 1 BU738550
hsa-mir-570 1 BE162667
hsa-mir-631 10 CV569139,CN361157,BX644907,DA065297,BF827870,C

R978078,BF922074,BF827870,BM709090,AA359490

hsa-mir-770 3 AI970289_dup1,AI636778_dup1,AI963928_dup1
hsa-mir-299 2 AW895894,AW895880
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hsa-let-7i 1 CR992282
hsa-mir-503 10 R79973,H01302,R79973,R79973,R79973,H01302,R7997

3,R79973,R79973,R79973
hsa-mir-339 1 DB317795
hsa-mir-219-2 1 DA115674
hsa-mir-125b-1 1 BG000222
hsa-mir-499 13 BE297149,BE297149,BE297149,BE297149,BE297149,BE

297149,BE297149,BE297149,BE297149,BE297149,BE29
7149,BE297149,BE297149

hsa-mir-517a 1 BF994458
hsa-mir-141 4 AI695443,AA863389,AA863395,AI969882
hsa-mir-223 5 BQ012126,BQ010657,AW192334,AA845292,BQ011993

hsa-mir-371 2 DB508823,DB443882
hsa-mir-24-2 1 BF061990
hsa-mir-193a 1 AI770050
hsa-mir-429 5 AI312008,AI312008,AI312008,AI312008,AI312008
hsa-mir-568 18 CB054179,CA425784,AI383978,AI024792,CK902677,AA

489694,AW024848,AI912487,AA115749,BM668044,AA1
15749,BM668044,AA115749,BM668044,BM668044,AA11
5749,AA115749,AA115749

hsa-mir-565 1 DC404319
hsa-mir-522 2 BI057935,BI057935
hsa-mir-24-1 1 CB852241
hsa-mir-516-3 2 BE466189,BF223893
hsa-mir-624 1 H66135
hsa-mir-224 1 BF367311
hsa-mir-328 20 BM792516,BE868797,BI092635,BI260928,BQ706797,CA

488307,CD243179,BM853445,BM789033,BX390378,BI0
92635,BX390378,BM792516,BQ706797,BE868797,BM85
3445,CA488307,CD243179,BI260928,BM789033

hsa-mir-7-1 1 AW367387
hsa-mir-663 1 BM893562
hsa-mir-643 1 BF356097
hsa-mir-320 1 AI041315
hsa-let-7a-1 1 BF372275
hsa-mir-214 11 AI961147,AI202700,BG055203,BQ012655,AI039268,CF

529290,BQ447950,AI658740,AI242334,AW296598,AI12
6848

hsa-mir-363 1 AA353588
hsa-let-7b 6 BX361219,BX349705,BU732454,AI382133,DB328200,A

W028822
hsa-mir-296 1 BE044227
hsa-mir-590 2 AW812109,AW812109
hsa-mir-21 4 BX399365,AA837010,BE932516,CA414094
hsa-mir-186 3 AA258173,BQ271697,AW968323
hsa-mir-622 1 BM542991
hsa-mir-495 3 AA613245,AW593422,BE467211
hsa-mir-144 1 BX644926
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hsa-mir-205 60 BX454368,BU607326,BU687118,BU686798,BM976602,B
F088470,BF088470,DB313515,AU158081,AU158081,R48
249,R73789,BG989285,AA627916,AI969511,AW275818,
AW275825,AW662302,BU732467,CN478782,DB313077,
W68529,H25944,AI800001,BM980083,BU676846,CB048
050,AW628474,R73789,AA631033,AI375939_dup1,CB40
9600,BQ378988,R48249,AA642987,BF088470,AI611676
,R48249,R73789,BE717915,R48249,AW117862,CB40960
0,R48249,R73789,BE717919,BE717969,BE837877,BE71
7939,BE645803,R48249,BE717915,AW381579,AW38094
9,AA730105,R73789,R48249,BE717915,AI220853,AW11
7862

hsa-mir-125a 1 DB078945
hsa-mir-29b-1 1 BF447465
hsa-mir-641 1 BF805572
hsa-let-7d 8 AI360684,BF511039,BF511477,T85314,BE932147,BE70

9888,BU736404,AA806216
hsa-mir-194-2 3 AI392832,AW294586,DB331974
hsa-mir-377 5 BF376962,BF376962,BF376962,BF376962,BF376962
hsa-mir-23b 3 BG004545,BG004545,BG004545
hsa-mir-555 1 BF842814
hsa-mir-655 2 BG000132,BG000132
hsa-mir-365-2 1 AA682513
hsa-mir-29a 2 AI261722,BF000417
hsa-mir-564 10 CF126629,BQ082498,BQ082492,BQ896914,BQ082492,B

Q082498,AL532442,AL532442,AL532442,AL532442

hsa-mir-675 83 AL571290,AL569789,BF997501,AL514065,AL571212,W7
2208,BQ366088,AW946259,AA864221,BF590747,AL571
290,AI738732,BG000974,BG012341,BQ367462,AL57129
0,AA928657,R93762,BM678988_dup1,AI146817,AI2473
86,BF985264,BX453708,AL564130,BG012341,AW19676
1,AW196780,BG009089,BG013206,BG000974,BG01173
8,BF985264,BG000974,BF985264,BF770659,BG012341,
BX453708,BG000974,BX453708,BF770659,BI044667,BQ
367462,BG011738,BF770659,BG012341,AA928657,R93
762,BG013206,BG009089,BI044667,AA928657,BQ3674
62,BG000974,R93762,W72208,AA864221,AL564130,BG
012347,AA928657,BQ366088,BQ367462,BG011738,BQ3
67462,BF770659,BI044667,BQ367462,AI377593,BQ367
462,AI377593,AL564130,R93762,BQ367462,W72208,BG
012347,BQ367462,BI044667,BQ367462,W72208,AA864
221,R93762,AL569789,BQ367462,BG012347

hsa-mir-33b 1 DB361007
hsa-mir-103-2 5 AA477191,BE768941,BE768943,BE768941,BE768943
hsa-mir-130a 1 DA811291
hsa-mir-196b 2 BQ923616,BM549446
hsa-mir-647 7 AL708944,BF857645,DB066850,BI006021,BF857645,DB

066850,DB066850
hsa-mir-27a 4 AW797020,AW797020,AW797020,AW797020
hsa-mir-611 4 AA602796,BQ130146,DV461029,AW104310
hsa-mir-190 1 DB288334
hsa-mir-421 1 H63707
hsa-mir-101-1 1 BU786820
hsa-mir-221 1 AW842797
hsa-mir-192 2 AI672369,BG982441
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hsa-mir-367 28 BG499366,BQ217140,H43466,BM796975,AA451825,BF7
90426,BG431297,BG898445,BM853135,BU854431,BX48
8044,CB146063,CB162796,CN346204,DT218636,W4983
9,W39691,CB135486,BQ920803,AA160180,AA372829,B
F701214,CN419691,BU787911,BE748087,AV714955,BE7
48087,W39691

hsa-mir-567 1 AA054551
hsa-mir-122a 3 R91986,R91986,R91986
hsa-mir-30c-2 9 BQ022726,AI087792,AI474776,W93081,AW168091,BF4

39917,BF439062,AI768381,BF594736
hsa-mir-133a-2 4 AA211717,DB330925,AA211717,AA211717
hsa-mir-372 2 DB443882,AW833903
hsa-mir-630 10 BX454918,CB854863,BX412844,CF891283,BX412844,B

X454918,CB854863,CF891283,BX454918,BX454918

hsa-mir-635 8 AA210899,BQ705942,BQ705942,BQ705942,BQ705942,B
Q705942,BQ705942,AA210899

hsa-mir-198 11 AW364521,AW936518,AW936507,AA614015,BX395666,
AA897679,BF733997,BF367500,AW364521,BM684744,B
X395666

hsa-mir-202 1 AW340536
hsa-mir-106b 2 AA078024,AA078024
hsa-mir-508 1 AW665118
hsa-mir-98 1 BM956031
hsa-mir-130b 1 DV080646
hsa-mir-155 5 BG058661,BG058739,AI863758,AI863758,AI863758
hsa-mir-373 6 AI825624,AI656634,BE466114,AI825746,BE672151,BE0

46897
hsa-mir-516-2 1 BQ025835
hsa-mir-548a-1 1 AW851470
hsa-mir-505 3 BF956603,BF956603,BF956603
hsa-mir-9-2 8 BM676994,DC425874,DB315227,BX412634,BM683678,B

X412634,BX412634,BX412634
hsa-mir-135a-1 1 BM918632
hsa-mir-636 24 AI890310,BX434220,BU608163,CA306910,AW316782,C

B241746,CA420551,CA423953,AL581513,BI012130,BI0
84978,BU168060,BU628861,CA420567,CD367228,BX45
3763,BI010983,BU624553,BX434220,BX434220,CB2417
46,AI890310,BX434220,DB205468

hsa-mir-637 5 AI203861,AW974502,AA768246,AW974502,AW974502

hsa-mir-621 1 BF923438
hsa-mir-25 6 BE077684,BQ377098,BQ377098,BE077684,BE077684,B

E077684
hsa-mir-411 2 AW895894,AW895880
hsa-mir-29c 43 AA832487,AA732327,AA814450,AA290626,AI949631,BF

431339,AI796930,AI277016,AI139038,BF446797,BF196
476,AW015122,AW055230,AI927692,BU686674,BQ0097
86,BU607478,CA312488,CA312468,AI800208,AI582596,
AI634533,BF592005,R48833,AI628443,AI935532,AI435
146,BQ018823,BE043082,BE045365,DB302666,AW0585
64,T59406,T59406,R48833,T59406,R48833,R48833,R48
833,T59406,T59406,R48833,R48833

hsa-mir-451 4 H90496,BX644926,H90496,H90496
hsa-mir-145 4 AI825923,AI678858,BF995019,AI659796
hsa-mir-133a-1 8 BF508318,BF446240,AA063595,N80784,AI819052,DB32

7850,BX647033,AA063595
hsa-mir-548d-2 2 BQ889295,BQ889295
hsa-mir-301 1 CV414363
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hsa-mir-671 98 BQ576140,BF570037,BQ007968,BQ574801,CA945217,C
K904076,DB323915,DB323780,BF115617,BX330457,AW
664880,BG054996,BQ017347,BE855754,BM680658,BU6
30312,DB323018,AI978627,AA534198,CA431554,CA450
521,BU632964,CB857275,AW195142,BI966035,AW1664
98,AW166513,BF594067,BU077063,BE206147,AW61291
3,BE207563,AI819341,AA209319,BM145320,AI139595,A
I365580,AW958254,CB856472,CA416896,AW958254,AI
620649,AA583627,CF529167,AW005402,BM148417,AA2
09319,AI022352,AA583619,AW166054,AA209319,AA209
319,R51978,AI475193,R51978,AI569467,AI540081,R51
978,AA209319,BM144231,BM145320,AI191668,BM1496
32,R51978,R51978,R51978,R51978,AA209319,AI09088
6,AA583627,AA534198,AA678590,BE242046,T46979,R5
1978,T46979,R51978,BU733453,BE242217,AA524450,A
A508608,R51978,T46979,R51978,BI524753,T46979,AW
451651,R51978,DB334087,AW082159,F09189,DB36415
2,BQ447944,CF529982,R51978,AA209319,T46979,AA37
8790

hsa-mir-650 1 BU585017
hsa-mir-616 11 BF839560,BF839556,BF839550,BF839561,BF839551,BF

839555,BF839557,BF839558,BF839549,BF839554,BF83
9560

hsa-mir-30d 1 AA137041
hsa-mir-15a 9 AA748510,BM272203,CK825000,BQ185483,AW976277,A

A867999,AI086232,AA748510,AW976277
hsa-mir-29b-2 1 AA766259
hsa-mir-126 24 BX380871,BX397999,BX397999,BX380871,BX397999,B

X380439,BX340281,BX397999,BX397999,BX380439,BX
381730,BX381730,BX380040,BX381730,BX380871,BX3
81730,BX380782,BX459190,BX380439,BX380871,BX36
0778,BX381730,BX397999,BX360778

hsa-mir-191 8 BQ439253,BU594868,BQ645068,BQ652614,BQ646652,B
Q647682,DB059215,BQ439253

mRNAs
hsa-mir-302c 1 AK000089
hsa-mir-302b 1 AK000089
hsa-mir-675 2 BC010054,BC004532
hsa-mir-631 2 AK128372,AK026216
hsa-mir-150 1 AK130324
hsa-mir-647 1 AK128082
hsa-mir-636 3 AF015188,AF015189,AF015190
hsa-mir-661 1 AL834492
hsa-mir-335 1 AK055108
hsa-mir-328 12 AK023886,AK056923,BC015524,BC034410,DQ891332,D

Q894515,AK023886,AK056923,BC015524,BC034410,DQ
891332,DQ894515

hsa-mir-589 1 AY927477
hsa-mir-367 8 AK000089,AF068284,AK000274,AK225900,AL049996,BC

066945,BC107709,BX647100
hsa-mir-99b 1 AK125996
hsa-mir-302a 1 AK000089
hsa-let-7e 1 AK125996
hsa-mir-126 1 BC114447
hsa-mir-499 1 AK098707
hsa-mir-302d 1 AK000089
hsa-mir-125a 1 AK125996

Stark et al., Supplementary Data

Page 9



Spliced ESTs
hsa-mir-371 1 DB443882
hsa-mir-130b 1 DV080646
hsa-mir-639 11 DA578654,DB036923,BE163339,BX337999,BE173861,A

W601441,AW601462,AW602622,AW602643,BE076002,B
G978956

hsa-mir-155 1 BG058739
hsa-mir-632 3 BF739929,BF986402,BG005263
hsa-mir-365-2 1 AA682513
hsa-mir-423 1 AW001018
hsa-mir-324 1 AA428344
hsa-mir-565 1 DC404319
hsa-mir-564 4 AL532442,AL532442,AL532442,AL532442
hsa-mir-124a-1 1 BU738550
hsa-mir-675 7 AL571290,AL571212,AL571290,AL571290,AL564130,AL5

64130,AL564130
hsa-mir-196b 2 BQ923616,BM549446
hsa-mir-24-1 1 CB852241
hsa-mir-637 5 AI203861,AW974502,AA768246,AW974502,AW974502

hsa-mir-636 24 AI890310,BX434220,BU608163,CA306910,AW316782,C
B241746,CA420551,CA423953,AL581513,BI012130,BI0
84978,BU168060,BU628861,CA420567,CD367228,BX45
3763,BI010983,BU624553,BX434220,BX434220,CB2417
46,AI890310,BX434220,DB205468

hsa-mir-611 4 AA602796,BQ130146,DV461029,AW104310
hsa-mir-25 6 BE077684,BQ377098,BQ377098,BE077684,BE077684,B

E077684
hsa-mir-328 20 BM792516,BE868797,BI092635,BI260928,BQ706797,CA

488307,CD243179,BM853445,BM789033,BX390378,BI0
92635,BX390378,BM792516,BQ706797,BE868797,BM85
3445,CA488307,CD243179,BI260928,BM789033

hsa-mir-367 28 BG499366,BQ217140,H43466,BM796975,AA451825,BF7
90426,BG431297,BG898445,BM853135,BU854431,BX48
8044,CB146063,CB162796,CN346204,DT218636,W4983
9,W39691,CB135486,BQ920803,AA160180,AA372829,B
F701214,CN419691,BU787911,BE748087,AV714955,BE7
48087,W39691

hsa-mir-372 1 DB443882
hsa-mir-133a-2 4 AA211717,DB330925,AA211717,AA211717
hsa-mir-15a 3 BM272203,AW976277,AW976277
hsa-mir-126 22 BX380871,BX397999,BX397999,BX380871,BX397999,B

X380439,BX340281,BX397999,BX397999,BX380439,BX
381730,BX381730,BX380040,BX381730,BX380871,BX3
81730,BX380782,BX459190,BX380439,BX380871,BX38
1730,BX397999

hsa-mir-141 4 AI695443,AA863389,AA863395,AI969882
hsa-mir-205 15 BG989285,AA627916,AI969511,AW275818,AW275825,A

W662302,BU732467,CN478782,DB313077,W68529,H25
944,AI800001,BM980083,BU676846,CB048050

hsa-mir-191 5 BU594868,BQ645068,BQ652614,BQ646652,BQ647682

Intronic miRNAs (anti-sense)
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hsa-mir-662, hsa-mir-302c, hsa-mir-199a-1, hsa-mir-302b, hsa-mir-181a-2, hsa-mir-1-
2, hsa-mir-324, hsa-mir-194-1, hsa-mir-16-2, hsa-mir-599, hsa-mir-486, hsa-mir-570, 
hsa-mir-631, hsa-mir-610, hsa-mir-328, hsa-mir-181b-2, hsa-mir-367, hsa-mir-133a-
1, hsa-mir-215, hsa-mir-548d-2, hsa-mir-15b, hsa-mir-302a, hsa-mir-214, hsa-mir-
199a-2, hsa-mir-199b, hsa-mir-302d, hsa-mir-549, hsa-mir-191
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Table S1: Anti-sense transcripts near known miRNAs (continued)

Mouse miRNAs

miRNA #transcripts Transcript IDs

RefSeq Genes
mmu-mir-136 3 NM_184109,NM_184109,NM_184109
mmu-mir-127 2 NM_184109,NM_184109
mmu-mir-433 2 NM_184109,NM_184109
mmu-mir-434 2 NM_184109,NM_184109
mmu-mir-367 2 NM_138593,NM_138593
mmu-mir-762 3 NM_009746,NM_009746,NM_009746
mmu-mir-328 4 NM_172760,NM_172760,NM_172760,NM_172760
mmu-mir-135a-1 2 NM_001039586,NM_174846
mmu-mir-431 2 NM_184109,NM_184109

ESTs
mmu-mir-760 1 BY724041
mmu-mir-219-2 1 BQ174353
mmu-mir-684-1 13 DV073242,BQ174174,AW537749,BE630457,CF578937,A

U019690,AW912686_dup1,BF138984,BF138984,EH1065
32_dup1,EH106867_dup1,BB368041,BE630457

mmu-mir-320 2 AI317636,AU067584
mmu-let-7a-1 2 CA895946,CA895946
mmu-let-7b 6 BX634634,BE990520,BE691213,BP758973,AI481799,AI

551238
mmu-mir-410 9 BQ175773,CO039417,CO039417,CO039417,CO039417,

CO039417,BQ175773,CO039417,CF586444
mmu-mir-703 69 AW475773,BM569675,BQ829508,AA408019,AW549861,

BG061776,BM222193,AW323039,BM202365,CK619245,
BM208748,BM209549,BM244993,BQ942052,BQ829508,
AW549861,AW323039,BM569675,AA408019,AW475773,
BG061776,BM222193,AI037476,BM202365,BM200056,B
M235396,BI557490,BQ829508,AI037476,CK619245,AW
549861,AI037476,BM202365,AW323039,BM569675,BQ8
29508,BM200056,BM209549,BM235396,BM244993,BM2
08748,BQ942052,AI894192,BM241195,BQ829508,BM20
3696,BM293715,BM293715,BM200056,BM235396,BM20
2365,BM209549,BM244993,BM569675,AW323039,BM22
2193,AI037476,BQ942052,CK619245,AA408019,AI8941
92,AW475773,BG061776,BM203696,BM208748,BM2411
95,BQ829508,BM293715,AW323039

mmu-mir-719 3 BF319694,BF319694,BF319694
mmu-let-7c-2 1 CX730031
mmu-mir-692-1 1 EH109725_dup1
mmu-mir-762 48 CB590046,BF123867,CB057904,AA219888,BI794412,AA

015463,CF583785,BP761456,CB522109,BG247738,BY01
1013,CB574482,CO806265,CA321672,BQ712754,BQ945
556,CB193807,CA464583,BE336140,BX516469,CB0574
30,BY311097,BY323578,CJ174327,CJ184526,BU935799,
BY335256,BU936524,CF550740,CO800690,CO798695,B
Q930905,CK792708,BE553370,CB182304,AV445615,BQ
928058,BB651583,CA977612,BF123867,AA015463,DV6
51350,BY022716,BF123867,AA015463,AA929912,BF123
867,AA929912
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mmu-mir-124a-1 1 EL608186
mmu-mir-133a-2 1 CR517796
mmu-mir-484 3 BI688308,BB628323,BI688308
mmu-mir-370 2 BG870188,BG870188
mmu-mir-127 2 AW060983,BF461489
mmu-mir-299 2 CF578713,BI319615
mmu-mir-195 1 BB469543
mmu-mir-107 1 DT918023
mmu-mir-205 1 BX636072
mmu-mir-715 36 CN677041,CA540888,CA542066,CN675294,AV459680,B

I441300,BI789633,CF899888,CD551120,CD553916,CD5
49707,BI441208,CD565318,CD553951,CA546775,CF902
843,CA546648,AV488839,AV458300,CA949213,BI65917
1,BI690957,BI659626,AV468375,AA538360,BI100293,A
A538360,CA949213,BI100293,BG146738,W42347,AV45
9680,W42347,AV459680,AV459680,AV458300

mmu-mir-130b 2 BF318156,AI550467
mmu-mir-324 1 CK619771
mmu-mir-675 12 BG228779,CR757130,CR757163,CR757130,CR757163,B

G228779,BG228779,CR757130,CR758026,CR756565,CR
757086,CR758028

mmu-mir-367 12 AA408246,CO795279,BU610513,BG802296,BF160578,C
A857540,BM946683,BU525549,CF534412,CO814744,CV
561292,DV657845

mmu-mir-682 5 EH111758,BB646391,BF018818,BF018908,BQ033113_d
up1

mmu-mir-153 1 BU921583
mmu-mir-101a 2 BX638239,BF318343
mmu-mir-296 1 BE990102
mmu-mir-700 1 AA028433
mmu-mir-129-2 1 CR519766
mmu-mir-704 4 BM519373,BM519462,BM519384,BM519373
mmu-mir-29b-2 2 AA184398,AI591965
mmu-mir-411 5 CF578713,CF578713,CF578713,CF578713,CF578713

mmu-mir-671 23 BG067525,BP766107,AW060945,BF020189,BP764469,C
86598,BP763209,AW744648,CD741762,AI551231,AI551
231,AW413604,AI551231,BF320330,BE993040,BM1977
93,BF458705,BE690893,AI551231,BF455885,C86598,B
X638041,AW046089

mmu-mir-23b 2 AI848465,AW124037
mmu-mir-804 3 BY707319,BY707319,BX521364
mmu-mir-142 3 BE136127,AW909330,BE136127
mmu-mir-328 23 BY766110,CB950291,BF159242,BE569617,BF123539,BG

865727,BI691021,BF159242,BG865727,BF123539,BG86
5727,BE569617,BF159242,BI691021,BY766110,CB9502
91,AA266420,AI466854,BG865727,BG865727,BG86572
7,BG865727,BG865727

mmu-mir-135a-1 5 CB948426,BQ256452,BF780995,BF452753,BY105899

mmu-let-7d 3 BF662590,BQ031149,AI591449
mmu-mir-677 4 CK725393,BE859594,BG794909,EL605651
mmu-mir-713 1 BY019942
mmu-mir-29c 8 AA184398,AI591965,CO042247,BF465648,AW456678,B

E944441,EH094197,AW494050
mmu-mir-21 5 BP774280,EH103036,EH105192,DT931951,DT931951

mmu-mir-339 1 BX629854
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mmu-mir-692-2 97 BG090122,AI876713,AI120525,C77615,BQ265350,BP77
1591,BM570058,AW212806,AW208734,C76709,EG5635
06,AU042028,BQ264923,C81314,C85950,AU041056,BM
198032,AU018935,AI042821,C85307,AW259615,AW742
780,AA066642,AU021287,BG090001,BF319101_dup1,B
M199052,BF148348,C80431,BF148348,BF148348,AI503
783,AA066642,BP769370,AA066642,AI837703,AA06664
2,AA066642,BM199579,BM210661,AA086583,AI386321,
AA086583,AW212806,CF583084,AA086583,AA086583,A
A066642,AI839982,AA086583,BP769370,BM116361,AA0
86583,AA086583,BF148625,BM196958,BF146594,AA54
2429,AA561457,BM199549,BM199547,BQ264923,BM19
8032,BM198037,AA760480,BM199059,BM199182,BF319
100,BP774123,BM199052,BG146514,AA542429,AA5424
29,BM202444,AA542429,AA760480,AA561457,AA54242
9,AI837703,BM199579,BM210661,CD741947,AA086583,
AA561457,AI386321,AA086583,EH109725,AA086583,B
Q128462,AA086583,AA542429,AI839982,AA086583,BM
116361,AA086583,BP774123,AA086583

mmu-mir-689-1 5 AW211456,AW211456,AW211456,AW211456,AW211456

mmu-mir-138-2 1 AI854067
mmu-mir-685 9 AA176001,AA177668,BE335968,BE335968,AA176001,A

A177668,AA176001,AA177668,BE335968
mmu-mir-137 3 AI852436,EL607439,BX638046
mmu-mir-678 30 AI504737,AI851123,AI845257,BE954206,CD774044,AW

321042,AW541993,BM114883,BE993523,AI852462,CA8
89352,CA882196,BM227453,CA881388,BM021608,BM22
6267,C87892,CF582154,EH094417,EH101496,EH10223
5,EH106884,AA152773,AA152782,AA152773,AA152773,
EH094419,AA152773,AA152773,AA152782

mmu-mir-763 1 CF578614
mmu-mir-214 7 BX631348,AI414009,CA774438,AI414009,BQ418332,AI

414009,CA947318
mmu-mir-705 3 BX636473,AW046224,CF585469
mmu-mir-702 2 AI647501,AI647501
mmu-mir-431 2 AA048217,BQ127396
mmu-mir-181b-2 4 BI319432,CJ065621,CJ065471,BI319432
mmu-mir-686 32 AW539968,AI848457,AW543310,AW557943,AW541849,

BE200146,BM203159,AU045989,BF722037,AW492012,B
Q126981,BQ268530,BE952271,BG228853,BG093897,AU
021597,AW539968,AU021597,AW541849,AU021597,AU
021597,AU045989,AU021597,AU045989,AU021597,BE9
52271,BE952271,BE952271,BE952271,BE952271,BG09
3897,BG093897

mRNAs
mmu-mir-29c 1 AK081202
mmu-mir-207 1 AK139286
mmu-mir-29b-2 1 AK081202
mmu-mir-671 1 AK158019
mmu-mir-715 2 BC116307,BC131795
mmu-mir-762 6 Y11905,BC058530,AK131935,BC005673,AK049064,Y11

905
mmu-mir-685 6 BC128280,BC128469,BC128470,BC128280,BC128469,B

C128470
mmu-mir-804 1 AK007228
mmu-mir-328 10 AK037067,AK157875,BC018516,BC026617,BC058752,A

K037067,AK157875,BC018516,BC026617,BC058752
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mmu-mir-135a-1 5 AK052709,BC025935,BC036136,BC033063,AK049425

mmu-mir-484 1 AK035704
mmu-mir-181b-2 1 AK082091

spliced ESTs
mmu-mir-704 4 BM519373,BM519462,BM519384,BM519373
mmu-mir-320 2 AI317636,AU067584
mmu-mir-410 9 BQ175773,CO039417,CO039417,CO039417,CO039417,

CO039417,BQ175773,CO039417,CF586444
mmu-mir-719 3 BF319694,BF319694,BF319694
mmu-let-7c-2 1 CX730031
mmu-mir-762 46 CB590046,BF123867,CB057904,AA219888,BI794412,AA

015463,CF583785,BP761456,CB522109,BG247738,BY01
1013,CB574482,CO806265,CA321672,BQ712754,BQ945
556,CB193807,CA464583,BE336140,BX516469,CB0574
30,BY311097,BY323578,CJ174327,CJ184526,BU935799,
BY335256,BU936524,CF550740,CO800690,CO798695,B
Q930905,CK792708,BE553370,CB182304,AV445615,BQ
928058,BB651583,CA977612,BF123867,AA015463,BF12
3867,AA015463,AA929912,BF123867,AA929912

mmu-mir-804 3 BY707319,BY707319,BX521364
mmu-mir-328 23 BY766110,CB950291,BF159242,BE569617,BF123539,BG

865727,BI691021,BF159242,BG865727,BF123539,BG86
5727,BE569617,BF159242,BI691021,BY766110,CB9502
91,AA266420,AI466854,BG865727,BG865727,BG86572
7,BG865727,BG865727

mmu-mir-484 3 BI688308,BB628323,BI688308
mmu-mir-677 4 CK725393,BE859594,BG794909,EL605651
mmu-mir-713 1 BY019942
mmu-mir-195 1 BB469543
mmu-mir-367 12 AA408246,CO795279,BU610513,BG802296,BF160578,C

A857540,BM946683,BU525549,CF534412,CO814744,CV
561292,DV657845

mmu-mir-675 5 CR757130,CR757163,CR757130,CR757163,CR757130

mmu-mir-678 7 CD774044,CA881388,EH094417,EH101496,EH102235,E
H106884,EH094419

mmu-mir-137 3 AI852436,EL607439,BX638046
mmu-mir-700 1 AA028433
mmu-mir-702 2 AI647501,AI647501
mmu-mir-686 26 AW539968,AI848457,AW543310,AW557943,AW541849,

BE200146,BM203159,AU045989,BF722037,AW492012,B
Q126981,BQ268530,BE952271,BG228853,BG093897,A
W539968,AW541849,AU045989,AU045989,BE952271,B
E952271,BE952271,BE952271,BE952271,BG093897,BG
093897

Intronic miRNAs (anti-sense)
mmu-mir-684-1, mmu-mir-199a-1, mmu-mir-133a-1, mmu-mir-486, mmu-mir-703, mmu-
mir-1-2, mmu-mir-181a-2, mmu-mir-297-2, mmu-mir-215, mmu-mir-804, mmu-mir-328, 
mmu-mir-199a-2, mmu-mir-484, mmu-mir-194-1, mmu-mir-324, mmu-mir-199b, mmu-mir-
689-2, mmu-mir-214, mmu-mir-695, mmu-mir-181b-2
 
 
Table S1: Anti-sense transcripts near known miRNAs. Shown are known miRNAs from human, 
mouse, and Drosophila (col. 1), the number of anti-sense transcripts near these miRNAs 
(within 50nts) and their sequence identifiers. The transcripts are separated into genes, ESTs, 
and spliced ESTs as indicated. The table also contains a list of known miRNAs that are located 
in introns of host genes, which are transcribed in the opposite direction.
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Table S2: Solexa reads matching sense/anti-sense miRNA pairs 
 
 
 

Drosophila sense/anti-sense miRNAs 
 
 
dme-mir-iab-4 chr3R 12681997 12682064 + 
TCGTAAACGTATACTGAATGTATCCTGAGTGTATCCTATCCGGTATACCTTCAGTATACGTAACACGA 
((((..((((((((((((.((((.(((.(((.....))).))).)))).))))))))))))...)))) 
(((((.((((((((((((.((((((.((.((....).))).)).)))).))))))))))))..))))) 
                                       ------------------------     TTACGTATACTGAAGGTATACCGG 1 1  
                                        -----------------------     TTACGTATACTGAAGGTATACCG 2 1  
                                         ----------------------     TTACGTATACTGAAGGTATACC 4 1  
                                          ---------------------     TTACGTATACTGAAGGTATAC 2 1  
                                            -------------------     TTACGTATACTGAAGGTAT 8 1  
                                       ++++++++++++++++++++        CGGTATACCTTCAGTATACG 1 1  
 
      +++++++++++++++++++++                                         ACGTATACTGAATGTATCCTG 1 1  
      ++++++++++++++++++++++                                        ACGTATACTGAATGTATCCTGA 5 1  
 
 
dme-mir-312 chr2R 16471561 16471626 - 
GATTTGGTTCGTCACAAGGGCAATTCTGCATTTTTTAACTAGTATTGCACTTGAGACGGCCTGATT 
((((.(((.((((.((((.(((((.(((..((....)).))).))))).)))).))))))).)))) 
.((..((..((((.((((.(((((.((..(((....))).)).))))).)))).)))).))..)). 
                                          ++++++++++++++++++++++++TATTGCACTTGAGACGGCCTGATT 4 1  
                                          +++++++++++++++++++++++ TATTGCACTTGAGACGGCCTGAT 94 1  
                                          ++++++++++++++++++++++  TATTGCACTTGAGACGGCCTGA 3027 1  
                                          +++++++++++++++++++++   TATTGCACTTGAGACGGCCTG 1165 1  
                                          ++++++++++++++++++++    TATTGCACTTGAGACGGCCT 225 1  
                                          +++++++++++++++++++     TATTGCACTTGAGACGGCC 34 1  
                                          ++++++++++++++++++      TATTGCACTTGAGACGGC 27 1  
                                           ++++++++++++++++++++++ ATTGCACTTGAGACGGCCTGAT 6 1  
                                           +++++++++++++++++++++  ATTGCACTTGAGACGGCCTGA 18 1  
                                           ++++++++++++++++++++   ATTGCACTTGAGACGGCCTG 3 1  
                                            +++++++++++++++++++++ TTGCACTTGAGACGGCCTGAT 1 1  
                                            ++++++++++++++++++++  TTGCACTTGAGACGGCCTGA 4 1  
                                            +++++++++++++++++++   TTGCACTTGAGACGGCCTG 1 1  
                                             +++++++++++++++++++  TGCACTTGAGACGGCCTGA 2 1  
 -----------------------                                          ATTGCCCTTGTGACGAACCAAAT 2 1  
    +++++++++++++++++++++++                                       TGGTTCGTCACAAGGGCAATTCT 151 1  
    ++++++++++++++++++++++                                        TGGTTCGTCACAAGGGCAATTC 66 1  
    +++++++++++++++++++++                                         TGGTTCGTCACAAGGGCAATT 90 1  
    ++++++++++++++++++++                                          TGGTTCGTCACAAGGGCAAT 44 1  
    +++++++++++++++++++                                           TGGTTCGTCACAAGGGCAA 17 1  
    ++++++++++++++++++                                            TGGTTCGTCACAAGGGCA 6 1  
 
 
 
 
 
 

Mouse sense/anti-sense miRNAs 
 
 
mmu-mir-486 chr8 24608100 24608227 - 
TGGCTTGTTCCCCGTTGTCTCCCACCCTGACGCATCCTGTACTGAGCTGCCCCGAGCTGAGCACAGTGAAGGACCTCGGGGCAGCTCAGTACAGGACCCCTCAGGGAGGGCGAGATCAGAGCTGGCTG 
.((((.((((.....(.((.(((.((((((.(..((((((((((((((((((((((((..((...))..))...))))))))))))))))))))))..).)))))).))).)).)...)))).)))). (-75.70) 
..((.....(((((...((.(((.((((((.(.((((((((((((((((((((((((((....)))........))))))))))))))))))))))).).)))))).))).))...)))))...)).. (-80.10) 
                                                                              ------------------                                TCCTGTACTGAGCTGCCC 2 2 
                                                                             -------------------                                TCCTGTACTGAGCTGCCCC 1 2 
                                                                            --------------------                                TCCTGTACTGAGCTGCCCCG 11 2 
                                                                           ---------------------                                TCCTGTACTGAGCTGCCCCGA 66 2 
                                                                          ----------------------                                TCCTGTACTGAGCTGCCCCGAG 152 2 
                                                                         -----------------------                                TCCTGTACTGAGCTGCCCCGAGG 1 1 
                                                                            ++++++++++++++++++++                                CGGGGCAGCTCAGTACAGGA 1 2 
                                  --------------------                                                                          CGGGGCAGCTCAGTACAGGA 1 2 
                                 ---------------------                                                                          CGGGGCAGCTCAGTACAGGAT 46 1 
                                ----------------------                                                                          CGGGGCAGCTCAGTACAGGATG 56 1 
                                  +++++++++++++++++++++++                                                                       TCCTGTACTGAGCTGCCCCGAGC 3 1 
                                  ++++++++++++++++++++++                                                                        TCCTGTACTGAGCTGCCCCGAG 152 2 
                                  +++++++++++++++++++++                                                                         TCCTGTACTGAGCTGCCCCGA 66 2 
                                  ++++++++++++++++++++                                                                          TCCTGTACTGAGCTGCCCCG 11 2 
                                  +++++++++++++++++++                                                                           TCCTGTACTGAGCTGCCCC 1 2 
                                  ++++++++++++++++++                                                                            TCCTGTACTGAGCTGCCC 2 2 
 
 
mmu-mir-338 chr11 119830855 119830952 - 
CAACGCTGCACAGGCCGTCCTCCCCAACAATATCCTGGTGCTGAGTGGGTGCACAGTGACTCCAGCATCAGTGATTTTGTTGAAGAGGGCAGCTGCCA 
............(((.((((((..((((((.(((((((((((((((.(.(....).).))).))))))))).))).))))))..)))))).))).... (-42.20) 
.........((((.(((.((((((((((((.((((((.((((((((............))).))))).))).))).)))))))))))).))))))).. (-40.50) 
                                                          -------------------------               TCAACAAAATCACTGATGCTGGAGT 11 1 
                                                           -------------------------              TTCAACAAAATCACTGATGCTGGAG 1 1 
                                                            +++++++++++++++++++++++               TCCAGCATCAGTGATTTTGTTGA 10 1 
                                                            ++++++++++++++++++++++                TCCAGCATCAGTGATTTTGTTG 15 1 
                                                            +++++++++++++++++++++                 TCCAGCATCAGTGATTTTGTT 25 1 
                                                            ++++++++++++++++++++                  TCCAGCATCAGTGATTTTGT 12 1 
                                                            +++++++++++++++++++                   TCCAGCATCAGTGATTTTG 1 1 
                                                                 +++++++++++++++++                CATCAGTGATTTTGTTG 1 1 
                     -----------------------                                                      TCAGCACCAGGATATTGTTGGGG 1 1 
                         +++++++++++++++++++++                                                    AACAATATCCTGGTGCTGAGT 11 1 
                       +++++++++++++++++++++                                                      CCAACAATATCCTGGTGCTGA 2 1 
 
mmu-mir-1-2 chr18 10785479 10785550 - 
TCAGAGCACATACTTCTTTATGTACCCATATGAACATTCAGTGCTATGGAATGTAAAGAAGTATGTATTTTG 
.(((((.((((((((((((((((..(((((...((.....))..))))).)))))))))))))))).))))) (-25.30) 
......((((((((((((((....((((((...((.....))..))))))...))))))))))))))..... (-22.70) 
                                              ++++++++++++++++++++++    TGGAATGTAAAGAAGTATGTAT 45 2 
                                              +++++++++++++++++++++     TGGAATGTAAAGAAGTATGTA 2 2 
                                              ++++++++++++++++++++      TGGAATGTAAAGAAGTATGT 1 2 
     -----------------------                                            TGGGTACATAAAGAAGTATGTGC 5 1 
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mmu-mir-34b chr9 50855792 50855875 - 
GTGCTCGGTTTGTAGGCAGTGTAATTAGCTGATTGTAGTGCGGTGCTGACAATCACTAACTCCACTGCCATCAAAACAAGGCAC 
(((((..((((...(((((((...((((.((((((((((.....))).)))))))))))...)))))))....))))..))))) (-34.10) 
(((((((.((((..(((((((.((((((.(((((((((.......)).))))))))))))).)))))))..)))).))).)))) (-34.50) 
                                                -----------------------             ATGGCAGTGGAGTTAGTGATTGT 1 1 
                                                ----------------------              TGGCAGTGGAGTTAGTGATTGT 5 1 
                                                   +++++++++++++++++++++++          ATCACTAACTCCACTGCCATCAA 2 1 
                                                   ++++++++++++++++++++++           ATCACTAACTCCACTGCCATCA 51 1 
                                                  +++++++++++++++++++++++           AATCACTAACTCCACTGCCATCA 17 1 
                                                    ++++++++++++++++++++            TCACTAACTCCACTGCCATC 1 1 
                                                   +++++++++++++++++++++            ATCACTAACTCCACTGCCATC 24 1 
                                                  ++++++++++++++++++++++            AATCACTAACTCCACTGCCATC 259 1 
                                                   ++++++++++++++++++++             ATCACTAACTCCACTGCCAT 1 1 
                                                  +++++++++++++++++++++             AATCACTAACTCCACTGCCAT 22 1 
                                                   +++++++++++++++++++              ATCACTAACTCCACTGCCA 2 1 
                                                  ++++++++++++++++++++              AATCACTAACTCCACTGCCA 28 1 
                                                 +++++++++++++++++++++              CAATCACTAACTCCACTGCCA 1 1 
                                                 ++++++++++++++++++++               CAATCACTAACTCCACTGCC 1 1 
              +++++++++++++++++++++++                                               GGCAGTGTAATTAGCTGATTGTA 1 1 
            +++++++++++++++++++++++++                                               TAGGCAGTGTAATTAGCTGATTGTA 2 1 
                    ++++++++++++++++                                                GTAATTAGCTGATTGT 1 1 
                  ++++++++++++++++++                                                GTGTAATTAGCTGATTGT 3 1 
                 +++++++++++++++++++                                                AGTGTAATTAGCTGATTGT 6 1 
             +++++++++++++++++++++++                                                AGGCAGTGTAATTAGCTGATTGT 638 1 
            ++++++++++++++++++++++++                                                TAGGCAGTGTAATTAGCTGATTGT 26 1 
                 ++++++++++++++++++                                                 AGTGTAATTAGCTGATTG 4 1 
             ++++++++++++++++++++++                                                 AGGCAGTGTAATTAGCTGATTG 23 1 
            +++++++++++++++++++++++                                                 TAGGCAGTGTAATTAGCTGATTG 117 1 
            ++++++++++++++++++++++                                                  TAGGCAGTGTAATTAGCTGATT 14 1 
            +++++++++++++++++++++                                                   TAGGCAGTGTAATTAGCTGAT 1 1 
            ++++++++++++++++++                                                      TAGGCAGTGTAATTAGCT 4 2 
 
mmu-mir-182 chr6 30115928 30116002 - 
ACCATTTTTGGCAATGGTAGAACTCACACCGGTAAGGTAATGGGACCCGGTGGTTCTAGACTTGCCAACTATGGT 
(((((..(((((((.(.((((((...((((((..............))))))))))))..))))))))..))))) (-29.14) 
(((((..(((((((...((((((...((((((..............))))))))))))...)))))))..))))) (-31.64) 
                                               ----------------------      GTTGGCAAGTCTAGAACCACCG 2 1 
                               ++++++++++++++++++                          GTAAGGTAATGGGACCCG 43 1 
      +++++++++++++++++++++++++++                                          TTTGGCAATGGTAGAACTCACACCGGT 8 1 
      ++++++++++++++++++++++++++                                           TTTGGCAATGGTAGAACTCACACCGG 95 1 
            +++++++++++++++++++                                            AATGGTAGAACTCACACCG 40 1 
         ++++++++++++++++++++++                                            GGCAATGGTAGAACTCACACCG 4 1 
        +++++++++++++++++++++++                                            TGGCAATGGTAGAACTCACACCG 5 1 
       ++++++++++++++++++++++++                                            TTGGCAATGGTAGAACTCACACCG 48 1 
      +++++++++++++++++++++++++                                            TTTGGCAATGGTAGAACTCACACCG 11377 1 
     ++++++++++++++++++++++++++                                            TTTTGGCAATGGTAGAACTCACACCG 27 1 
        ++++++++++++++++++++++                                             TGGCAATGGTAGAACTCACACC 3 1 
      ++++++++++++++++++++++++                                             TTTGGCAATGGTAGAACTCACACC 1358 1 
       ++++++++++++++++++++++                                              TTGGCAATGGTAGAACTCACAC 11 1 
      +++++++++++++++++++++++                                              TTTGGCAATGGTAGAACTCACAC 2295 1 
       +++++++++++++++++++++                                               TTGGCAATGGTAGAACTCACA 4 1 
      ++++++++++++++++++++++                                               TTTGGCAATGGTAGAACTCACA 1734 1 
       ++++++++++++++++++++                                                TTGGCAATGGTAGAACTCAC 1 1 
      +++++++++++++++++++++                                                TTTGGCAATGGTAGAACTCAC 1024 1 
      ++++++++++++++++++++                                                 TTTGGCAATGGTAGAACTCA 250 1 
      +++++++++++++++++++                                                  TTTGGCAATGGTAGAACTC 113 1 
      ++++++++++++++++++                                                   TTTGGCAATGGTAGAACT 20 1 
      +++++++++++++++++                                                    TTTGGCAATGGTAGAAC 4 2 
 
mmu-mir-203 chr12 112578688 112578763 + 
GCCTGGTCCAGTGGTTCTTGACAGTTCAACAGTTCTGTAGCACAATTGTGAAATGTTTAGGACCACTAGACCCGGC 
(((.((((.(((((((((.((((.((((.(((((.((...)).))))))))).)))).))))))))).)))).))) (-35.60) 
(((.(((((((((((.((..(((.((((.((.((.((...)).)).)))))).)))..)).))))))))))).))) (-32.40) 
       ----------------------                                               TTGAACTGTCAAGAACCACTGG 1 1 
         --------------------                                               TTGAACTGTCAAGAACCACT 1 1 
                                              +++++++++++++++++++++++       TGTGAAATGTTTAGGACCACTAG 29 1 
                                               ++++++++++++++++             GTGAAATGTTTAGGAC 1 3 
                                               ++++++++++++++++++           GTGAAATGTTTAGGACCA 1 1 
                                               +++++++++++++++++++          GTGAAATGTTTAGGACCAC 1 1 
                                               ++++++++++++++++++++         GTGAAATGTTTAGGACCACT 16 1 
                                               +++++++++++++++++++++        GTGAAATGTTTAGGACCACTA 3 1 
                                               ++++++++++++++++++++++       GTGAAATGTTTAGGACCACTAG 223 1 
                                               +++++++++++++++++++++++      GTGAAATGTTTAGGACCACTAGA 11 1 
                                                +++++++++++++++++           TGAAATGTTTAGGACCA 1 3 
                                                ++++++++++++++++++++        TGAAATGTTTAGGACCACTA 7 1 
                                                +++++++++++++++++++++       TGAAATGTTTAGGACCACTAG 130 1 
                                                ++++++++++++++++++++++      TGAAATGTTTAGGACCACTAGA 17 1 
                                                 ++++++++++++++++++++       GAAATGTTTAGGACCACTAG 1 1 
 
mmu-mir-194-1 chr1 187014107 187014173 + 
ATCGGGTGTAACAGCAACTCCATGTGGACTGTGCTCGGATTCCAGTGGAGCTGCTGTTACTTCTGAT 
((((((.(((((((((.((((((.(((((((....)))..)))))))))).))))))))).)))))) (-34.10) 
.......(((((((((((((((..((((............)))).)))))))))))))))....... (-28.90) 
     ---------------------                                         CACATGGAGTTGCTGTTACAC 3 1 
      ++++++++++++++++++++++                                       TGTAACAGCAACTCCATGTGGA 104 2 
      +++++++++++++++++++++++                                      TGTAACAGCAACTCCATGTGGAC 1 1 
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mmu-mir-27b chr13 63309934 63310006 + 
AGGTGCAGAGCTTAGCTGATTGGTGAACAGTGATTGGTTTCCGCTTTGTTCACAGTGGCTAAGTTCTGCACCT 
((((((((((((((((((....((((((((....(((...)))..))))))))..)))))))))))))))))) (-40.20) 
(((((((((.((((((......(((((((.......(....)....)))))))....)))))).))))))))) (-31.30) 
    -----------------------                                              TTCACCAATCAGCTAAGCTCTGC 1 1 
     ++++++++++++++++++++++++                                            CAGAGCTTAGCTGATTGGTGAACA 19 1 
      ++++++++++++++++++                                                 AGAGCTTAGCTGATTGGT 5 1 
      ++++++++++++++++++++                                               AGAGCTTAGCTGATTGGTGA 8 1 
      +++++++++++++++++++++                                              AGAGCTTAGCTGATTGGTGAA 65 1 
      ++++++++++++++++++++++                                             AGAGCTTAGCTGATTGGTGAAC 87 1 
      +++++++++++++++++++++++                                            AGAGCTTAGCTGATTGGTGAACA 274 1 
      ++++++++++++++++++++++++                                           AGAGCTTAGCTGATTGGTGAACAG 19 1 
      +++++++++++++++++++++++++                                          AGAGCTTAGCTGATTGGTGAACAGT 1 1 
                                               ++++++++++++++++++        GTTCACAGTGGCTAAGTT 2 2 
                                               ++++++++++++++++++++      GTTCACAGTGGCTAAGTTCT 64 1 
                                               +++++++++++++++++++++     GTTCACAGTGGCTAAGTTCTG 135 1 
                                               ++++++++++++++++++++++    GTTCACAGTGGCTAAGTTCTGC 188 1 
                                                +++++++++++++++          TTCACAGTGGCTAAG 2 20 
                                                ++++++++++++++++         TTCACAGTGGCTAAGT 4 3 
                                                +++++++++++++++++        TTCACAGTGGCTAAGTT 109 3 
                                                ++++++++++++++++++       TTCACAGTGGCTAAGTTC 1294 2 
                                                +++++++++++++++++++      TTCACAGTGGCTAAGTTCT 3140 1 
                                                ++++++++++++++++++++     TTCACAGTGGCTAAGTTCTG 12686 1 
                                                +++++++++++++++++++++    TTCACAGTGGCTAAGTTCTGC 32597 1 
                                                ++++++++++++++++++++++   TTCACAGTGGCTAAGTTCTGCA 617 1 
                                                +++++++++++++++++++++++  TTCACAGTGGCTAAGTTCTGCAC 25 1 
                                                 +++++++++++++++++       TCACAGTGGCTAAGTTC 1 4 
                                                 +++++++++++++++++++     TCACAGTGGCTAAGTTCTG 54 1 
                                                 ++++++++++++++++++++    TCACAGTGGCTAAGTTCTGC 16 1 
                                                 +++++++++++++++++++++   TCACAGTGGCTAAGTTCTGCA 2 1 
                                                  ++++++++++++++++++     CACAGTGGCTAAGTTCTG 5 1 
                                                  +++++++++++++++++++    CACAGTGGCTAAGTTCTGC 4 1 
                                                  ++++++++++++++++++++   CACAGTGGCTAAGTTCTGCA 1 1 
                                                   +++++++++++++++       ACAGTGGCTAAGTTC 2 13 
                                                   ++++++++++++++++      ACAGTGGCTAAGTTCT 7 4 
                                                   +++++++++++++++++     ACAGTGGCTAAGTTCTG 25 3 
                                                   ++++++++++++++++++    ACAGTGGCTAAGTTCTGC 51 2 
                                                    +++++++++++++++++    CAGTGGCTAAGTTCTGC 3 2 
                                                     +++++++++++++++     AGTGGCTAAGTTCTG 3 9 
                                                     +++++++++++++++++   AGTGGCTAAGTTCTGCA 9 2 
 
mmu-mir-126 chr2 26413366 26413438 + 
TGACAGCACATTATTACTTTTGGTACGCGCTGTGACACTTCAAACTCGTACCGTGAGTAATAATGCGCGGTCA 
.(((.((.(((((((((((.(((((((.(...(((....)))..).))))))).))))))))))).)).))). (-32.30) 
.(((.(((((((((((((...((((((.(((.(((....)))))).))))))...))))))))))))).))). (-34.40) 
       ----------------------                                            CGCGTACCAAAAGTAATAATGT 1 1 
        ++++++++++++++++++                                               CATTATTACTTTTGGTAC 3 1 
        +++++++++++++++++++                                              CATTATTACTTTTGGTACG 41 1 
        ++++++++++++++++++++                                             CATTATTACTTTTGGTACGC 781 1 
        +++++++++++++++++++++                                            CATTATTACTTTTGGTACGCG 786 1 
        ++++++++++++++++++++++                                           CATTATTACTTTTGGTACGCGC 44 1 
        +++++++++++++++++++++++                                          CATTATTACTTTTGGTACGCGCT 5 1 
        +++++++++++++++++++++++++++                                      CATTATTACTTTTGGTACGCGCTGTGA 1 1 
        +++++++++++++++++++++++++++++                                    CATTATTACTTTTGGTACGCGCTGTGACA 1 1 
         +++++++++++++++++++++                                           ATTATTACTTTTGGTACGCGC 1 1 
          ++++++++++++++++++                                             TTATTACTTTTGGTACGC 2 1 
           ++++++++++++++++++                                            TATTACTTTTGGTACGCG 1 1 
                                            +++++++++++++++              CTCGTACCGTGAGTA 1 1 
                                            +++++++++++++++++            CTCGTACCGTGAGTAAT 1 1 
                                            +++++++++++++++++++++        CTCGTACCGTGAGTAATAATG 4 1 
                                            ++++++++++++++++++++++       CTCGTACCGTGAGTAATAATGC 26 1 
                                            +++++++++++++++++++++++      CTCGTACCGTGAGTAATAATGCG 11 1 
                                             ++++++++++++++++++          TCGTACCGTGAGTAATAA 1 1 
                                             +++++++++++++++++++         TCGTACCGTGAGTAATAAT 25 1 
                                             ++++++++++++++++++++        TCGTACCGTGAGTAATAATG 101 1 
                                             +++++++++++++++++++++       TCGTACCGTGAGTAATAATGC 658 1 
                                             ++++++++++++++++++++++      TCGTACCGTGAGTAATAATGCG 1165 1 
                                             +++++++++++++++++++++++     TCGTACCGTGAGTAATAATGCGC 2 1 
                                              ++++++++++++++++++         CGTACCGTGAGTAATAAT 3 1 
                                              +++++++++++++++++++        CGTACCGTGAGTAATAATG 28 1 
                                              ++++++++++++++++++++       CGTACCGTGAGTAATAATGC 240 1 
                                              +++++++++++++++++++++      CGTACCGTGAGTAATAATGCG 561 1 
                                              ++++++++++++++++++++++     CGTACCGTGAGTAATAATGCGC 3 1 
                                               +++++++++++++++++++       GTACCGTGAGTAATAATGC 1 1 
                                                +++++++++++++++++++      TACCGTGAGTAATAATGCG 1 1 
                                                 +++++++++++++++++       ACCGTGAGTAATAATGC 1 1 
                                                  ++++++++++++++++       CCGTGAGTAATAATGC 1 1 
                                                  +++++++++++++++++      CCGTGAGTAATAATGCG 2 1 
                                                    +++++++++++++++      GTGAGTAATAATGCG 1 1 
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mmu-let-7b chr15 85535085 85535169 + 
GCAGGGTGAGGTAGTAGGTTGTGTGGTTTCAGGGCAGTGATGTTGCCCCTCCGAAGATAACTATACAACCTACTGCCTTCCCTGA 
.(((((.(((((((((((((((((((((((.((((((.....))))))....))....)))))))))))))))))))))))))). (-49.00) 
.(((((..(((.((((((((((...(((..((((((.......))))))((....)).)))...)))))))))).))).))))). (-37.50) 
      +++++++++++++++                                                                TGAGGTAGTAGGTTG 6 10 
      ++++++++++++++++                                                               TGAGGTAGTAGGTTGT 53 8 
      +++++++++++++++++                                                              TGAGGTAGTAGGTTGTG 14 1 
      ++++++++++++++++++                                                             TGAGGTAGTAGGTTGTGT 94 1 
      +++++++++++++++++++                                                            TGAGGTAGTAGGTTGTGTG 1041 1 
      ++++++++++++++++++++                                                           TGAGGTAGTAGGTTGTGTGG 1351 1 
      +++++++++++++++++++++                                                          TGAGGTAGTAGGTTGTGTGGT 34985 1 
      ++++++++++++++++++++++                                                         TGAGGTAGTAGGTTGTGTGGTT 136624 1 
      +++++++++++++++++++++++                                                        TGAGGTAGTAGGTTGTGTGGTTT 33456 1 
      ++++++++++++++++++++++++                                                       TGAGGTAGTAGGTTGTGTGGTTTC 299 1 
      +++++++++++++++++++++++++                                                      TGAGGTAGTAGGTTGTGTGGTTTCA 26 1 
      ++++++++++++++++++++++++++                                                     TGAGGTAGTAGGTTGTGTGGTTTCAG 5 1 
      ++++++++++++++++++++++++++++                                                   TGAGGTAGTAGGTTGTGTGGTTTCAGGG 1 1 
      ++++++++++++++++++++++++++++++                                                 TGAGGTAGTAGGTTGTGTGGTTTCAGGGCA 7 1 
       ++++++++++++++++++++                                                          GAGGTAGTAGGTTGTGTGGT 104 1 
       +++++++++++++++++++++                                                         GAGGTAGTAGGTTGTGTGGTT 139 1 
       ++++++++++++++++++++++                                                        GAGGTAGTAGGTTGTGTGGTTT 11 1 
        +++++++++++++++++++                                                          AGGTAGTAGGTTGTGTGGT 6 1 
        ++++++++++++++++++++                                                         AGGTAGTAGGTTGTGTGGTT 44 1 
        +++++++++++++++++++++                                                        AGGTAGTAGGTTGTGTGGTTT 3 1 
         +++++++++++++++++++                                                         GGTAGTAGGTTGTGTGGTT 4 1 
         ++++++++++++++++++++                                                        GGTAGTAGGTTGTGTGGTTT 1 1 
          +++++++++++++++++                                                          GTAGTAGGTTGTGTGGT 1 1 
          ++++++++++++++++++                                                         GTAGTAGGTTGTGTGGTT 22 1 
          +++++++++++++++++++                                                        GTAGTAGGTTGTGTGGTTT 1 1 
           ++++++++++++++++                                                          TAGTAGGTTGTGTGGT 22 1 
           +++++++++++++++++                                                         TAGTAGGTTGTGTGGTT 5 1 
           ++++++++++++++++++                                                        TAGTAGGTTGTGTGGTTT 4 1 
            ++++++++++++++++                                                         AGTAGGTTGTGTGGTT 2 1 
            +++++++++++++++++                                                        AGTAGGTTGTGTGGTTT 20 1 
             +++++++++++++++                                                         GTAGGTTGTGTGGTT 2 3 
              ++++++++++++++++++++++++++                                             TAGGTTGTGTGGTTTCAGGGCAGTGA 1 1 
                            ++++++++++++++++++++++++++++++                           TCAGGGCAGTGATGTTGCCCCTCCGAAGAT 1 1 
                                                      ++++++++++++++++++++++++++     AGATAACTATACAACCTACTGCCTTC 1 1 
                                                            ++++++++++++++++++++     CTATACAACCTACTGCCTTC 15 1 
                                                            +++++++++++++++++++++    CTATACAACCTACTGCCTTCC 43 1 
                                                            ++++++++++++++++++++++   CTATACAACCTACTGCCTTCCC 1 1 
                                                         ----------------            GTAGGTTGTATAGTTA 7 3 
                                                         -----------------           AGTAGGTTGTATAGTTA 4 1 
                                                          ----------------           AGTAGGTTGTATAGTT 41 3 
                                                          -----------------          CAGTAGGTTGTATAGTT 1 1 
                                                           ---------------           AGTAGGTTGTATAGT 1 9 
 
 
(mmu-mir-374 chrX 99775779 99775873 - NO uniquely matching anti-sense reads) 
GAAGAAATCCTACTCGGGTGGATATAATACAACCTGCTAAGTGTTCTAGCACTTAGCAGGTTGTATTATCATTGTCCGAGGTTATGGCTCTCGTC 
...((...((..((((((..(..(((((((((((((((((((((....)))))))))))))))))))))..)..)))))).....))...))... (-46.30) 
...((((.(((((((((......((((((((((((((((((((......))))))))))))))))))))......)))))..)).)).))))... (-42.60) 
                                                 --------------------                          ATAATACAACCTGCTAAGTG 1 2 
                                                 -------------------                           TAATACAACCTGCTAAGTG 1 2 
                                                 -----------------                             ATACAACCTGCTAAGTG 1 5 
                                                    +++++++++++++++++++++                      TTAGCAGGTTGTATTATCATT 1 1 
                                                   ++++++++++++++++++++++                      CTTAGCAGGTTGTATTATCATT 114 1 
                                                  +++++++++++++++++++++++                      ACTTAGCAGGTTGTATTATCATT 1 1 
                                           ++++++++++++++++++++++++++++++                      TTCTAGCACTTAGCAGGTTGTATTATCATT 1 1 
                                                   +++++++++++++++++++++                       CTTAGCAGGTTGTATTATCAT 5 1 
                                                  ++++++++++++++++++++++                       ACTTAGCAGGTTGTATTATCAT 3 1 
                                                   +++++++++++++++++                           CTTAGCAGGTTGTATTA 3 3 
                        -----------------                                                      CTTAGCAGGTTGTATTA 3 3 
                        ++++++++++++++++++++                                                   TAATACAACCTGCTAAGTGT 1 1 
                       +++++++++++++++++++++                                                   ATAATACAACCTGCTAAGTGT 1 1 
                     +++++++++++++++++++++++                                                   ATATAATACAACCTGCTAAGTGT 91 1 
                          +++++++++++++++++                                                    ATACAACCTGCTAAGTG 1 5 
                        +++++++++++++++++++                                                    TAATACAACCTGCTAAGTG 1 2 
                       ++++++++++++++++++++                                                    ATAATACAACCTGCTAAGTG 1 2 
                      +++++++++++++++++++++                                                    TATAATACAACCTGCTAAGTG 3 1 
                     ++++++++++++++++++++++                                                    ATATAATACAACCTGCTAAGTG 316 1 
                      ++++++++++++++++++++                                                     TATAATACAACCTGCTAAGT 4 1 
                     +++++++++++++++++++++                                                     ATATAATACAACCTGCTAAGT 603 1 
                     ++++++++++++++++++++                                                      ATATAATACAACCTGCTAAG 28 1 
                     +++++++++++++++++++                                                       ATATAATACAACCTGCTAA 5 1 
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Table S3: Solexa reads matching sense/anti-sense miRNA pairs

Drosophila miRNAs

Read Sequence #cloned/sequenced #matches to genome miRNA matches miRNA anti-sense matches
TTACGTATACTGAAGGTAT 8 1 dme-mir-iab-4
TGCACTTGAGACGGCCTGA 2 1 dme-mir-312
TTACGTATACTGAAGGTATACCG 2 1 dme-mir-iab-4
TATTGCACTTGAGACGGCCTGA 3027 1 dme-mir-312
TTGCACTTGAGACGGCCTGA 4 1 dme-mir-312
TTGCACTTGAGACGGCCTGAT 1 1 dme-mir-312
ACGTATACTGAATGTATCCTG 1 1 dme-mir-iab-4
ATTGCCCTTGTGACGAACCAAAT 2 1 dme-mir-312
TATTGCACTTGAGACG 1 1 dme-mir-312
TATTGCACTTGAGACGGCCTGATT 4 1 dme-mir-312
TGGTTCGTCACAAGGGCAATTCT 151 1 dme-mir-312
TTACGTATACTGAAGGTATAC 2 1 dme-mir-iab-4
TTGCACTTGAGACGGCCTG 1 1 dme-mir-312
CGGTATACCTTCAGTATACG 1 1 dme-mir-iab-4
TATTGCACTTGAGACGGCC 34 1 dme-mir-312
TGGTTCGTCACAAGGGC 1 1 dme-mir-312
TGGTTCGTCACAAGGGCAA 17 1 dme-mir-312
TTACGTATACTGAAGGTATACC 4 1 dme-mir-iab-4
TGGTTCGTCACAAGGGCA 6 1 dme-mir-312
TATTGCACTTGAGACGGCCTGAT 94 1 dme-mir-312
TATTGCACTTGAGACGGC 27 1 dme-mir-312
ACGTATACTGAATGTATCCTGA 5 1 dme-mir-iab-4
TTACGTATACTGAAGGTATACCGG 1 1 dme-mir-iab-4
TGGTTCGTCACAAGGGCAATT 90 1 dme-mir-312
TATTGCACTTGAGACGGCCT 225 1 dme-mir-312
CACTTGAGACGGCCTGA 1 1 dme-mir-312
TGGTTCGTCACAAGGGCAATTC 66 1 dme-mir-312
TATTGCACTTGAGACGGCCTG 1165 1 dme-mir-312
ATTGCACTTGAGACGGCCTG 3 1 dme-mir-312
ATTGCACTTGAGACGGCCTGAT 6 1 dme-mir-312
TGCACTTGAGACGGCCT 2 1 dme-mir-312
TGGTTCGTCACAAGGGCAAT 44 1 dme-mir-312
ATTGCACTTGAGACGGCCTGA 18 1 dme-mir-312
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Table S3: Solexa reads matching sense/anti-sense miRNA pairs

Mouse miRNAs

Read Sequence #cloned/sequenced #matches to genome miRNA matches miRNA anti-sense matches
GTAGGTTGTATGGTT 4 5 mmu-let-7c-2
ACAGTGGCTAAGTTCT 7 4 mmu-mir-27b
CAATCACTAACTCCACTGCC 1 1 mmu-mir-34b
GCACCATTTGAAATCAGTGTT 39 2 mmu-mir-29b-2
ACTTAGCAGGTTGTATTATCATT 1 1 mmu-mir-374
GTAGTAGGTTGTATAGTT 21 2 mmu-let-7a-1
AGTAGGTTGTATAGTTA 4 1 mmu-let-7b
AGTAGGTTGTATAGTTT 1 2 mmu-let-7a-1
CGTACCGTGAGTAATAATGCG 561 1 mmu-mir-126
AGTAGGTTGTATGGTT 8 3 mmu-let-7c-2
TGGAATGTAAAGAAGTATGTAT 45 2 mmu-mir-1-2
TCGTACCGTGAGTAATAAT 25 1 mmu-mir-126
CAGAGCTTAGCTGATTGGTGAACA 19 1 mmu-mir-27b
TGAGGTAGTAGGTTGTATGGTT 198548 2 mmu-let-7c-2
AGGTAGTAGGTTGTGTGGTT 44 1 mmu-let-7b
TAGCACCATTTGAAATC 6 3 mmu-mir-29b-2
CACCATTTGAAATCAGTG 4 3 mmu-mir-29b-2
GTAGTAGGTTGTGTGGT 1 1 mmu-let-7b
CGCGTACCAAAAGTAATAATGT 1 1 mmu-mir-126
CTCGTACCGTGAGTAATAATGC 26 1 mmu-mir-126
TGAGGTAGTAGGTTGTGTG 1041 1 mmu-let-7b
GGCAATGGTAGAACTCACACCG 4 1 mmu-mir-182
GCTGGTTTCACATGGTGGCTTAGA 2 1 mmu-mir-29b-2
TGAGGTAGTAGGTTGTATGG 1404 2 mmu-let-7c-2
AGAGCTTAGCTGATTGGTGAACA 274 1 mmu-mir-27b
TATACAATCTACTGTCTTTC 2 2 mmu-let-7a-1;mmu-let-7c-2
TTTTGGCAATGGTAGAACTCACACCG 27 1 mmu-mir-182
GTGAAATGTTTAGGACCACTA 3 1 mmu-mir-203
TTTGGCAATGGTAGAACTCA 250 1 mmu-mir-182
CTATACAATCTACTGTCTTT 218 2 mmu-let-7a-1;mmu-let-7c-2
TGGCAGTGGAGTTAGTGATTGT 5 1 mmu-mir-34b
CACCATTTGAAATCAGTGTT 13 2 mmu-mir-29b-2
TCGTACCGTGAGTAATAATG 101 1 mmu-mir-126
CTCGTACCGTGAGTA 1 1 mmu-mir-126
AGTAGGTTGTATGGTTT 2 2 mmu-let-7c-2
TCCTGTACTGAGCTGCCCCG 11 2 mmu-mir-486 mmu-mir-486
TAGCACCATTTGAAAT 6 6 mmu-mir-29b-2
CGGGGCAGCTCAGTACAGGAT 46 1 mmu-mir-486
ATTTGAAATCAGTGTTT 1 4 mmu-mir-29b-2
CTCGTACCGTGAGTAAT 1 1 mmu-mir-126
ACAGTGGCTAAGTTCTG 25 3 mmu-mir-27b
TGAGGTAGTAGGTTGTATAGTTTT 54 1 mmu-let-7a-1
AGGCAGTGTAATTAGCTGATTG 23 1 mmu-mir-34b
TGTGAAATGTTTAGGACCACTAG 29 1 mmu-mir-203
GGTAGTAGGTTGTATAGT 5 2 mmu-let-7a-1
GTAATTAGCTGATTGT 1 1 mmu-mir-34b
GTGAAATGTTTAGGACCACTAGA 11 1 mmu-mir-203
ACACGGACACCGCAGGG 6 1 mmu-let-7b
TTTGGCAATGGTAGAACTCACACC 1358 1 mmu-mir-182
TGAAATGTTTAGGACCACTA 7 1 mmu-mir-203
AATCACTAACTCCACTGCCAT 22 1 mmu-mir-34b
TTCACAGTGGCTAAGTTC 1294 2 mmu-mir-27b
TTTGGCAATGGTAGAACTCAC 1024 1 mmu-mir-182
ATGAGGTAGTAGGTTGTATAGTT 53 1 mmu-let-7a-1
TTGGCAATGGTAGAACTCAC 1 1 mmu-mir-182
ACCATTTGAAATCAGTGTT 24 2 mmu-mir-29b-2
TGAGGTAGTAGGTTGTATGGT 30009 2 mmu-let-7c-2
CGTACCGTGAGTAATAATGCGC 3 1 mmu-mir-126
GTAGTAGGTTGTGTGGTT 22 1 mmu-let-7b
GAGGTAGTAGGTTGTATGGT 65 2 mmu-let-7c-2
TTTGGCAATGGTAGAAC 4 2 mmu-mir-182
AGTAGGTTGTGTGGTTT 20 1 mmu-let-7b
ATATAATACAACCTGCTAAGTGT 91 1 mmu-mir-374
TCAGCACCAGGATATTGTTGGGG 1 1 mmu-mir-338
TTAGGGTCACACCCACCACTGGG 1 1 mmu-let-7a-1
TGAGGTAGTAGGTTGTGTGGT 34985 1 mmu-let-7b
GAGGTAGTAGGTTGTGTGGT 104 1 mmu-let-7b
CAGTGGCTAAGTTCTGC 3 2 mmu-mir-27b
CTATACAATCTACTGTCTTTCCT 8 2 mmu-let-7a-1;mmu-let-7c-2
CTAGCACCATTTGAAATCAGTGT 335 2 mmu-mir-29b-2
CATCAGTGATTTTGTTG 1 1 mmu-mir-338
AGAGCTTAGCTGATTGGTGAAC 87 1 mmu-mir-27b
TGGAATGTAAAGAAGTATGT 1 2 mmu-mir-1-2
GGTAGTAGGTTGTATAGTTT 2 2 mmu-let-7a-1
ACAGTGGCTAAGTTC 2 13 mmu-mir-27b
TGAGGTAGTAGGTTGTGTGGTTTCAGGG 1 1 mmu-let-7b
GTAAGGTAATGGGACCCG 43 1 mmu-mir-182
TTCACAAAGCCCATACACTTT 35 1 mmu-mir-350
CATTATTACTTTTGGTACGC 781 1 mmu-mir-126
TCACAGTGGCTAAGTTCTGCA 2 1 mmu-mir-27b
TAGTAGGTTGTATAG 1 4 mmu-let-7a-1
TCCAGCATCAGTGATTTTGTTG 15 1 mmu-mir-338
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CCATTTGAAATCAGTGTT 15 2 mmu-mir-29b-2
TTGAACTGTCAAGAACCACT 1 1 mmu-mir-203
ATCTAGCACCATTTGAAATCAGTGTT 4 1 mmu-mir-29b-2
CACAGTGGCTAAGTTCTGCA 1 1 mmu-mir-27b
CTAGCACCATTTGAAATCAGTGTT 126 2 mmu-mir-29b-2
TAGCACCATTTGAAATCAGTGTTTTA 5 1 mmu-mir-29b-2
CACATGGAGTTGCTGTTACAC 3 1 mmu-mir-194-1
AATGGTAGAACTCACACCG 40 1 mmu-mir-182
TGAAATGTTTAGGACCA 1 3 mmu-mir-203
AGTAGGTTGTATAGT 1 9 mmu-let-7a-1 mmu-let-7b
TAGCACCATTTGAAATCAGTGTT 80418 2 mmu-mir-29b-2
CCGTGAGTAATAATGC 1 1 mmu-mir-126
GGTAGTAGGTTGTATGGTTT 1 2 mmu-let-7c-2
TAGCACCATTTGAAATCAGTGT 20749 2 mmu-mir-29b-2
ATCACTAACTCCACTGCCATCA 51 1 mmu-mir-34b
GCACCATTTGAAATCAGTGT 14 2 mmu-mir-29b-2
GGCAGTGTAATTAGCTGATTGTA 1 1 mmu-mir-34b
TTCACAAAGCCCATACACTTTCAC 145 1 mmu-mir-350
TCCAGCATCAGTGATTTTG 1 1 mmu-mir-338
TGAGGTAGTAGGTTGTATGGTTTTGGG 1 1 mmu-let-7c-2
AAAGTGCATGCGCTTTGGG 8 1 mmu-mir-350
TGAGGTAGTAGGTTG 6 10 mmu-let-7a-1;mmu-let-7c-2;mmu-let-7b
GGTAGTAGGTTGTATAGTT 35 2 mmu-let-7a-1
CTATACAACCTACTGCCTTC 15 1 mmu-let-7b
TAGTAGGTTGTATAGTTT 6 2 mmu-let-7a-1
TAATACAACCTGCTAAGTG 1 2 mmu-mir-374 mmu-mir-374
AAAGTGCATGCGCTTTGGGA 66 1 mmu-mir-350
GAGGTAGTAGGTTGTATGGTT 681 2 mmu-let-7c-2
TTCACAGTGGCTAAGTT 109 3 mmu-mir-27b
AACACGGACACCGCAGGG 1 1 mmu-let-7b
TTAGGGTCACACCCACCACTGGGAGATAA 28 1 mmu-let-7a-1
GCTGGTTTCACATGGTGGCTTAGATTT 1 1 mmu-mir-29b-2
TCAACAAAATCACTGATGCTGGAGT 11 1 mmu-mir-338
TGTAACAGCAACTCCATGTGGA 104 2 mmu-mir-194-1
TATAATACAACCTGCTAAGT 4 1 mmu-mir-374
ACCATTTGAAATCAGTG 1 5 mmu-mir-29b-2
CTGGTTTCACATGGTGGCTTAG 4 1 mmu-mir-29b-2
CGTACCGTGAGTAATAAT 3 1 mmu-mir-126
AGAGCTTAGCTGATTGGTGAA 65 1 mmu-mir-27b
TAGTAGGTTGTATAGTT 150 2 mmu-let-7a-1
CATTATTACTTTTGGTACGCGCTGTGA 1 1 mmu-mir-126
TGAGGTAGTAGGTTGTATAGTTTTAGG 1 1 mmu-let-7a-1
GGTAGTAGGTTGTGTGGTTT 1 1 mmu-let-7b
TGGCAATGGTAGAACTCACACCG 5 1 mmu-mir-182
GTAGGTTGTATAGTTA 7 3 mmu-let-7b
AGTTCCAGGACAGCCAGGGCTATACAGAGA 1 19184 mmu-mir-706
TAGTAGGTTGTATGGTTT 2 2 mmu-let-7c-2
CTAGCACCATTTGAAATCAGT 15 2 mmu-mir-29b-2
TGAGGTAGTAGGTTGTATGGTTTTGG 1 1 mmu-let-7c-2
TTCACCAATCAGCTAAGCTCTGC 1 1 mmu-mir-27b
TGGGTACATAAAGAAGTATGTGC 5 1 mmu-mir-1-2
AGGTAGTAGGTTGTATGGTT 25 2 mmu-let-7c-2
TTCACAAAGCCCATACA 1 1 mmu-mir-350
CAATCACTAACTCCACTGCCA 1 1 mmu-mir-34b
ACAGTGGCTAAGTTCTGC 51 2 mmu-mir-27b
TAGGTTGTGTGGTTTCAGGGCAGTGA 1 1 mmu-let-7b
TTATTACTTTTGGTACGC 2 1 mmu-mir-126
TAGGCAGTGTAATTAGCTGATTG 117 1 mmu-mir-34b
CTTAGCAGGTTGTATTATCATT 114 1 mmu-mir-374
TTTGGCAATGGTAGAACTCACACCG 11377 1 mmu-mir-182
TAGTAGGTTGTATGG 1 4 mmu-let-7c-2
CACAGTGGCTAAGTTCTGC 4 1 mmu-mir-27b
AGATAACTATACAACCTACTGCCTTC 1 1 mmu-let-7b
CATTATTACTTTTGGTACGCGCTGTGACA 1 1 mmu-mir-126
CTGGTTTCACATGGTGGCTTAGA 15 1 mmu-mir-29b-2
ATACAACCTGCTAAGTG 1 5 mmu-mir-374 mmu-mir-374
CCATTTGAAATCAGTGT 6 2 mmu-mir-29b-2
GGTAGTAGGTTGTGTGGTT 4 1 mmu-let-7b
TCGTACCGTGAGTAATAATGC 658 1 mmu-mir-126
TCACAGTGGCTAAGTTCTG 54 1 mmu-mir-27b
CATTATTACTTTTGGTACGCGCT 5 1 mmu-mir-126
CGTACCGTGAGTAATAATGC 240 1 mmu-mir-126
TCTCTGTATAGCCCTGGCTGTC 1 25381 mmu-mir-706
GTGAAATGTTTAGGACCAC 1 1 mmu-mir-203
TAGTAGGTTGTGTGGTTT 4 1 mmu-let-7b
CAGTAGGTTGTATAGTT 1 1 mmu-let-7b
TCGTACCGTGAGTAATAATGCGC 2 1 mmu-mir-126
AGTGTAATTAGCTGATTGT 6 1 mmu-mir-34b
TCCTGTACTGAGCTGCCCC 1 2 mmu-mir-486 mmu-mir-486
TTTGGCAATGGTAGAACTC 113 1 mmu-mir-182
TTGGCAATGGTAGAACTCACAC 11 1 mmu-mir-182
CTATACAATCTACTGTCTTTCC 102 2 mmu-let-7a-1;mmu-let-7c-2
TAGTAGGTTGTGTGGTT 5 1 mmu-let-7b
TAGTAGGTTGTATGGT 24 4 mmu-let-7c-2
GAGGTAGTAGGTTGTATGGTTT 120 2 mmu-let-7c-2
TCCTGTACTGAGCTGCCCCGAGC 3 1 mmu-mir-486
TCCTGTACTGAGCTGCCCCGAGG 1 1 mmu-mir-486
GTAGTAGGTTGTATGGTT 5 2 mmu-let-7c-2
TCACTAACTCCACTGCCATC 1 1 mmu-mir-34b
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CATTATTACTTTTGGTACGCGC 44 1 mmu-mir-126
TGAAATGTTTAGGACCACTAGA 17 1 mmu-mir-203
TGAGGTAGTAGGTTGTATA 95 2 mmu-let-7a-1
TGAGGTAGTAGGTTGTATG 381 2 mmu-let-7c-2
TGGTTTCACATGGTGGCTTAGA 2 1 mmu-mir-29b-2
TTGGCAATGGTAGAACTCACACCG 48 1 mmu-mir-182
CATTTGAAATCAGTGT 5 6 mmu-mir-29b-2
GTACCGTGAGTAATAATGC 1 1 mmu-mir-126
CTAGCACCATTTGAAATCAGTG 30 2 mmu-mir-29b-2
CTAGCACCATTTGAAATCAG 2 2 mmu-mir-29b-2
GTTCACAGTGGCTAAGTTCT 64 1 mmu-mir-27b
TTTGGCAATGGTAGAACTCACACCGGT 8 1 mmu-mir-182
AGGTAGTAGGTTGTATGGT 16 2 mmu-let-7c-2
GGTAGTAGGTTGTATA 1 2 mmu-let-7a-1
TAGCACCATTTGAAATCAGT 265 2 mmu-mir-29b-2
TGAGGTAGTAGGTTGTGTGG 1351 1 mmu-let-7b
TATTACTTTTGGTACGCG 1 1 mmu-mir-126
AGTAGGTTGTATAGTT 41 3 mmu-let-7a-1 mmu-let-7b
ATGAGGTAGTAGGTTGTATAGT 5 1 mmu-let-7a-1
TGAGGTAGTAGGTTGTATAGTT 66680 2 mmu-let-7a-1
TAGTAGGTTGTGTGGT 22 1 mmu-let-7b
CATTATTACTTTTGGTACG 41 1 mmu-mir-126
TGAGGTAGTAGGTTGT 53 8 mmu-let-7a-1;mmu-let-7c-2;mmu-let-7b
ATCTATCTATCTATCTATC 2 212505 mmu-mir-350
CATTTGAAATCAGTGTT 44 3 mmu-mir-29b-2
AATCACTAACTCCACTGCCA 28 1 mmu-mir-34b
CGGGGCAGCTCAGTACAGGATG 56 1 mmu-mir-486
AGTAGATTGTATAGTT 11 5 mmu-let-7a-1;mmu-let-7c-2
ATCACTAACTCCACTGCCATCAA 2 1 mmu-mir-34b
TACCGTGAGTAATAATGCG 1 1 mmu-mir-126
AAACCAGCTTCCAGAAG 1 3 mmu-mir-29b-2
AGGTAGTAGGTTGTATGGTTT 7 2 mmu-let-7c-2
AGTGTAATTAGCTGATTG 4 1 mmu-mir-34b
TGGAATGTAAAGAAGTATGTA 2 2 mmu-mir-1-2
GAGGTAGTAGGTTGTGTGGTTT 11 1 mmu-let-7b
GTGTAATTAGCTGATTGT 3 1 mmu-mir-34b
CGGGGCAGCTCAGTACAGGA 1 2 mmu-mir-486 mmu-mir-486
AGCACCATTTGAAATCAGTGT 3 2 mmu-mir-29b-2
TAGCACCATTTGAAATCAG 45 2 mmu-mir-29b-2
TTCACAAAGCCCATACACTTTC 190 1 mmu-mir-350
AGGTAGTAGGTTGTGTGGT 6 1 mmu-let-7b
GGTGAGGTAGTAGGTTGTAT 1 1 mmu-let-7c-2
GAGGTAGTAGGTTGTATGGTTTT 2 1 mmu-let-7c-2
TCCTGTACTGAGCTGCCCCGA 66 2 mmu-mir-486 mmu-mir-486
TAATACAACCTGCTAAGTGT 1 1 mmu-mir-374
TGAGGTAGTAGGTTGTATAGT 7590 2 mmu-let-7a-1
GAGGTAGTAGGTTGTATAGT 14 2 mmu-let-7a-1
TTTGAAATCAGTGTT 1 21 mmu-mir-29b-2
TTCACAAAGCCCATACACTT 4 1 mmu-mir-350
GAACACGGACACCGCAGGG 2 1 mmu-let-7b
CTGGTTTCACATGGTGGCTTAGATTTT 2 1 mmu-mir-29b-2
TTGGGCTCTGCCCCGCTCTGCGGTAA 21 1 mmu-let-7c-2
ATTTGAAATCAGTGTT 12 8 mmu-mir-29b-2
TAGGCAGTGTAATTAGCTGATT 14 1 mmu-mir-34b
ATATAATACAACCTGCTAAGT 603 1 mmu-mir-374
GTGAGGTAGTAGGTTGTATGGTT 1 1 mmu-let-7c-2
GGTAGTAGGTTGTATGGT 2 2 mmu-let-7c-2
CATTATTACTTTTGGTACGCG 786 1 mmu-mir-126
ATGGCAGTGGAGTTAGTGATTGT 1 1 mmu-mir-34b
TTTGGCAATGGTAGAACTCACA 1734 1 mmu-mir-182
GTAGGTTGTGTGGTT 2 3 mmu-let-7b
ACCATTTGAAATCAGTGT 9 2 mmu-mir-29b-2
TGGCAATGGTAGAACTCACACC 3 1 mmu-mir-182
CTCGTACCGTGAGTAATAATGCG 11 1 mmu-mir-126
TTCACAGTGGCTAAG 2 20 mmu-mir-27b
AGGTAGTAGGTTGTGTGGTTT 3 1 mmu-let-7b
AGTGGCTAAGTTCTG 3 9 mmu-mir-27b
GTAGTAGGTTGTATGGTTT 1 2 mmu-let-7c-2
AGTAGGTTGTGTGGTT 2 1 mmu-let-7b
AGAGCTTAGCTGATTGGTGAACAG 19 1 mmu-mir-27b
TGAGGTAGTAGGTTGTGTGGTT 136624 1 mmu-let-7b
CACCATTTGAAATCAGTGT 14 2 mmu-mir-29b-2
ATAGATAGATAGATAGATA 4 210178 mmu-mir-350
TAGGCAGTGTAATTAGCTGAT 1 1 mmu-mir-34b
TGAGGTAGTAGGTTGTAT 327 4 mmu-let-7a-1;mmu-let-7c-2
TCGTACCGTGAGTAATAA 1 1 mmu-mir-126
GTTCACAGTGGCTAAGTTCTGC 188 1 mmu-mir-27b
GTGAAATGTTTAGGACCACT 16 1 mmu-mir-203
CCGTGAGTAATAATGCG 2 1 mmu-mir-126
AGAGCTTAGCTGATTGGTGA 8 1 mmu-mir-27b
TCCTGTACTGAGCTGCCC 2 2 mmu-mir-486 mmu-mir-486
AACAATATCCTGGTGCTGAGT 11 1 mmu-mir-338
CTGGTTTCACATGGTGGCTTAGAT 7 1 mmu-mir-29b-2
TTTGGCAATGGTAGAACTCACACCGG 95 1 mmu-mir-182
GAGGTAGTAGGTTGTATGG 4 2 mmu-let-7c-2
CTATACAACCTACTGCCTTCCC 1 1 mmu-let-7b
TGAGGTAGTAGGTTGTA 34 4 mmu-let-7a-1;mmu-let-7c-2
TGAGGTAGTAGGTTGTG 14 1 mmu-let-7b
TGGTTTCACATGGTGGCTTAGAT 1 1 mmu-mir-29b-2
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TAGCACCATTTGAAATCAGTGTTTT 68 1 mmu-mir-29b-2
ATATAATACAACCTGCTAAG 28 1 mmu-mir-374
CATCTTTGCCGGTGACAGCA 7 1 mmu-mir-126
GTTCACAGTGGCTAAGTTCTG 135 1 mmu-mir-27b
TTGAACTGTCAAGAACCACTGG 1 1 mmu-mir-203
GTTGGCAAGTCTAGAACCACCG 2 1 mmu-mir-182
TTCACAAAGCCCATACACTTTCA 188 1 mmu-mir-350
TGAGGTAGTAGGTTGTATAGTTTTAGGG 1 1 mmu-let-7a-1
TCGTACCGTGAGTAATAATGCG 1165 1 mmu-mir-126
TCCAGCATCAGTGATTTTGT 12 1 mmu-mir-338
CGTACCGTGAGTAATAATG 28 1 mmu-mir-126
AGTGGCTAAGTTCTGCA 9 2 mmu-mir-27b
ATTTGAAATCAGTGT 1 29 mmu-mir-29b-2
TGAGGTAGTAGGTTGTATGGTTTT 1395 1 mmu-let-7c-2
AATCACTAACTCCACTGCCATC 259 1 mmu-mir-34b
GAGGTAGTAGGTTGTATGGTTTTGG 2 1 mmu-let-7c-2
ATCTATCTATCTATC 1 246025 mmu-mir-350
TAGGCAGTGTAATTAGCT 4 2 mmu-mir-34b
ACTTAGCAGGTTGTATTATCAT 3 1 mmu-mir-374
GTAGTAGGTTGTGTGGTTT 1 1 mmu-let-7b
TGAGGTAGTAGGTTGTGTGGTTTCA 26 1 mmu-let-7b
GTGAGTTCCAGGACAGCCAGGGCTATACA 1 19153 mmu-mir-706
TTCACAGTGGCTAAGTTCTGC 32597 1 mmu-mir-27b
TAGCACCATTTGAAATCA 15 2 mmu-mir-29b-2
TGAGGTAGTAGGTTGTATAGTTT 2680 2 mmu-let-7a-1
TCACAGTGGCTAAGTTCTGC 16 1 mmu-mir-27b
TTCACAGTGGCTAAGTTCTGCAC 25 1 mmu-mir-27b
CACAGTGGCTAAGTTCTG 5 1 mmu-mir-27b
AAAGTGCATGCGCTTTGGGACA 49 1 mmu-mir-350
GTGAAATGTTTAGGACCACTAG 223 1 mmu-mir-203
ATCTTTGCCGGTGACAGCA 4 1 mmu-mir-126
TTCACAGTGGCTAAGTTCTG 12686 1 mmu-mir-27b
TTTGGCAATGGTAGAACT 20 1 mmu-mir-182
CTAGCACCATTTGAAATCA 1 2 mmu-mir-29b-2
CCATTTGAAATCAGTGTTT 4 1 mmu-mir-29b-2
GGTAGTAGGTTGTATGGTT 10 2 mmu-let-7c-2
TGAGGTAGTAGGTTGTATAGTTTTA 1 1 mmu-let-7a-1
ATCACTAACTCCACTGCCATC 24 1 mmu-mir-34b
TTTGGCAATGGTAGAACTCACAC 2295 1 mmu-mir-182
AGTAGGTTGTATGGT 1 6 mmu-let-7c-2
TTCTAGCACTTAGCAGGTTGTATTATCATT 1 1 mmu-mir-374
TCAGGGCAGTGATGTTGCCCCTCCGAAGAT 1 1 mmu-let-7b
TGAGGTAGTAGGTTGTGTGGTTTCAGGGCA 7 1 mmu-let-7b
CTTAGCAGGTTGTATTATCAT 5 1 mmu-mir-374
GTGAAATGTTTAGGAC 1 3 mmu-mir-203
TCCTGTACTGAGCTGCCCCGAG 152 2 mmu-mir-486 mmu-mir-486
TGAGGTAGTAGGTTGTATGGTTTTGGGCT 1 1 mmu-let-7c-2
CTGGTTTCACATGGTGGCTTAGATT 7 1 mmu-mir-29b-2
TTAGCAGGTTGTATTATCATT 1 1 mmu-mir-374
TGAGGTAGTAGGTTGTATGGTTT 27795 2 mmu-let-7c-2
CCAACAATATCCTGGTGCTGA 2 1 mmu-mir-338
TCACAGTGGCTAAGTTC 1 4 mmu-mir-27b
ATCACTAACTCCACTGCCAT 1 1 mmu-mir-34b
AGAGCTTAGCTGATTGGT 5 1 mmu-mir-27b
ACTATACAATCTACTGTCTTTC 4 2 mmu-let-7a-1;mmu-let-7c-2
CTGGTTTCACATGGTGGCTTAGATTT 6 1 mmu-mir-29b-2
GAGGTAGTAGGTTGTATAGTT 103 2 mmu-let-7a-1
TAGTAGGTTGTATGGTT 24 3 mmu-let-7c-2
AGGCAGTGTAATTAGCTGATTGT 638 1 mmu-mir-34b
ATATAATACAACCTGCTAAGTG 316 1 mmu-mir-374
TGAGGTAGTAGGTTGTGTGGTTTCAG 5 1 mmu-let-7b
TGAGGTAGTAGGTTGTATAG 1312 2 mmu-let-7a-1
TGAAATGTTTAGGACCACTAG 130 1 mmu-mir-203
TGAGGTAGTAGGTTGTGT 94 1 mmu-let-7b
GAAATGTTTAGGACCACTAG 1 1 mmu-mir-203
AATCACTAACTCCACTGCCATCA 17 1 mmu-mir-34b
TTCAACAAAATCACTGATGCTGGAG 1 1 mmu-mir-338
CTTAGCAGGTTGTATTA 3 3 mmu-mir-374 mmu-mir-374
TAGGCAGTGTAATTAGCTGATTGTA 2 1 mmu-mir-34b
TAGCACCATTTGAAATCAGTGTTT 844 1 mmu-mir-29b-2
TCCAGCATCAGTGATTTTGTT 25 1 mmu-mir-338
TGAGGTAGTAGGTTGTATGGTTTTG 4 1 mmu-let-7c-2
CTGACTTCGGCCCCCATGTCAGCAGATGC 1 143 mmu-mir-680-1;mmu-mir-680-2
TCTTTGCCGGTGACAGCA 6 1 mmu-mir-126
TTAGGGTCACACCCACCACTGGGAGAT 6 1 mmu-let-7a-1
CTATACAATCTACTGTCTTTC 241 2 mmu-let-7a-1;mmu-let-7c-2
ATATAATACAACCTGCTAA 5 1 mmu-mir-374
ATAATACAACCTGCTAAGTGT 1 1 mmu-mir-374
TCCAGCATCAGTGATTTTGTTGA 10 1 mmu-mir-338
AGGTAGTAGGTTGTATAGTT 20 2 mmu-let-7a-1
TTCACAGTGGCTAAGTTCT 3140 1 mmu-mir-27b
TGTAACAGCAACTCCATGTGGAC 1 1 mmu-mir-194-1
TATAATACAACCTGCTAAGTG 3 1 mmu-mir-374
TGAGGTAGTAGGTTGTGTGGTTT 33456 1 mmu-let-7b
ATTATTACTTTTGGTACGCGC 1 1 mmu-mir-126
TGAGGTAGTAGGTTGTATAGTTTTAGGGT 9 1 mmu-let-7a-1
CTCGTACCGTGAGTAATAATG 4 1 mmu-mir-126
ATAATACAACCTGCTAAGTG 1 2 mmu-mir-374 mmu-mir-374
ACCGTGAGTAATAATGC 1 1 mmu-mir-126
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TAGCACCATTTGAAATCAGTG 352 2 mmu-mir-29b-2
CATTTGAAATCAGTG 1 22 mmu-mir-29b-2
GTGAAATGTTTAGGACCA 1 1 mmu-mir-203
TTGGCAATGGTAGAACTCACA 4 1 mmu-mir-182
TAGTAGGTTGTATAGTTTTAGGG 2 1 mmu-let-7a-1
TTCACAGTGGCTAAGT 4 3 mmu-mir-27b
AGCACCATTTGAAATCAGTGTT 102 2 mmu-mir-29b-2
CGGTCAGCAGCCCAGCGCCA 1 1 mmu-mir-126
TTCACAGTGGCTAAGTTCTGCA 617 1 mmu-mir-27b
TAGTAGGTTGTATAGT 13 2 mmu-let-7a-1
CATTATTACTTTTGGTAC 3 1 mmu-mir-126
ATCACTAACTCCACTGCCA 2 1 mmu-mir-34b
AGAGCTTAGCTGATTGGTGAACAGT 1 1 mmu-mir-27b
GAGGTAGTAGGTTGTGTGGTT 139 1 mmu-let-7b
AAAGTGCATGCGCTTTGGGAC 21 1 mmu-mir-350
TTAGGGTCACACCCACCACTGGGA 2 1 mmu-let-7a-1
GTAGTAGGTTGTATGGT 1 2 mmu-let-7c-2
CTATACAACCTACTGCCTTCC 43 1 mmu-let-7b
GTGAGTAATAATGCG 1 1 mmu-mir-126
GTTCACAGTGGCTAAGTT 2 2 mmu-mir-27b
TAGGCAGTGTAATTAGCTGATTGT 26 1 mmu-mir-34b
TTGGGCTCTGCCCCGCTCTGCGGT 2 1 mmu-let-7c-2
AGGTAGTAGGTTGTATAGT 4 2 mmu-let-7a-1
TGAGGTAGTAGGTTGTGTGGTTTC 299 1 mmu-let-7b
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Table S4: Solexa reads from wt and c-kit mutant ovaries matching mouse miRNAs
Read Sequence #cloned Read Sequence #cloned Read Sequence #cloned Read Sequence #cloned Read Sequence #cloned

TAGTAGTTTGTACAGT 2 AGTTGTGTGTGCATGTTCAT 1 TCGAGGAGCTCACAGT 1 TGTCTGGTAATGCCGT 3 TCCCTGAGACCCTAACT 1
GTTCACAGTGGCTAAGTTCCGC 3 TATGGCTTTTCATTCCTATG 1 TGAGAACTGAATTCCATGGGTT 7 CTATGCCAACATATTGCCATC 1 TATTGGGAACATTTTGCATAAA 1
GCTGTCTCGGAGCCTGGGGCA 1 TCAAGTAATCCAGGATAGG 6 ATCACATTGCCAGGGATTTCCA 5799 CATCCCTTGCATGGTGGAGGG 1 AATCAGCAAGTATACTGCCCTA 4
TAAAGTGCTGACAGTGCA 4 CTTTCAGTCGGATGTTTGCAGC 319 TTCAAGTAATCCAGGAT 3 AACATTCATTGTTGTCGGTGGGTTGT 27 GACCGATTTCTCCTGGTGTTCAGAGTC 1
CCTGAACTAGGGGTCTGGAGA 1 TAGTAGTTTGTGCTGTT 4 AATTCGTATCTAGGGGAAT 1 TGTGCAAATCTATGCAAAACTG 140 TCACAGCTCTGGTCCTTGGAGC 1
TCTACAGTGCACGTGTCT 2 CGGCTACTTCACAACACCAGGGC 1 GCAAAGCACAGGGCCTGCAGAGAGGTA 1 TAAAATGGGTTCCTAGGA 2 TGTAACGTTGTCTATATA 1
AGCTCGACTCATGGTTTGAACCATTACTTA 1 AGGGGTGCTATCTGTGATTGAGGGACAT 4 CATCGGGAATGTCGTGT 2 CCGGTGCGGAGAGCCGTTCGTCTTGGGAA 1 AGCAGCATTGTACAGGGCTATGAAA 177
AGCAGCATTGTACAGGGCTATGAAG 12 TTTCTTGGGACTCGGAAGC 1 TGTAAACATCCCCGACTG 1 CTAGATTGTGAGCTGCTGGAG 2 CAGTGCAATGGTATTGTCAAAGC 10
ATAGTAGACCGTATAGCGTAC 2 TGTCTGGTAATGCCG 1 AGTAATCCAGGATAGGC 4 TGAAAGGTGCCATACTATGTATA 1 AACATTCAACCTGTCGGTGAGTTTG 12
CTAGCACCATTTGAAATCGGTT 1 AGTAGTTTGTACAGTT 1 AGCACATCATGGTTT 2 CATTCAACGCTGTCGGTGAGTTT 2 TAAGGTGCATCTAGTGCAGA 82
CAATCACTAACTCCACTGCC 1 AAGTGCTGTTCGTGCAGGTAGT 1 TATTGCACTTGTCCCGGCCTG 41 TGAGGTAGTAGTTTGTACAGTT 524 CAAACCACACTGTGGTGTTAG 2
TTTCCTCATATCCATTCAGGAGT 1 GCACCATTTGAAATCAGTGTT 30 GCAGCGCCGAAGGAGCCTCGGTTGGCCCC 1 TAGGTAGTTTCATGTTGTTGG 179 TCTGCCTGTCTACACTTGCTGT 2
ACTTAGCAGGTTGTATTATCATT 1 CCCCCAGGTGTGATTCTGATTTGT 9 ACAAGTCAGGTTCTTGGGAC 47 AACATTCAACCTGTCGGTGAG 16 CACCCGTAGAACCGACCTTGCG 241
TGAGGGGCAGAGAGCGAGACTT 3 AGAGGTAGTAGGTTGCA 3 GCTGGTGTTGTGAATCAGGCCGT 3 CAGTGCAATGTTAAAAGGGCATC 5 AATCATACACGGTTGACCTAT 1
AGCGAGGTTGCCCTTTGTATATT 5 CCCTGAGACCCTAACTTGTGAG 1 CCCTGAGACCCTAACTTGTGAT 1 TATTGCACTTGTCCCGGCCTGA 24 TATTGCACTTGTCCCGGCCTGT 822
TAGGTAGTTTCATGTTGTTG 44 TTGTGCTTGATCTAACCATGTGGT 1 ATCCCTGAGTGTATGTGGTGA 6 TCCCTGAGGAGCCCTTTGAGCCT 823 CCCAGTGTTCAGACTACCTGTTCA 4
TTGCACTTGTCCCGGCCTGT 4 TTTGGCACTAGCACATTTTTGCTT 1 GTAGTAGGTTGTATAGTT 5 CGTGTATTTGACAAGCTGAGTTG 2 CATCGGGAATGTCGTGTCC 1
AGTAGGTTGTATAGTTA 1 AGTAGGTTGTATAGTTT 1 CTCGTGTCTTGTGTTGCAG 1 CCCAGTGTTCAGACTACCTGTT 918 AGGGACTTTCAGGGGCAGCTGTGT 2
AAACATTCGCGGTGCACTTCTTTT 1 TACGGTGAGCCTGTCATTATTC 1 TAATTGAATGGCGCCACTAGGGTTGTG 1 TATGTGCCTTTGGACTAC 1 TTGCACTTGTCCCGGCCTGTT 1
AAGAGGTAGTAGGTTGCATAGT 28 TGGTAGACTATGGAACGTAGG 16 TTGGCAGTGTCTTAGCTGGTTG 1 AGCAGCATTGTACAGGG 4 TGAGGTAGTAGATTGTATAGTTGT 2
CGTACCGTGAGTAATAATGCG 552 ACATTCATTGTTGTCGGTGGGT 1 GGCAGTGTCTTAGCTGGTTGT 1 TTTTGCGATGTGTTCCTAATATGTGCTATA 1 TTCAGCTCCTATATGATGCCTTT 1
TCGGTTATCATGGTACCGATG 1 CAAAGTGCTTACAGTGCAGGT 385 TCCCTGAGACCCTAACTTGTG 3514 ACAGTCTACAGCCATGGTC 2 TTCAAGTAATTCAGG 2
AACATGAAGCGCTGCAACAC 1 AACATTCATTGCTGTCGGTGGGT 193 GCTCGACTCATGGTTTGAAC 3 GCTATTTCACGACACCAGGGT 1 TCGGTTGGCCCCGGATAGCCG 1
AGTAGGTTGTATGGTT 2 ATGGCACTGGTAGAATTCACT 1 TGAGATGAAGCACTGTAGC 53 GCGCCGAAGGAGCCTCGGTTGGCCCCGGA 2 ACCCTGTAGAACCGAATTTGT 7
TGGAATGTAAAGAAGTATGTAT 37 AACACTGTCTGGTAAAGATGGC 6 TCGTACCGTGAGTAATAAT 23 GCACAGAAATATTGGC 2 CCCTGAGACCCTAACTTGTG 60
TGTGCAAATCTATGCAAAA 11 TGTAAACATCCTACACTCTCA 546 CAGCTTCTTTACAGTGTTGCCTTGT 16 TTGTGCTTGATCTAACCATGTGCTT 7 CAGTGCAATAGTATTGTCAAAGCA 15
CTCCCACATGCAGGGTTTGCA 10 TGGCTCAGTTCAGCAGGA 2 TGAATTACCGAAGGGCCATAA 2 CTATACGGCCTCCTAGCTTT 3 CAACGGAATCCCAAAAGCAGCT 263
CTGCCAATTCCATAGGTCA 1 ACAGGTGAGGTTCTTGGGAGCCT 1 AATGCCCCTAAAAATCC 1 TTTGGCACTAGCACATTTTTGC 2 TGATCTAGCCAAAGCCTGACTG 2
ACTGATTTCTTTTGGTGTTCAGAG 10 TGAGGTAGTAGGTTGTATGGTT 35877 AGGTAGTAGGTTGTGTGGTT 3 CCCCCAGGTGTGATTCTGATTT 2 CTAACACTGTCTGGTAAAGAT 2
TTCAAGTAATTCAGGATAGGTTG 87 TAGCACCATTTGAAATC 3 ATACTGCCTGGTAATGATGAC 7 CGTTACCATTACTGAGTT 1 TGTGAAAAGTAAGAAAGC 1
AGTAGTCTGCACATTGGT 2 GCTCTTTTCACATTGTGCTAC 1 TGTCAGTTTGTCAAATACCCCA 24 TCTCACACAGAAATCGCACCC 1 GGCTTCTTTACAGTGCTGCCTT 1
CACCATTTGAAATCAGTG 4 ACATTCAACGCTGTCGGTGAGTT 1 CTATACAATCTATTGCCTTCCC 1 AACATTCATTGCTGTCGGT 10 ATGTATGTGTGCATGTGCATGT 31
AACATTCAACCTGTCGGTGAGT 179 TGTAAACATCCTACACTCAG 50 TTGAGGTAGTAGGTTGTATGG 5 CTTGGTACATCTTTGAGTGA 3 TAGCTTATCAGACTGAT 68
TGTAAACATCCTCGA 3 CGAAGGAGCCTCGGTTGGCCCCGGATAG 1 TTATCAGAATCTCCAGGGGTA 18 CATGCCTTGAGTGTAGGACCGTT 28 GCACATTACACGGTCGACCTC 1
AATCACATTGCCAGGGATTACCA 3 TATACGACCTGCTGCCTTTCT 1 GCCTGCTGGGGTGGAAC 1 CTTGCGAGGTATGAGAAAAA 1 AGTGCACGTGTCTCCAGT 1
AACCGTGGCTTTCGATTGTTA 4 CTCGTACCGTGAGTAATAATGC 26 TAGCTTATCAGACTGATGTTGACTGTTG 6 TATGCAAGGGCAAGCTCTCTT 9 TGTGCAAATCCATGCAAAA 238
TGAGGTAGTAGGTTGTGTG 115 CACAGCTCCCATCTCAGAACA 5 ATCACTAACCACACAGCCAGG 1 GCTGGTTTCACATGGTGGCTTAGA 2 ACCGATTTCTCCTGGTGTTCAGA 12
CAGCTACATCTGGCTACTGGGTC 2 TTGGTGTACTGTGTGTGA 1 TGAGGTTGGTGTACTGTGTGTGAG 6 CAACCCTAGGAGGGGGTGCCATTCACATAG 2 CTGAAGCTCAGAGGGCTCTGATT 5
TGAGGTAGTAGGTTGTATGG 818 TTCCTATGCATATACTTC 2 AGAGCTTAGCTGATTGGTGAACA 2 TAATACTGCCTGGTAATGAT 513 CTAGACTGAGGCTCCTTG 1
TTTGTGACCTGGTCCACTAACC 2 CCACAGGGTAGAACCACGGA 10 TATTGCTTAAGAATACGCGTAGT 1 CTGTGCGTGTGACAGCGGCTGA 370 GTGCATTGTAGTTGCATTGCA 1
AATGCACCCGGGCAAGGATTT 1 TATTGGGAACATTTTGCATGC 18 CATTGCACTTGTCTCGGTCTGA 1343 TTTGAACCATCACTCGACTCCT 24 TAAACATCCTCGACTGGAAGC 3
AAACCGTTACCATTACTGAGT 6 AAACCGTTACCATTACTGAGTTTAGTA 5 CAGCTTCTTTACAGTGTTGCCT 4 TACCACAGGGTAGAACCACGGA 191 TAGCTTATCAGACTGATGTTGACT 1218
ATTCAAGTAATCCAGGATAG 1 CAGTGCAATGGTATTGTCAAAG 6 AATGTTGCTCGGTGAACCCCT 7 AACAAACATGGTGCACTTCTTT 11 GTGAAATGTTTAGGACCACTA 3
GTCCAGTTTTCCCAGGAATCC 955 AACTGGCCTACAAAGTCCC 9 TAATCCAGGATAGGCT 16 GATTCCTGGAAATACTGTTCTT 1 TTTGGCAATGGTAGAACTCA 1
CAAAGCACAGGGCCTGCAGAG 2 CCCTGGGCTGTAACCATGTTGTAGTGTG 2 CTATACAATCTACTGTCTTT 12 CAAATTCGTATCTAGGGGA 1 AACACACCCAGCTAACCTTTTT 7
ATTGGGAACATTTTGCATGC 4 CAGCTTCTTTACAGTGTTGCCTT 3 CAGTAGTCTGCACATTGGT 76 AAACATCCTCGACTGGAAGC 1 TGTAAACATCCTCGACTGGA 56
ACCGATTTCTCCTGGTGTTCA 1 CTGAGGTAGTAGTTTGTACAG 1 TCACATTGCCAGGGATTTCCA 56 GCGCCACTAGGGTTGTG 1 GCTCGACTCATGGTTTGAACCA 3
CTCCATTTGTTTTGATGATGGA 1 CCGTTACCATTACTGAGTT 1 CTGTCTCGGAGCCTGGGGCA 1 CTGGCTCAGTTCAGCAGGAACAG 1 TGAGAGATGCCATTCTATGTAG 1
AAGGTGCATCTAGTGCAGATAG 1 GGTCCGGTGCGGAGAGCCGTTCGTCTT 1 GTCTTAGCTGGTTGT 1 AAACCGTTACCATTACTGAGTTTAGTAA 1 CACATTGCCAGGGATTTCCA 3
ATCACAAGTCAGGTTCTTGGG 6 AGAGGTATAGCGCATGGGAAGAT 2 AGTTTTCCCAGGAATCC 3 TGCTGTTCGTGCAGGTAG 1 CAAGCTCGTGTCTGTGGGTC 13
AAGGAGCTCACAGTCTATTGAG 21 CCACAGGGTAGAACCACGGACA 22 CTTGTACTGCCCTGCTGATGGAT 1 TGAGAACTGAATTCCATAGGCTGT 113 TAAAGTGCTTATAGTGCAGG 35
CCCTGAGACCCTAACTTGTGA 343 GTAGTAGTTTGTGCTGT 1 TGAGGTAGTAGATTGTA 1 AATCACACAAAGGCAACTTTTGT 2 AAGTGCTGACAGTGCAGATA 1
ACAGATTCGATTCTAGGGGAA 1 TAGCACCATTTGAAATCGGT 23 CACCATTTGAAATCAGTGTT 7 GCTTCTTTACAGTGTTGCCTTG 1 TCCGAGCCTGGGTCTCCCTCTT 27
CAGTGTAGTTAGCTGATTGC 1 GGGTGCTATCTGTGATTGAGGGAC 1 TCGTACCGTGAGTAATAATG 100 CTCGTACCGTGAGTA 1 TAAAGTGCTGACAGTGCAGATA 364
TGTAAACATCCCCGACTGGA 22 AGCAATGTCAGCGGTGCCT 5 ATCACTAACCACACAGCCAG 1 AGCAGCATTGTACAGGGCTATGAAAGA 2 CTGAGACCCTAACTTGTG 3
CTTGGTACATCTTTGAGTG 1 GTGGATATTCCTTCTATGGTT 1 TAACACTGTCTGGTAACGA 31 TCCTGTACTGAGCTGCCCCG 5 TAGCACCATTTGAAAT 1
ACAGAGTTGTCATGTGTCT 1 TAATCCAGGATAGGC 3 CATTGCACTTGTCTCGGTCT 250 CCCGTAGATCCGATCTTGTG 5 AAGGGATTCTGATGTTGGTC 7
TTCACAGTGGCTAAGTTCCGC 6342 AACATTCAACGCTGTCGGTGAGTTTG 8 TGTGCCTTTGGACTACATCGTG 1 GCACTGAGATGGGAGTGGTGTAA 38 GCGCCGAAGGAGCCTCGGTTGGCCCCGGAT 3
CCCCCGCCGGGCGTCGGGACCGGGGTCCGG 1 TGTAAACATCCTCGACTG 4 CGGGGCAGCTCAGTACAGGAT 4 TAGGTTATCCGTGTTGCCTTCGCTTTAT 2 AGGTTACCCGAGCAACTTTGC 2
ACCAATATTATTGTGCTGC 2 ATTTGAAATCAGTGTTT 1 AAGTTGCCCGCGTGTTTTTC 1 CAATGTTAAAAGGGCA 1 CTCGTACCGTGAGTAAT 1
ATTCAACGCTGTCGGTGAGTTT 1 TGAGAACTGAATTCCATAGGCTG 28 ATCACATTGCCAGGGATTAC 654 CTGTGGGCCACCTAGTCACC 1 ATGCAGTCCACGGGCATATA 1
GCAGGCACAGACAGGCAG 1 GCTACATCTGGCTACTGGGT 1 AGAGGTAGTAGGTTGCATAGT 1770 TCGGTTGGCCCCGGATAGCCGGGT 1 TCTTTGGTTATCTAGCTGTATGA 2
CGTGTATTTGACAAGCTGAGTTGGACACT 9 TCACATTGCCAGGGATTTC 7 AAACCGTTACCATTACTGAGTTTAG 24 TTGTGCTTGATCTAACCATGT 1276 CCCAGTGTTCAGACTACCTGTTC 818
ATAAATTCACTCTAGTGCTT 1 TGCGGGGCTAGGGCTAACAGCA 59 TAAGGTGCATCTAGTG 1 CAAATTCGTATCTAGGGGAA 2 CAGTTATCACAGTGCTGATGCTGTCC 3
CTGCTGGGGTGGAACCTGGTT 1 CCCAGTGTTTAGACTACCTGT 39 TAGCTTATCAGACTGATGTTGACTG 1 CTATGCCAACATATTGCCATCT 1 CCTGAGGAGCCCTTTGAGCCT 1
TGACCGATTTCTCCTGGTGTT 18 CCTTGGCTCTAGACTGCTTACT 1 TACCACAGGGTAGAACCACG 29 TGCTTATAGTGCAGGTAGT 1 ACACTGTCTGGTAAAGATGGC 7
CACGCGGGAACCGAGTCCA 1 AGCAGCATTGTACAGGGCTA 102 AGGGGTGCTATCTGTGATTGAGGGACA 69 TCCCTGAGGAGCCCTTTGA 133 AGCTACATTGTCTGCTGGGT 2
GCAGTGTCTTAGCTGGTTGT 1 TAGGTAGTTTCATGTTGTTGGGAT 12 TCTGGCTCCGTGTCTTCACT 23 AGCTGGTGTTGTGAATCAGGCCGTT 1371 TCGAGGAGCTCACAGTCTAGTA 76
AGCAGCATTGTACAGGGCTATCAA 32 CATCACTCGACTCCT 1 TGAGGTAGTAGGTTGTATAGTTTA 7 TGAGGTAGTAGGTTGTATAGTTTT 20 TTAGCCGCTGAAATAGATGG 1
CCCAGTGTTTAGACTACCTGTTC 166 GTCCAGTTTTCCCAGGAATCCCTTG 1 AATGCACCTGGGCAAGGGTTC 43 AGCTTCTTTACAGTGCTGCCTTG 19 ATGTTGAAAAGGTGCAGGCCATACTGTG 1
ACAGGGTAGAACCACGGA 1 AGCTACATTGTCTGCTGGGTTT 93 CACTAGATTGTGAGCTGCTGG 2 GACCGATTTCTCCTGGTGTT 7 AACATCCTACACTCTCAGC 4
TATGGCTTTTCATTCCTATGTGA 13 CAAAACATGAAGCGCTGCAA 6 CCACTGCCCCAGGTGCTGCTGGG 1 AATGACACGATCACTCCCGTTGAGTGG 2 CCTGAGACCCTAACTTGTG 3
AGGTAGTTTCATGTTGTTGGG 1 CACATTACACGGTCGACCTCT 3 AAGGAGCTCACAGTCTATTGA 7 CCAAAGTGCTGTTCGTGCAGGTAG 2 AGGCAGTGTAATTAGCTGATTG 3
CAACGGAATCCCAAAAGCAG 54 AGAGGTAGTAGGTTGCATAGTTTTA 5 AGCAGCACAGAAATATTGGCA 2 TCCCTGAGGAGCCCTTTGAGCC 239 ACATTCAACCTGTCGGTGAGT 1
TAACACTGTCTGGTAAAGATG 1296 TGAGGTAGTAAGTTGTATT 1 TGAGGTAGTAGTTTGTA 2 TGAGGTAGTAGTTTGTG 30 CGGCGTCATGCAGGAGTTGATT 7
TGAGGTAGTAAGTTGTATTG 1 TGGGGAGAGCACCTCGCAGGCGACTACTTA 1 ATCACTAACCACACAGCCAGGT 9 CAGTGCAATGGTATTGTC 1 GGTAGTAGGTTGTATAGT 4
TGTTCTGGCAATACCTGTG 1 TAGAAGCAAAGTGATACTGGGGAGG 1 CTAACACTGTCTGGTAACGATGTT 3 CAAGGGTCACCCTCTGACTCTGT 1 GCAGCAGCAATTCATGTTTTG 1
GCCCCTGGGCCTATCCTAGAA 11 AATCCTTTGTCCCTGGGTGAAAATGC 64 CCCTGAGACCCTTTAACCTGTG 2 CCGCACTGTGGGTACTTGCTG 15 AACACTGTCTGGTAAAGATG 4
CGTCCTGAGGTTGTTGAGCTG 1 TGGGTCTTTGCGGGCAAGATGAGA 1 ACAAACATGGTGCACTTCTTT 1 CAAAGTGCTTACAGTG 3 TGAAACATACACGGGAAACCT 4
CTGTACAGCCTCCTAGCTTTCC 3 CCTCATCTGTCTGTTGGGCT 1 GTGAAATGTTTAGGACCACTAGA 5 TTTTGCGATGTGTTCCT 4 AAAAGCTGGGTTGAGAGGGCG 9
GCTGACAGTGCAGATA 1 AGAGGTAGTAGGTTGCATAGTTTTAG 1 CAAAGTGCTGTTCGTGCAGGTAG 2902 CCGGGGTCCGGTGCGGAGAGCCGTTC 1 TGGCTCAGTTCAGCAGGAACA 103
AAGGGATTCTGATGTTGGTCACACTC 91 AATCACTAACCACACAGCCAGGTA 3 CATCTTACCGGACAGTGCTGG 3 ACACACCCAGCTAACCTTTTT 1 AATCCTTGGAACCTAGGTGTGAATGCT 98
GGCTTCTTTACAGTGCTGCCTTG 12 CGTAGATCCGATCTTGTG 2 CAAAGTGCTGTTCGTG 1 CTGGGAGAAGGCTGTTTACTC 1 TGAATTACCGAAGGGCCATAAA 1
TCACATTGCCAGGGATTTCC 8 GTAAGTGCCTGCATGTATATGCGT 2 TTTGGCAATGGTAGAACTCACACC 2 ACTGCTGAGCTAGCACTTCCCG 2 ACAGCAGGCACAGACAGGC 2
TCCAGTTTTCCCAGGAATCC 4 CACAGGGTAGAACCACGGA 1 TAACACTGTCTGGTAACGATG 963 AGGTGCATCTAGTGCAGATAG 1 TAACACTGTCTGGTAACGATGTT 7558
AATCACTAACTCCACTGCCAT 12 CTAGCACCATCTGAAATCGGTTA 32 ATCGTAGAGGAAAATCCACGTT 6 ATTGGGAACATTTTGCATGCAT 27 CTAAAGGTACAGTACTGTGATAACTGAA 1
AGCTACATCTGGCTACTGGG 6 TCCCCCAGGTGTGATTCTGATTTGTT 1 AGCTACATCTGGCTACTGGGTC 18 GCCTGTCTACACTTGCTGT 1 TGAAGCTCAGAGGGCTCTGATT 1
AACATTCATTGTTGTCGGTGGGTT 89 AATCACTAACCACACAGCCAGGTAA 1 CCGTCTCAGTTACTTTATAGCC 1 TAAAGTGCTTATAGTGCA 4 TTATTGCTTAAGAATACGCGTAG 1
ATACTGCCGGGTAATGATG 3 CTCTAAGCCAAGTTTCAGTTCA 1 TTCACAGTGGCTAAGTTC 284 AGTGTTTCCTACTTTATG 3 AACATTCAACGCTGTCGGT 31
GTGTTCAGACTACCTGTTC 2 TCTACAGTGCACGTGTCTCC 26 AACACTGTCTGGTAACGATG 2 TGGCTCAGTTCAGCAGGAAC 111 AATCCTTGCTATCTGGGTGCTTAGTGCT 7
GTATGTGCCTTTGGACTACAT 28 TGTGCTTGATCTAACCATGTG 2 TCTCACACAGAAATCGCACCCGT 43 ATGAGGTAGTAGGTTGTATAGTT 11 AAACAAACATGGTGCACTTCT 1
TAGCAGCACATAATGGTTTGT 228 TGTAAACATCCTACACTCTCAG 284 GGCTCAGTAGCCAGTGTAGATCC 1 TCTGGCTCCGTGTCTTCACTCC 77 TCGGGGATCATCATGTCACGAG 1
AAGAGAGGTTATCCTTTGTGTGT 1 TAAGGCTCCTTCCTGTGCTTGCA 3 AAGAGGTAGTAGGTTGCATAGTTT 1 TAATCCTTGCTATCTGGGTGCTTAGT 2 TGTCTCGGAGCCTGGGGCA 4
TCCTTCATTCCACCGGAGTCTG 5 TAGGTAGTTTCCTGTTGTTGGG 280 AAAAGCTGGGTTGAGAGGGCGAAAA 39 CAGTGCAATGATGAAAGGG 1 AGTTCTTCAGTGGCAAGCTT 14
CCTCCCACATGCAGGGTTTGC 1 TACAGTATAGATGATGTA 3 ACATTGCCAGGGATTTCCA 2 CTGTAGATCCGAATTTGTG 2 AGCTGGTGTTGTGAATC 3
AGCTTCTTTACAGTGTTGCCTT 4 CCATCTTCCAGTGCAGTGTTGG 1 ATTCCTGGAAATACTGTTCTT 38 GTCCAGTTTTCCCAGG 6 TAAGGTGCATCTAGTGCAGATAGTGAAGTA 1
TAGTAGGTTGCATAGT 5 CCGGAGTCGGGAAAAGCTGGGTTGAGAGGG 1 TCGACAGCACGACACTGCCTTC 1 TAGGTAGTTTCATGTTGT 3 CTGTTGCCACTAACCTCAACCT 9
ATCACAAGTCAGGTTCTTGGGAC 12 TGAGGGTCTATGATACCACCCGGTACAGG 1 TTTCAGTCGGATGTTTGCAG 38 TAAGTCACTAGTGGTTCCGTTT 6 ACTGTACAGGCCACTGCCTTGC 3
TAGGTAGTTTCATGTTGTT 5 CTTTCAGTCGGATGTTTACA 110 TGGCTCAGTTCAGCAGGAACAG 362 TAATCCTTGCTATCTGGGTGCTT 1 TTCAAGTAATTCAGGATAGGTTGT 11
AATCCTTTGTCCCTGGGTGAAAATG 7 ACCATTTGAAATCAGTGTT 7 CAGCATTGTACAGGGCTATCA 1 TAGCTTATCAGACTGA 23 TGAGGTAGTAGGTTGTATGGT 7726
TAGCAGCGGGAACAGTACTGC 89 CATCCCTTGCATGGTGGA 1 TGAGTATTACATGGCCAATCT 1 CGTACCGTGAGTAATAATGCGC 3 GTAGTAGGTTGTGTGGTT 2
ATGACCTATGATTTGACAGAC 1 TCACATTGCCAGGGATTTCCAA 9 GAAAAGCTGGGTTGAGAGGGCGA 3 CCTGAACTAGGGGTCTGGAG 1 TAGCAGCGGGAACAGTACTGCAGT 61
CCGTAGATCCGATCTTGTG 2 CGCATCCCCTAGGGCATTGGTGTA 8 GAGGTAGTAGGTTGTATGGT 3 CTACATCTGGCTACTGGGTCTC 1 AATACTGCCTGGTAATGATGACG 2
AAAAGCTGGGTTGAGAGGG 2 TGACCTATGAATTGACAGCC 3 GTAAACATCCTCGACTGGAAGCT 8 TCCGGGGCTGAGTTCTGTGCAC 1 TTGGTCCCCTTCAACCAGCTGTAG 1
AATGACACGATCACTCCCGTTGAGTG 1 GCAGTGCAATGTTAAAAGGGCAT 1 TGGAGAGAAAGGCAGTTCCTGA 15 CCCCCAGGTGTGATTCTGATT 1 CAGCACACTGTGGTTTGT 2
AGGCAAGATGCTGGCATAGCT 13 AACATTCAACGCTGTCGGTG 49 ATGAGGTAGTAGATTGTATAGTT 6 TAGCAGCACATCATGGTTT 104 CCAAGATAAATTCACTCTAGTGCTT 1
ACTGCCCTGCTGATGGAT 1 TATGTAGTATGGTCCACATCTT 2 CGTGAGTGGCACACGCAGGGCAACTCGA 1 TTGCACTTGTCTCGGTCTGA 1 ACATTCAACGCTGTCGGTGA 2
CAAAGAATTCTCCTTTTGGGCTT 20 TCTCCCAACCCTTGTACCAGTGCTGTGC 1 TAGCAGCACATAATGGTTTG 1 TCAGTGCATGACAGAACTTGGG 101 CATCTTACTGGGCAGCATT 1
TTGGTCCCCTTCAACCAGCTGTA 2 AGTAGGTTGTGTGGTTT 1 TTATCAGAATCTCCAGGGGTAC 187 AAGGAGCTTACAATCTAG 17 GCTACATTGTCTGCTGGGTTT 1
CAGCAGCACACTGTGGTTTG 1 TGAGGTAGTAAGTTGTATTGT 24 GCTACTTCACAACACCAGGGC 19 AATGACACGATCACTCCCGTTGAG 5 TGCTGTTCGTGCAGGTAGT 2
CCAGTGTTCAGACTACCTGTTC 1 CAACAAATCACAGTCTGCCA 1 CTGAAGCTCAGAGGGCTCTGAT 11 AGAGGCTGGCCGTGATGAATTC 2 AGATCAGAAGGTGACTGTGGC 2
TCTCTGGGCCTGTGTCTTAGGCT 3 CTGTGCTGACGTTTGATTCTTGAGC 5 CTAACACTGTCTGGTAAAGATGG 1 TGAGGTTGGTGTACTGTGTGTGAGT 19 AAAACATGAAGCGCTGCAA 1
ATCATAGAGGAACATCCACTTT 5 GAACAGTGCCTTTCTGTGTAGG 1 TACTCAGTAAGGCATTGTTC 4 CTGGGTTGAGAGGGCGA 1 AATGGCGCCACTAGGGTT 2
AACATTCATTGCTGT 1 CACATCATGGTTTACA 1 CAGCTTCTTTACAGTGTTGC 2 TATCCCTGTGCTAGTTCCATGTT 1 CCGCACTGTGGGTACTTGC 3
CTGAGATGAAGCACTGTAGCTC 17 AATGCCCCTAAAAATCCTTAT 2 GCTCGACTCATGGTTTGAA 2 AGCACAGAAATATTGGCA 1 TTATCAGAATCTCCAGGGGTACT 18
CTCGGGGATCATCATGTCACGAGA 2 CCTGTGCTGACGTTTGATTCTTGAGCAG 1 CACGTAAATATTGGCG 12 TGAGCGCCTCGGCGACAGA 1 CAAGCTCGTGTCTGTGGGTCCGT 15
ATCATGATGGGCTCCTCGGTGTT 3 AAGCTGCCAGTTGAAGA 1 CTCGGGAGGGGCGGGAG 5 CAGTGCAATGTTAAAAGG 18 TCCTTCATTCCACCGGAG 1
TAGCAGCACGTAAATAT 1 GTAGTGTTTCCTACTTTAT 8 CCAGTGTTTAGACTACCTGTTC 1 TCTCGCTGGGGCCTCCA 83 GAGGTTGGTGTACTGTGTGTGA 12
TAACAGTCTACAGCCATGGT 17 TAGCAGCACATCATGGTTTACATACT 3 CGAATCATTATTTGCTGCTC 1 CAGCAGCAATTCATGTTTTG 260 TCGGTTGGCCCCGGATAGCCGGGTCCCCG 13
AATACTGCCGGGTAATGATGG 1 AGGTAGTAGGTTGCATAGT 1 CCCCTGGGCCTATCCTAGAA 4 CTGCACTTGGATTTCGTTCCC 3 ATCACAAGTCAGGTTCTTGG 4
CTGTACAGGCCACTGCCTTGCCA 8 AGCGCCTCGGCGACAGAGCCG 1 TACCCTGTAGATCCGAATTTGTG 204 CAGTGCAATGGTATTGTCAAAGCAT 29 GCTGACCCCTAGTCCAGTGCTT 4
TTTTCCCAGGAATCCCT 17 GTAAGTGCCTGCATGTATAT 1 GCACATCATGGTTTAC 3 AATTGCACGGTATCCATCTGTAA 1 ACCAATATTATTGTGCTGCTTT 12
TAGCTTATCAGACTGATGT 106 AAGGAGCTTACAATCTAGC 9 TACAGTACTGTGATAACT 1 CAGCGCCGAAGGAGCCTCGGTTGGCCCC 6 CGTCTTACCCAGCAGTGTTTGG 1
GGAGCTTACAATCTAGCTGG 2 TTGGGAACATTTTGCATGCAT 2 CAAGAGGGCCTTTCTG 1 CGAATGTTGCTCGGTGAACCCCTTT 1 AATCCTTGGAACCTAGGTGTGAA 9
TGCCTGTCTACACTTGCTGTG 80 TGAGGTAGGAGGTTGTATAGTTGAGGAAGA 1 TGGCTTTTTATTCCTATGTG 3 AGTTTTGCAGGTTTGCATCCAGCT 1 ATCATCGTCTCAAATGAGTCT 1
AGGAAGCCCTGGAGGGGCTGGAGGTGA 1 TAAAGTGCTTATAGTG 3 TTTTGCGATGTGTTCCTAATATGTG 2 AAGGGATTCTGATGTTGGTCACAC 3 TGCTATGCCAACATATTGCCA 71
CACTAGATTGTGAGCTGCTGGA 17 AGGCAAGATGCTGGCATAG 2 ATATAATACAACCTGCTAAGTGT 40 AATCCTTGGAACCTAGGTGTGAAT 27 GCAAAGCACAGGGCCTGCAGAGAGG 11
TATGGCTTTTTATTCCTATGTG 233 CCAGTGGGGCTGCTGTTAT 2 TCAGTGCATCACAGAACTTTG 37 TCGGATCCGTCTGAGCTTGG 3 TCAGACTGATGTTGAC 1
TCCTGACTCCAGGTCCTGTGT 27 AGTAGTTTGTGCTGTT 2 GCAGCATTGTACAGGGCTATGA 6 CTGCAGTGAGGGCACTTGTAGCATT 1 TTGTGACAGATTGATAACTGA 2
TAGCAGCACGTAAATATTGGC 1765 ACCGCACTGTGGGTACTTGCT 1 GTTCACAGTGGCTAAGTTCCG 1 TGCTTATAGTGCAGGTAG 1 TGTCACTCGGCTCGGCCCACTA 1
TGGCTCAGTTCAGCAGGAACAGG 2 TAGCAGCGGGAACAGTACTGCA 185 AGGCAGTGCATTGCTAGCTGGCTGT 2 GAGTATTGTTTCCACTGCCTGG 4 TACAGCAGGCACAGACAGGCAGT 264
GCCTGTCTACACTTGCTGTG 11 CCCATAAAGTAGAAAGCACTACTA 1 TTTGGCACTAGCACATTTTTG 2 AAAGTGCTGTTCGTGCAGGTAG 5 TCCTTCATTCCACCGGAGTCT 2
TGTGACAGATTGATAACTGA 26 ATCCCTGAGTGTATGTGGTGAA 2 ACCAATATTATTGTGCTGCT 3 CAGCATTGTACAGGGCT 1 AATGCCCCTAAAAATCCTTATT 1
TCACAGTGAACCGGTCTCTTTTT 1 GGAGCCTCGGTTGGCCCCGGATAGCCGGGT 1 GTACAGTACTGTGATAACTGA 8 TGAGGTAGTAGTTTGTGCTGTT 2258 TAACAGTCTCCAGTCACGGC 3
TATGTGCCTTTGGACTACAT 18 AGTGTTTCCTACTTTATGGATGA 13 TTCCCTTTGTCATCCTATGCC 89 TACCACAGGGTAGAACCACGG 93 CCAAAGTGCTGTTCGTGCAGGTAGT 1
AGCAGCACGTAAATATTGGC 3 ATCATAGAGGAACATCCACTT 3 GCACCATCTGAAATCGGTTA 2 CCATCCCACTCAGTCGTGCCC 8 TAACACTGTCTGGTAAAGAT 111
TAACACTGTCTGGTAAC 6 CTGTACAGGCCACTGCCTTGC 42 CTGTTGCCACTAACCTCAACC 26 TGAGGTAGTAGGTTGTGTGGT 3202 ATGAGGTAGTAGATTGTATAGT 1
TAGCACCATCTGAAATCGGTTA 691 ACAGCAGGCACAGACAGGCAG 19 TAATCCTTGCTATCTGGGTGCTTAGTGC 3 TAATGCCCCTAAAAATC 6 CTGTACCACCTTGTCGGA 7
AGCTGGTGTTGTGAATCAGGCCGTTG 9 TGATATGTTTGATATATTAGGTTG 38 AGGTAGTAGATTGTATAGTTT 1 TAATACTGTCTGGTAATGCCG 1846 CGCCGAAGGAGCCTCGGTTGGCCCCGGA 2
AATGACACGATCACTCCCGTTGAGT 80 TTTGGCAGTGTCTTAGCTGGTTGT 2 AGCAGCATTGTACAGGGCTATCAAAG 1 GAATGGCGCCACTAGGGTTGTG 1 TTGTGTCAATATGCGATGATGT 24
AACATTCGCGGTGCACTTCTTT 1 TTCTGCCATGGAAAACGTCAGCTGAAGA 2 TAGGTAGTTTCCTGTTGTTGGGA 56 GAGGTAGTAGGTTGTGTGGT 1 TGGCAGTGTCTTAGCTGGTTGTTGT 17
ACAAGCTTGTGTCTATAGGTAT 11 CGGTGCTGGTGGAGCAGTGAGCACGC 1 ACCACAGGGTAGAACCACGG 51 TTGTACAGGGCTATGA 3 AAGCTGCCAGTTGAAGAACT 147
AAGCCCTTACCCCAAAAAGC 12 AAGCCCTTACCCCAAAAAGT 1 AAGCTGCCAGTTGAAGAACTG 91 CAGTGGCTAAGTTCTGC 3 AAGGAGCTCACAGTCTATTGAGT 3
AATACTGCCTGGTAATGATGA 26 ACATCCTACACTCTCAGC 1 AACATTCAACGCTGTCGGTGAGTTT 2732 TCCAGTTTTCCCAGGAATCCCT 91 TGAGGTAGTAGTTTGTGCTGTTGGTCGG 1
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GCTGGTTTCATATGGTGGTTTAGATTT 2 AATACTGTCTGGTAATGCCG 2 TCCTGACTCCAGGTCCTGTGTG 3 TCAGTGCACTACAGAACTTTG 551 GCAGCAGCAATTCATGTTTTGG 1
TACAGCAGGCACAGACA 1 AAACCCGTAGATCCGATCTTGT 1 GCACACGCAGGGCAACTCGATTGCTGT 2 CTCGTGTCTTGTGTTGCAGCCG 4 AAGTAATCCAGGATAGGC 5
CTCGGGGATCATCATGTCAC 1 CAGTGCACTACAGAACTTTGT 1 ACATTCATTGCTGTCGGTGGGTTGA 1 TGCCATATCAACTCCTCTCTTCCCAAAAC 1 CTATACAATCTACTGTCTTTCCT 2
CAGTGCACTACAGAACTTTG 4 CTGTGAGGTGACTCTTGGTGT 1 TGCACTGAGATGGGAGTGGTGTAA 1 CTAGCACCATTTGAAATCAGTGT 206 AGGTAGGAGGTTGTATAGT 1
ACAAGTCAGGTTCTTGG 1 TTTGGTCCCCTTCAACCAGCT 6 GAAGTTGTTCGTGGTGGATT 1 TGAGGTAGTAGTTTGTACAG 14 TCTTTACAGTGTTGCCT 1
CAACGGAATCCCAAAAGCAGC 108 CATCAGTGATTTTGTTG 1 ACTCCATTTGTTTTGATGATG 4 AACCCGTAGATCCGAACTTG 4 TAATACTGCCTGGTAAT 4
TACTCAGTAAGGCATTGT 1 ATCGGGAATGTCGTGTCCGCC 1 CTAGACTGAGGCTCCTTGA 6 CTACAGTATAGATGATGTACT 5 TGAGGTAGTAGTTTGTGC 7
AGTTCTTCAGTGGCAAGCTTTA 314 TGCTGTGCGTGCGGAATCGACATCAAG 1 TACAGTACTGTGATAGCTG 1 AGAGCTTAGCTGATTGGTGAAC 2 CTACATTGTCTGCTGGGTTT 2
CAGTGCACTACAGAACTTTGTC 1 TTAGCCGCTGAAATAGATGGA 20 AATCACATTGCCAGGGATTACCAC 1 CTACTTCACAACACCAGGGC 1 CAGTGCAATAGTATTGT 1
TATGTAACATGGTCCACTAA 1 AATCCTTTGTCCCTGGGTGAAAATGCTATT 1 ACATTCAACGCTGTCGGTGAGT 13 CAAAGTGCTCATAGTGCAGGTAG 36 AAAACATGAAGCGCTGCAACA 7
AACAAATCACAGTCTGCCA 1 CAGTTCAGCAGGAAC 1 CAAGAGGGCCTTTCTGG 1 TTGGTCCCCTTCAACCAGCT 1 ACTGCAGTGAGGGCACTTGTAGC 18
TGGAATGTAAAGAAGTATGT 1 ACAAGCTTGTGTCTATAGGTA 1 AGTATTACATGGCCAATCTC 1 TACGTAGTATAGTGCTTTTCA 1 TCTACAGTGCACGTGTCTC 6
TCAACGCTGTCGGTGAGTT 1 ACCAAGATAAATTCACTCTAGTGCTT 1 AGGCAAGATGCTGGCATAGC 2 TGAGGTAGTAGTTTGTGCTGT 358 TAACACTGTCTGGTAAAGA 2
ATAGCTTATCAGACTGATGTT 2 CAAAGTGCTGTTCGTGCAGG 49 TAAGGTGCATCTAGTGCAGATA 316 CCTGAGACCCTAACTTGTGA 32 TTCAGCTCCTATATGATGCCT 2
CCCAGTGTTTAGACTAC 1 GAGGGTTGGGTGGAGGCTCTCC 2 AACCCGTAGATCCGAACTTGT 54 GCACTGAGATGGGAGTGGTGT 404 CCCACTCAGTCGTGCCC 2
TCCCCCAGGTGTGATTCTGATTTGTTT 6 TTTCAGTCGGATGTTTAC 1 TTTCCTCATATCCATTCAGGAG 2 CCGCACTGTGGGTACTTGCTGCT 2 AGCTTCTTTACAGTGTTGC 1
TACTGCCGGGTAATGATG 1 CAAAGTGCTGTTCGTGCAG 6 CAGTGGTTTTACCCTATGGTAGG 2 GGTAGTAGGTTGCATAGTT 7 GAATGTTGCTCGGTGAACCCC 1
TAGCAGCACAGAAATATTGG 3 CAAGTAATCCAGGATAGGC 7 CAGCGGGAACAGTACTGCAG 3 TACAGTAGTCTGCACATTGGTT 1267 AGCAGCATTGTACAGGGCTATGAAAG 1
ATACTGCATCAGGAACTGACTGGA 1 TAATACTGTCTGGTAATGCCGTC 2 TAACACTGTCTGGTAAAGATGG 2615 TGAGGTAGTAGGTTGTGTGGTTTCAGGG 1 TCAGTGCATCACAGAACTTTGTC 1
TAGCAGCACGTAAATATTGGCGTTA 17 TGAGGTAGTAGTTTGTGCT 12 AATCCTTGGAACCTAGGTGTGA 112 CAGTAGTCTGCACATTGGTT 597 TGTAAACATCCTACACTCTCAGCTG 1
TCAGCTCCTATATGATGCCT 2 TTGTGCTTGATCTAACCAT 7 TCAGCTGATCTGTGGCT 1 TGAGGTAGTAGTTTGTGCTGTTG 43 TTCACAAAGCCCATACACTTT 25
CGCATCCCCTAGGGCATTGGTGTAA 7 ACACTGTCTGGTAAAGATGG 2 CTGTGCGTGTGACAGC 2 GCACCATCTGAAATCGGTT 2 GGGGTTCCTGGGGATGGGA 1
TGTAGGGATGGAAGCCATGAAA 5 TGGAGAGAAAGGCAGTTCCTG 6 CATTATTACTTTTGGTACGC 781 ATACTGCATCAGGAACTGACTGG 2 CTGAGGTAGTAGTTTGTACAGT 9
TTAGGGTCATACCCCATCTTGGAGATAA 2 GTAAACATCCTTGACTGGAAGC 6 TCAGTTATCACAGTGCTGATG 59 CATTGCCAGGGATTTCCA 4 AGGAGGTTGTATAGTTG 1
AAGAGGTATAGCGCATGGGA 4 TTCCCTTTGTCATCCTATGCCTGA 7 TGCTATGCCAACATATTGCCATC 33 CAAAGCACAGGGCCTGCAGAGAGGT 48 TCGTGTCTTGTGTTGCAGCCGGAG 2
TAGTAGACCGTATAGCGTACGCTT 1 TAGCAGCACATAATGGTTTGTG 90 CCAGTGTTTAGACTACCTGT 1 CCTATGCATATACTTCTTT 1 TAGCAGCACAGAAATATTGGC 658
AACATTCAACGCTGTCGGTGAGTTTGGGA 1 CATCTTACCGGACAGTGCTGGAT 2 TCAGTGCACTACAGA 2 TCTGGCTCCGTGTCTTCACTC 39 TAGTAGGTTGTATAG 1
CTTTCAGTCAGATGTTTGCTG 8 TCCAGCATCAGTGATTTTGTTG 15 GTACAGTACTGTGATAGCTGA 4 TTTTCCCAGGAATCCC 3 CCATTTGAAATCAGTGTT 12
GGTTTTGTTTGGGTTTGTT 1 GTGTAGTTAGCTGATTGC 2 TGTCTTGCAGGCCGTCATG 4 TTTTGCGATGTGTTCCTAATAT 1592 TAACAGTCTACAGCCATGGTCG 82
TCCGTCTCAGTTACTTTATAG 2 TAGCTTATCAGACTGATGTTGACTGT 8 AGGTTGGTGTACTGTGTGTGA 1 CAGTTATCACAGTGCTGATG 10 CCGTCTCAGTTACTTTATAGC 2
CCGTCCTGAGGTTGTTGAGCTGT 38 TTCACAGTGGCTAAGTTCCG 309 ACCATCTGAAATCGGTT 1 TGTGTGTGTACATGTACAT 1 ATATACAAGGGCAAGCTCTCTGT 3
AAGAGGTAGTAGGTTGCATAG 3 ACAGTCTACAGCCATGGTCG 1 ACTGGCCTACAAAGTCCCA 1 TGTGCAAATCTATGCAAAACTGA 157 TAGATGTTGTCTCTTGCTATCCCTGTG 2
TGAGGTAGTAGATTGTATA 6 ACTGCAGTGCCAGCACTTCTTA 1 AGCAGCACAGAAATATTGGC 1 ATAGTTGTGTGTGGATGTGTGTAT 59 CACAGTGGCTAAGTTCTGCA 1
TAGCAGCACATCATGGTT 8 CTAGCACCATTTGAAATCAGTGTT 24 TAGCACCATTTGAAATCAGTGTTTTA 4 CCCAGTGTTCAGACTACCTGTTCAGGA 1 TACAGTACTGTGATAACTGA 21
AAAACATGAAGCGCTGCAACAC 3 CTGGCCCTCTCTGCCCTTCCG 5 GGTCAAGAGGCGCCTGGGA 3 GGTAGTTTCCTGTTGTTG 3 CTGGACTTGGAGTCAGAAGGCC 2
CACATTGCCAGGGATTACCAC 1 TAACAGTCTCCAGTCACGGCC 7 TGAGGTAGTAGATTGTATAGT 388 CAAGCTTGTGTCTATAGGTAT 20 AGCTGGTGTTGTGAATCAG 1
AAGCTCGGTCTGAGGCCCCTCAGT 2 TGAGGTAGGAGGTTGTAT 12 CAGTGGTTTTACCCTATGGTAGGT 2 TCCCTGAGGAGCCCTTTGAGCCTG 465 AACCCGTAGATCCGATCTT 2
CTTTCAGTCGGATGTTTAC 21 CTGACCTATGAATTGACAGCCA 57 AATCCTTTGTCCCTGGGTG 1 TATGGCTTTTTATTCCTATGT 51 AACATCCTACACTCTCAG 1
TTTCATTGATCTTGGTGTCCTCAAATTGA 1 CCAATATTGGCTGTGCTGCTCCA 1 TCCCTGAGGAGCCCTTTGAGC 801 CGCATCCCCTAGGGCATTGGTGT 439 GACCGATTTCTCCTGGTGTTCAGAGT 1
AAGCTGCCAGTTGAAGAAC 52 CAGCATTGTACAGGGCTATGA 47 TGGAGAGAAAGGCAGTTCCTGAT 3 GTAGAACCGAATTTGT 2 AGGTTGCCCTTGGTGAATTCGCTTTATTGA 1
CCCAGTGTTTAGACTACCTG 3 TGAAATGTTTAGGACCA 1 TATTGCACATTACTAAGTTGCAT 2 CAAAGTGCTTACAGTGCAG 22 TTAATGCTAATTGTGATAGG 1
GCACTGAGATGGGAGTGGTGTA 97 AACCCGTAGATCCGATCTTGT 315 CTGGGAGAGGGTTGTTTACTCC 1 AGTAGGTTGTATAGT 1 TTTGTGACCTGGTCCACTAACCC 1
CGGCGTCATGCAGGAGTTGAT 4 TTTCAGTCAGATGTTTGCTGC 13 GCCGAAGGAGCCTCGGTTGGCCCCGGATAG 1 TGAGACCCTAACTTGTGA 5 CCCTGAGGAGCCCTTTGAGC 2
GGCTTCTTTACAGTGCTGCCT 1 CACGCAGGGCAACTCGATTGCTG 1 TCTGGCTCCGTGTCTTCAC 3 AGGCAAGATGCTGGCATAGCTGT 10 GCAGTCCACGGGCATATACACTT 2
TATTGCACTTGTCCCGG 1 GTATGTGCCTTTGGACTACATCGT 1 CTATGCATATACTTCTT 1 TAGCACCATTTGAAATCAGTGTT 21723 AAACATGAAGCGCTGCAA 2
TTCAAGTAATCCAGGATAGGCT 31185 TTTGAACCATCACTCGACTCC 16 TCAGTTATCACAGTGCTGA 1 CTCGGTTGGCCCCGGATAGCCGGGTCCCCG 14 AGTAATTCAGGATAGGT 2
AGTGTTTCCTACTTTATGGAT 116 TATTGCACATTACTAAGTTGCA 13 AAAAGCTGGGTTGAGAGGGCGAA 30 TAAAGTGCTGACAGTGCAGATAGT 9 TTTCCTATGCATATACTTCTTT 203
CAAAGTGCTTACAGTGCAGGTA 134 GTTCAGACTACCTGTT 1 CAACAGCAGTCGATGGGCTGT 1 CATAAAGTAGAAAGCACTACTA 6 AATGGCGCCACTAGGGTTGTG 610
GAATGGCGCCACTAGGGTTGT 1 GGTAGTAGGTTGCATAGT 4 TAGTAGGTTGCATAGTT 12 TAGCAGCACAGAAATATTG 3 CCGTGAGTAATAATGC 1
CAGCAATTCATGTTTTGGA 4 GTTCTTCAGTGGCAAGCTTTA 2 TATTGCACTTGTCCCGGCCTGTT 63 AGGGTAGAACCACGGAC 1 TTTTGCGATGTGTTCCTAAT 133
TTTGCAGTATGTTCCTGAATAC 1 TGAGGTAGGAGGTTGTATAGTTGA 16 GGTAGTAGGTTGTATGGTTT 1 AAGAGGTAGTAGGTTGCATAGTT 22 CATTCAACGCTGTCGGTGAGT 1
CATTGCACTTGTCTCGGTC 18 GACCTTAGTCATGGGGGCTC 1 CCCAGTGTTCAGACTACCT 14 GCTGGTTTCATATGGTGGTTTAGAT 3 ACCGTGGCTTTCGATTGTT 2
TAATACTGCCTGGTAATG 10 CAGCAGCAATTCATGTTTTGG 355 TAGCACCATTTGAAATCAGTGT 13176 TAAGTGCCTGCATGTATATGCG 527 ATCACTAACTCCACTGCCATCA 26
TACAGTATAGATGATGTACTA 2 TAATCTCAGCTGGCAACTGTG 1 TGTAAACATCCTACACTCAGCTGTCATAC 1 TGAGGTAGTAGGTTGTATGGTTTAG 20 TAATACTGCCTGGTAATGATGACG 13
TCAAGAGCAATAACGAAAAATG 16 ATTGGGAACATTTTGCATAAA 1 CTAGCACCATCTGAAATCGGTTAT 4 TGTAAACATCCCCGACTGGAA 24 GCACCATTTGAAATCAGTGT 14
CTGTCTGGTAAAGATG 10 TGTAAACATCCTCGACTGGAAGCT 362 CACGGGTTAGGCTCTTGGGA 1 CAAGCTCGTTTCTATGGGTCT 2 CTATGCCAACATATTGCCAT 1
GGCAGTGTAATTAGCTGATTGTA 1 GCTGGTGTTGTGAATCAGG 2 TCCCTGAGGAGCCCTTTGAGCCTGGAG 2 CTTTCAGTCGGATGTTTGCAGCT 4 ACTGATTTCTTTTGGTGTTCA 12
AGGCAGTGCATTGCTAGCTGGCTGTT 4 CTAGGTATGGTCCCAGG 1 TCTCCCAACCCTTGTACCAGT 20 TTGGACTGTGAGGTGACTCTTGG 1 CCATCTTCCAGTGCAGTGTTGGA 1
TCCAGTTTTCCCAGGAATCCCTT 5 AACATTCATTGCTGTCGGTGGGTTGA 6 CAACGGAATCCCAAAAGCA 5 TTCACAAAGCCCATACACTTTCAC 33 CACATAGTGACGCAGGCAGTGCGACC 1
CTGAGACCCTAACTTGTGA 23 TGTAAACATCCTCGACTGGAAGC 1208 TTTCCCTGAGGAGCCCTTTGAGC 1 CTCCCACATGCAGGGTTTGC 3 TCGAGGAGCTCACAGTCTAG 39
TAATACTGCCTGGTAATGATGAC 2602 CCTCCCACACCCAAGGCTTGCA 20 TCCCTGTCCTCCAGGAGCTCAC 2 AGTTCTTCAGTGGCAAGCT 4 TCCAGCATCAGTGATTTTG 1
TGAGGTAGTAGTTTGTGCTG 31 ACAGTAGTCTGCACATTGGTTAG 18 AGCTGGTGTTGTGAATCAGGCCG 2005 TCAGCTCCTATATGATGCC 1 TTTGGTCCCCTTCAACCAGCTGTA 1
ATCCTTGGAACCTAGGTGTGA 1 CACTGAGATGGGAGTGGTGT 2 AGCGAGGTTGCCCTTTGTATAT 4 AATCCTTTGTCCCTGGGTGA 5 TAACACTGTCTGGTAAAG 7
GTATGTGCCTTTGGACTACATC 1 ACAGCAGGCACAGACAGG 1 ACTGGACTTGGAGTCAGAAG 19 CTCCCAACCCTTGTACCAGT 1 CAACGGAATCCCAAAAGCAGCTGT 341
GCTTACAGTGCAGGTAG 1 AAGCTGGGTTGAGAGGGCGA 3 CAGCACGTAAATATTGGC 1 ATTGCACTTGTCCCGGCCTGT 13 AGTAGTCTGCACATTGGTT 11
TGACCGATTTCTCCTGGTGTTCA 1 CGGGGTCCGGTGCGGAGAGCCGTTCGTCTT 2 TAGCACCATCTGAAATCGGTTAT 65 AATGGCGCCACTAGGGTTGTGCA 1 CTGGTACAGGCCTGGGGGATA 1
AAAGTGCTTATAGTGCAGGTAG 6 TGAGGTAGTAGGTTGTATGGTTTTGGG 1 AAAAGCTGGGTTGAGAGGGCGAAAAA 8 TGATATGTTTGATATATTAGGTTGTT 1 AACCCGTAGATCCGATCTTGTG 5068
TCAGGCTCAGTCCCCTCCCGATAA 1 TGAGGTAGTAGGTTG 3 TATGTGCCTTTGGACTACA 1 CCTAAGGTGAATTTTTTGGGA 1 GGTAGTAGGTTGTATAGTT 4
CCTTGGATGCTAAGATGGGGAT 1 AGCTCGACTCATGGTTTGA 1 ATTCCTAGAAATTGTTCACAAT 1 CTAATACTGCCGGGTAATGATG 22 TATGGCTTTTTATTCCTATG 16
TACAGTACTGTGATAGCTGA 5 CATTGCACTTGTCTCGGT 54 TGGCAGTGTCTTAGCTGGTTG 227 TTGAGGTAGTAGGTTGTATAGT 5 CCACTGCCCCAGGTGCTGCTG 5
ATAGCTTATCAGACTGATGTTG 130 TGAGGAGCCCTTTGAGCCT 1 TAGCACCATTTGAAATCGGTTAT 13 AAGGAGCTTACAATCTAGCT 3 TACTCAGTAAGGCATTGTTCT 6
AATCCCAAAAGCAGCTG 1 TTTGGTCCCCTTCAACCAG 4 TAGCAGCGGGAACAGT 2 TACTGCCTGGTAATGATGA 3 CTATACAACCTACTGCCTTC 13
AAACATGAAGCGCTGCAACAC 85 AAGGAGCCTCGGTTGGCCCCGGATAGCCGG 6 TCAGCCCATCCCACTCAGTCGTGCCC 1 TCCCTGAGACCCTTTAACC 3 GGTGCAGTGCTGCATCTCTGGT 11
TTCAAGTAATCCAGGATA 44 AGCTCGACTCATGGTTTGAAC 1 TAGTAGGTTGTATAGTTT 5 AATCGTACAGGGTCATCCACT 3 TGTCTTGCAGGCCGTCAT 3
AATCATTCACGGACAACACTT 2 GAGGGACTTTCAGGGGCAGCTGTG 1 TCGTGTCTTGTGTTGCAGC 1 AACGGAATCCCAAAAGCAGCTGT 9 ATACTGCATCAGGAACTGACTG 1
GTAGAACCGACCTTGC 1 CATGCCTTGAGTGTAGGACC 9 TAATACAACCTGCTAAGTG 1 CGTCCTGAGGTTGTTGAGCTGT 3 CTAATACTGTCTGGTAATGCCGT 2
GTGTTGTGAATCAGGCCG 1 TATGTAACATGGTCCACTAAC 4 TCGAGGAGCTCACAGTCTAGT 250 AAAGTGCATGCGCTTTGGGA 5 GAGGTAGTAGGTTGTATGGTT 37
TGCTGACCCCTAGTCCAGTG 2 TTCACAGTGGCTAAGTT 44 GCTTATCAGACTGATGTTGACT 3 ACAGTAGTCTGCACATT 2 TGTAAACATCCTACACTCAGCTG 17
GCTGGTGTTGTGAATCAGGC 3 ATACATACACGCACACATAAGA 2 AACACGGACACCGCAGGG 1 CTAACACTGTCTGGTAAAG 1 GAGACCTCTAGCATGGTGTTGTGGGAC 1
TTGTGCAAATCTATGCAAAACTG 15 AATGGCGCCACTAGGGTTGTGC 43 TCAGTGCATGACAGAACTTGG 955 CATTGTACAGGGCTATG 7 CAAGTAATCCAGGATAGG 1
TAATACTGCCTGGTAATGATG 3241 ATCATGATGGGCTCCTCGGTGT 14 TTAGGGTCACACCCACCACTGGGAGATAA 28 TAGGTTATCCGTGTTGCCTTC 28 TACCCTGTAGATCCGAATTTGT 152
TTAATGCTAATTGTGATAGGG 7 AAGGGATTCTGATGTTGGTCACA 8 CGGTGCGGAGAGCCG 1 ACAAACATGGTGCACTTCTTTT 1 TTTTGCGATGTGTTCCTAATATG 11
ACCATCGACCGTTGATTGTAC 2 ATGGCTTTTTATTCCTATGTGA 2 TCCCTGAGACCCTTTAACCTGT 102 TGGCAGTGTATTGTTAGCTGGT 37 CCCTGAGACCCTTTAACCTGTGA 3
GCTGGTTTCACATGGTGGCTTAGATTT 1 CTGTAGAACCGAATTTGTGT 2 TCCATCTTCCAGTGCAGTGTT 3 ACACGAGACTTTGCCTAG 1 TAAAGTGCTTATAGTGCAGGTAGTGTGTAG 2
AAGCAGTGCAATGATGAAAGGGCAT 1 AGGTGCAGTGCTGCATCTCTGG 7 TCCCTGAGACCCTAACTTG 39 ACTGATTTCTTTTGGTGTTCAGA 59 AATCACATTGCCAGGGATTA 1
TCCCTGAGACCCTAACTTGTGAG 1 AATCACATTGCCAGGGATTT 5 TCCCTGAGACCCTAACTTGTGAT 33 CAGTGCATGACAGAACTTGG 3 ATCTTACTGGGCAGCATTGGA 1
TAATGCCCCTAAAAATCC 2 TTCAAGTAATCCAGGATAGG 2778 AATACTGCCTGGTAATGATG 9 CTAACACTGTCTGGTAAAGATGGC 5 CTGTTGCCACTAACCTCAACCTT 3
AGGTTGTCTGTGATGAGTTCG 2 TCCAGTTTTCCCAGGAATC 2 TGTAAACATCCTCGACTGGAAGCTGT 2 CACTGCCCCAGGTGCTGCTGG 2 ATGTGCCTTTGGACTACATCGT 1
ATATACATACACACACCTACAC 6 TCAGTTATCACAGTGCTGATGC 173 AATGCACCCGGGCAAGGATTTGG 2 AGCTACATCTGGCTACTGGGTCTCTG 1 CCCCCAGGTGTGATTCTGATTTG 1
AAGGGATTCTGATGTTGGTCAC 4 TTTCCCAGGAATCCCTT 1 AAGCCCTTACCCCAAAAAGTAT 17 CGCATCCCCTAGGGCATTGGTGTAAA 6 CAGTGCAATGTTAAAAGGGC 188
TCAACAAAATCACTGATGCTGGAGT 11 TATTGCACATTACTAAGTTG 10 CCGTCCTGAGGTTGTTGA 1 AGCGCCGAAGGAGCCTCGGTTGGCCCCG 3 TAGCTTATCAGACTG 2
TGTAACAGCAACTCCATGTGGA 4 TGAGGGGCAGAGAGCGAGACTTTT 4 AACATGAAGCGCTGCAACA 1 CACAGCTCCCATCTCAGAACAA 9 TGTAAACATCCTACACTCAGCT 1817
ACCACAGGGTAGAACCACGGA 224 CCATCTGAAATCGGTTA 1 GCAGCACAGAAATATTGGCAT 1 AATGGCGCCACTAGGGTTGT 200 AGTTTTGTGTGCATGTGCAT 2
TTTGGCAGTGTCTTAGCTGGTTG 2 AGAGGTAGTAGGTTGCATA 27 ACCATTTGAAATCAGTG 1 CGGTGCGGAGAGCCGTTCGTCTTGGGAA 1 AACATTCGCGGTGCACTTCTTTT 1
GGTGCAGTGCTGCATCTCTGGTCAGTTGGG 7 AACATTCATTGCTGTCGGTGGGTTG 3 AACATTCATTGCTGTCGGTGGGTTT 453 TTCTTCAGTGGCAAGCTTTA 1 CTGGTTTCACATGGTGGCTTAG 3
CCCATAAAGTAGAAAGCACTA 6 CAGTCGGATGTTTACAGC 1 AATCACATTGCCAGGGATTTCC 4 TTTCAGTCGGATGTTTACAGC 17 CTGTGCAAATCCATGCAAAACTG 1
TGTAAACATCCTTGACTGGAAGCTGT 7 CCAATATTGGCTGTGCTGCTC 2 CTGCGCAAGCTACTGCCTTGCT 17 CGTACCGTGAGTAATAAT 1 CCGGTGCGGAGAGCCGTTCGTCTTGGG 1
CTATACGACCTGCTGC 1 TAACACTGTCTGGTAAAGATGGC 3961 CGGTTATCATGGTACCGATGCTG 1 CTATACGGCCTCCTAGCTTTCC 26 TGTCTCTCTCTGTGTCCTGC 1
CACTGGCTCAGTTCAGCAGGAACAG 1 TAATACTGCCGGGTAATGA 59 ATGACCTATGATTTGACAGACC 1 CACTGAGATGGGAGTGGTGTA 7 CTCGCTGGGGCCTCCA 7
TAGCAGCACATAATGGTTTGTGG 3 GTAAGTGCCTGCATGTATATGC 16 CATGCCTTGAGTGTAGGACCGT 246 AATACTGTCTGGTAATGCC 1 TAGTAGGTTGTATAGTT 37
TCCCTGAGGAGCCCTTTGAGCCTGG 10 AGCTACATTGTCTGCTGGGTT 12 GCAATGTTAAAAGGGCAT 1 TGTCAGTTTGTCAAATACC 2 ATGTCACTCGGCTCGGCCCACTACC 1
CAAGGAGCTCACAGTCTATTG 1 TAAGTTGCATGTTGTCACGGCCTCAAT 1 ACTGATTTCTTTTGGTGTTCAG 27 ACCCTGTAGAACCGAATTTGTGT 11 TTGAGGTAGTAGGTTGTATGGTT 25
AACATTCATTGTTGTCGGTGGGTTG 1 CATCCCACTCAGTCGTGCCC 52 TCCCCCAGGTGTGATTCTGATTT 8 TAACACTGTCTGGTAACGAT 132 CACACGAGACTTTGCCTAG 3
CATTATTACTTTTGGTACGCGCTGTGA 1 AAACATGAAGCGCTGCAACACC 5 TAGCAGCACATCATGGTTTACATACTACAG 3 CAGCTACATCTGGCTACTGGGTCT 1 TTTCCCAGGAATCCCT 19
CAACGGAATCCCAAAAGCAGCTG 572 GTAATCCAGGATAGGC 4 TGAGGTAGTAGGTTGTATAGTTTTAGG 1 ATCCCTGAGTGTATGTGGTGAACCTGAA 1 TGCAAATCTATGCAAAACTG 1
TATGTATGTGTGCATGTGCATGT 1 TAACACTGTCTGGTAACG 14 AATGTTGCTCGGTGAACC 1 AAGCTGCCAGTTGAAGAACTGTT 45 AATCCAGGATAGGCT 2
ATAGTAGACCGTATAGCGTACG 7 GTGCTGTTCGTGCAGGTAG 1 ACAGTAGTCTGCACATTGGTTA 88 GAGGTAGTAGGTTGCATAG 4 TAAGGCTCCTTCCTGTGCTT 5
AAGAGGTATAGCGCATGGGAAGA 2 CCTGACTCCAGGTCCTGTGTGT 1 AATCACTAACCACACAGCCAG 10 CGGGACCGGGGTCCGGTGCGGAGAGCCGT 2 TAAGGCTCCTTCCTGTGCTTG 1
AAGCTGCCAGTTGAAGAACTGT 1250 AAGTGCTTATAGTGCAGGTAG 12 CAGTTTTCCCAGGAATCCCTT 4 TTCCTATGCATATACTTCTTTGT 3 TTTCAGTCGGATGTTTGCAGCT 7
AGGGACTTTTGGGGGCAGATGTG 2 GGGTCCGGTGCGGAGAGCCGTTCGTCTT 1 ACCCGTAGATCCGATCTTGTG 6 GGTAGTAGGTTGTGTGGTTT 1 TGTGCAAATCCATGCAAA 3
CAATCATGTGTAGTGCCAATAT 2 GGCTTCTTTACAGTGCTGCCTTGTT 2 ACTCAGCCCATCCCACTCAGTCGTGCCC 3 CATCTTCCAGTGCAGTGTTGGA 26 ACAAATTCGTATCTAGGGGAAT 1
TCTGGCTCCGTGTCTTCACTCCC 59 TCAGGCTCAGTCCCCTCCCGA 8 CTGTAGATCCGAATTTGT 2 TAGCTTATCAGACTGATGTTG 18978 AGCTGCCAGTTGAAGAAC 1
CAAAGTGCTGTTCGTGCAGGT 529 TGATCTAGCCAAAGCCTGA 1 AAGTGCTGACAGTGCAGAT 1 AGCTACATCTGGCTACTGGGTCT 35 CAGCAGCAATTCATGTTTTGGAG 2
TTTTTCATTATTGCTCCTGAC 1 AGTTCCAGGACAGCCAGGGCTATACAGAGA 1 AATCACATTGCCAGGGATTAC 5 TCAGTGCATCACAGAACTTTGT 56 ACAAATTCGTATCTAGGGGAA 2
GGCAGTGTCTTAGCTGGTTGTT 1 TAGTAGGTTGTATGGTTT 2 AGCTACATCTGGCTACTGGGT 40 TCTCTGGGCCTGTGTCTTAGG 8 TAGTAGATTGTATAGTT 2
CTAGCACCATTTGAAATCAGT 9 AATGCACCTGGGCAAGGGTTCA 8 CGGTGCTGGTGGAGCAGTGAGCACGCCAT 1 TACAGTATAGATGATGTACT 19 ATCTCGCTGGGGCCTCCA 131
ACTGTGCGTGTGACAGCGGCTGAT 2 GCTTATCAGACTGATGTTGA 68 TGTAGTGTTTCCTACTTT 2 TGAGGTAGTAGGTTGTATGGTTTTGG 1 CGCTCGGCGGGGTCCCCGCGTCGTC 1
CAAAGCACAGGGCCTGCAGAGAGG 8 CTATACGGCCTCCTAGCTTTC 8 CCTGGTACAGGCCTGGGGGAT 1 TTCACCAATCAGCTAAGCTCTGC 1 AGCTTATCAGACTGATGTTG 5
TGATCTAGCCAAAGCCTGACTGT 7 CCTGTTCTTGATTACTTGTTTC 3 AGGGGTGCTATCTGTGATTGAGG 16 TAGCTTATCAGACTGATGTTGA 46488 TGTAAACATCCCCGACTGGAAG 69
AACATAGAGGAAATTTCACGT 4 CCGTGTATTTGACAAGCTGAGTTGGACA 1 TATGTGCCTTTGGACTACATC 8 ATTGGGGATGCTTTGCAT 3 CTATACAGTCTACTGTCTTTCC 1
ACTGCAGTGAGGGCACTTGTA 7 AAGTGCTTACAGTGCAGGTAGT 1 AACATTCATTGCTGTCGGTGGGTTGAAC 2 AATACTGCCGGGTAATGATGGA 2 TTTTTCATTATTGCTCCTGA 1
TTGCCCTTGGTGAATTC 1 AGAGGTATAGCGCATGGGAA 3 TCTACAGTGCACGTGTCTCCAG 47 TGAGGTAGTAGGTTGTATGGTTTAGAGTTA 1 AGGAGCTTACAATCTAGCTGGG 3
CAGTGCAATAGTATTGTCAAAG 289 TTCAAGTAATTCAGGATAGGTT 7618 ATCATGATGGGCTCCTCGGTG 1 TCCATCTTCCAGTGCAGT 1 ATTGGGGATGCTTTGCATTCA 14
TACTCAGTAAGGCATTGTT 1 TAAGGTGCATCTAGTGCAGATAG 573 AGGTAGTAGGTTGTATGGTT 8 TGTCTTGCAGGCCGTCATGC 4 TTTTGCAGGTTTGCATCCAGC 1
ACGTAAATATTGGCG 2 GGTGCAGTGCTGCATCTCTGG 17 TGAAACATACACGGGAAACCTCTT 4 AAACCGTTACCATTACTGAGTTT 25 GCTCCTGACTCCAGGTCCTGTGT 1
CCCTGAGACCCTAACTTGTGAGG 3 TGTCTGCCCGAGTGCCTGCCTCT 4 TAGCAGCACATCATGGTTTAC 2534 CCTCTGGGCCCTTCCTCCAG 2 AGTCTGCACATTGGTTA 1
TCACAGTGAACCGGTCTCTTTT 10 TCCCTTAGGGTTAGAGTGCACTGAAG 1 AACCCGTAGATCCGATCTTG 22 CTTTTTGCGGTCTGGGCTTGC 62 ACGGGTTAGGCTCTTGGGAGC 1
TTCACAAAGCCCATACA 1 CACCCGTAGAACCGACCTTGC 193 TTGTGCAAATCTATGCAAAACTGA 8 ATACTGTCTGGTAATGCCGT 2 TATACATACACACACCTACAC 3
TGTGCATGTGTGTATAGTTGTGT 1 AACAAATCACAGTCTGCCATA 3 AGTACTGTGATAGCTGA 1 GTTTCCTACTTTATGGA 1 TAATCTCAGCTGGCAACTGTGA 1
AATCGTACAGGGTCATCCACTT 17 AGTGGGGAACCCTTCCATGAGGA 1 AGCGCCGAAGGAGCCTCGGTTGGCCCCGGA 69 CAAGCTCGTTTCTATGGGTCTGT 1 GCAGCAGCAATTCATGTTTTGGA 2
CGCATCCCCTAGGGCATTGGT 9 AATCACATTGCCAGGGATTTCCAA 5 TGAGGGGCAGAGAGCGAGACT 2 TAATACTGTCTGGTAATGCCGT 3023 CTTATAGTGCAGGTAG 4
GCAGTCCACGGGCATATACACT 30 CAATCACTAACTCCACTGCCA 1 TAGGTAGTTTCCTGTTGTTGGGATCC 2 AGCAGCACATCATGGTTTAC 1 CAACGGAATCCCAAAAGC 1
TTTGTGACGAAACAAACATGGTGCACTT 1 CAGTGCAATGATGAAAGGGCA 7 CTGCCGGGTAATGATGG 2 TCTCCCAACCCTTGTACCA 2 GTTCTTCAGTGGCAAGCTTT 1
CATTGTCTGCTGGGTTT 1 TAATACTGCCTGGTAATGA 101 AACCCGTAGATCCGATCTTGTGG 1 AAGGTGCAGGCCATACTGTGCTGCCTCA 1 TTTCAGTCGGATGTTTGCAGC 79
GTGCCTTTGGACTACATCGT 1 TAGCAATGTCAGCGGTGCCT 1 TGTAGTGTTTCCTACTTTATG 792 CTCGAGGAGCTCACAGTCTAGTAT 1 CAAAACATGAAGCGCTGCAAC 31
TAATGCCCCTAAAAATCCT 13 GGTGCAGTGCTGCATCTCTG 1 TAGTGCTGGTGATGCTCAGCGCCGCGGAGG 2 CTGAACCTACCTGCTTGGGAC 1 TCAGTGCACTACAGAACTTTGTCT 18
TAGCACCATTTGAAATCGGTT 231 CCTGAGACCCTTTAACCTGTGA 3 TTCAAGTAATTCAGGA 1 ACTGCCTGGTAATGATGAC 2 TATGTATGTGTGCATGTGCAT 2
TGCTGACCCCTAGTCCAGTGCT 31 TTTCAGTCAGATGTTTGCTG 1 TTTGGCACTAGCACATTTTTGCT 15 TGAGAACTGAATTCCATAGGCT 1 GCTTTCAGTCGGATGTTTACAG 2
ATCACATTGCCAGGGATTTCC 1071 AGCTTCTTTACAGTGTTGCCTTGT 5 AATCCTTGCTATCTGGGTGCTTAGTGC 79 GTAAACATCCTACACTCTCAGCT 1 AGTGCAATGTTAAAAGGGC 1
CTGTCTGGTAAAGATGG 9 ACAGTGGCTAAGTTCTGC 1 AAGGAGCTTACAATCTAGCTGG 799 CATTGCTGTCGGTGGGTT 1 CATTGTACAGGGCTATCA 1
GTAGTCTGCACATTGGTT 2 TGAGAACTGAATTCCATGGGTTA 5 CTCCCACCTTGTCCTCACG 2 ATGTATGTGTGCATGTGCAT 2 TACAGTAGTCTGCACATTG 1
GTAGTGTTTCCTACTTTATG 72 TCTCCCAACCCTTGTACCAGTG 153 TGAAACATACACGGGAAACCTCT 19 GTACAGTACTGTGATAGCTGAAG 1 CCAGTGTTCAGACTACCTGTT 2
ACAAGTCAGGTTCTTGGG 2 GCTTATAGTGCAGGTAGT 4 TAGGTTGTGTGGTTTCAGGGCAGTGA 1 GCTCGACTCATGGTTTGA 1 TGAGCGCCTCGGCGACAGAGCCG 2
AGAGATGCCATTCTATGTAG 1 TTATTACTTTTGGTACGC 2 CATAAAGTAGAAAGCACTAC 9 TTTCAGTCGGATGTTTGC 1 TCGAGGAGCTCACAGTCTAGTAT 30
CATCTGAAATCGGTTA 2 GGTCAAGAGGCGCCTGGGAA 8 TCCGGTTCTCAGGGCTCCACC 1 GTGTTTGTCCGAGGAGG 1 TGTCTTGCAGGCCGTCATGCAG 4
CTGTGCGTGTGACAGCGGCT 44 ATCCCACTCAGTCGTGCCC 70 AACATTCATTGCTGTCGGTGGGTTGAA 1 AGGCAGTGTAGTTAGCTGATTG 19 AGCTTCTTTACAGTGCTGCCTTGT 3
TAGCTTATCAGACTGATGTTGACTGTTGAA 3 GTTTTCCCAGGAATCC 1 TAGGCAGTGTAATTAGCTGATTG 6 ATGTATGTGTGCATGAACATGTG 1 CTTAGCAGGTTGTATTATCATT 19
GTAGATCCGATCTTGTG 1 TTTGGCAATGGTAGAACTCACACCG 17 TGTGCAAATCCATGCAAAACTG 4261 CTTCCAGTGCAGTGTTGG 1 TAGGTAGTTTCATGTTGTTGGGA 132
TAGGTAGTTTCATGTTGTTGGGC 1 GCAAAGCACAGGGCCTGCAGAGA 8 CAGGCACAGACAGGCAG 2 AGCTACATCTGGCTACTGGGTCTC 18 TAGTAGACCGTATAGCGTACG 26
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TGCCATCAGAAGACTGAAGGAACTGAAAGA 1 CAGTAGTCTGCACATTGGTTA 135 AAACAAACATGGTGCACTTCTT 16 AGCATTGTACAGGGCTATGA 3 CATTGCACTTGTCTCGGTCTGAC 2
CTAGCACCATCTGAAATCGGTT 242 AATATAACACAGATGGCCTGT 10 TGAGGTAGTAGATTGTATAGTTTT 1 AGCTGCCAGTTGAAGAACTGT 7 CGGTGCTGGTGGAGCAGTGAGCACG 3
GGCTCAGTTCAGCAGGAACAG 1 TTTGGTCCCCTTCAACCAGCTG 29 TGAGGTAGTAGATTGTATAGTTGTGGGGTA 1 ACAAGAGGGCCTTTCTGG 8 CAAATTCGTATCTAGGGGAAT 41
AATAATACATGGTTGATCTT 1 CCCGGAGTCGGGAAAAGCTGGGTTGAGAG 1 CCCTGAGACCCTAACTTGT 2 AATGACACGATCACTCCCGTTGAGTGGG 1 GCTGGGGTGGAACCTGGTTTGT 2
CTGCCTGGTAATGATGA 3 TAGTAGGTTGTATGG 1 TCCCTGAGACCCTTTAACCTGTG 607 TAGCAGCGGGAACAGTACTGCAG 197 TGTACTGCCCTGCTGATGGAT 2
TGCGGGGCTAGGGCTAACAGC 5 TAAGTGCCTGCATGTATATGC 159 ATGGTTGACCATAGAACATGC 1 CACAGTGGCTAAGTTCTGC 1 AGATAACTATACAACCTACTGCCTTC 1
CTTTGTCCCTGGGTGAAAATGC 1 AAGGGATTCTGATGTTGGTCACACT 211 CCTGCCGCGCCCCCCGGGC 1 TAAGGTGCATCTAGTGCAGATAGTGA 2 AACGGAATCCCAAAAGCAGCTG 4
CATTATTACTTTTGGTACGCGCTGTGACA 1 CCGAAGGAGCCTCGGTTGGCCC 1 CTGGTTTCACATGGTGGCTTAGA 12 TCCATCTTCCAGTGCAGTGTTGGA 4 TGATATGTTTGATATATTAGGT 78
CATTGCACTTGTCTCG 1 CAAAGTGCTTACAGTGCA 3 GTACAGTACTGTGATAGCTGAA 2 ATACAACCTGCTAAGTG 1 AAGTGCCTGCATGTATATGC 1
CCATTTGAAATCAGTGT 5 ATGAAGCACTGTAGCTCAGGA 1 AAGGAGCCTCGGTTGGCCCCGGATAGCC 2 GTAAGTGCCTGCATGTATATG 2 GGTAGTAGGTTGTGTGGTT 2
TGGCAGTGTCTTAGCTGGTTGTTG 8 ATAGGTTATCCGTGTTGCCTTCG 1 ACATTCATTGCTGTCGGTGGGT 7 CAAAGTGCTTACAGTGCAGGTAGTG 1 ATACTGCCGGGTAATGATGGA 10
TATGTAACATGGTCCACTAACT 1 TGGCCATGCACCCGTGTCTCGGTGC 1 TCCCTGTCCTCCAGGAGCT 3 TTCCCTTTGTCATCCTATGC 88 TATTGCACTTGTCCCGGCCTGTTGA 1
ATTCAACGCTGTCGGTGAGT 2 GTAGGTTGCATAGTT 1 TGGAAGACTAGTGATTTTGTTG 1 GTACTGCCCTGCTGATGGAT 2 TCGTACCGTGAGTAATAATGC 656
TACAGTAGTCTGCACATTGGTTAG 1 TGAGGTAGTAGATTGTATAGTTG 26 TGAGGTAGTAGATTGTATAGTTT 104 AGGGGTGCTATCTGTGATTGAGGG 17 TCTTTGGTTATCTAGCTGTAT 5
AACTGGCCTACAAAGTC 1 CTCGGGGATCATCATGTCACGA 237 TAATCCTTGCTATCTGGGTGCTTAGTG 1 TGGCTCCGTGTCTTCACTCCC 1 GCGCCGAAGGAGCCTCGGTTGGCCCCGG 1
GTAGTGTTTCCTACTTTATGGATG 2 TTCAAGTAATTCAGGATAG 42 AATAATACATGGTTGATCTTTT 3 TTTGTTCGTTCGGCTCGCGTGA 117 GGGTGCTATCTGTGATTGAGGGACA 1
CTTTCAGTCGGATGTTTGC 21 CTACACTGCCGGCCTCTGGG 2 CAACAAATCACAGTCTGCCATAT 3 AACATTCAACGCTGTCGGTGA 366 TCCGTCTCAGTTACTTTATAGCC 42
ATCACATTGCCAGGGATTTCCAAC 3 AGCTTCTTTACAGTGTTGCCT 7 TGTGACAGATTGATAACTGAAAG 16 AACACACCCAGCTAACCTTT 1 TAACACTGTCTGGTAACGATGT 3654
CATTATTACTTTTGGTACGCGCT 5 TGTGCAAATCCATGCAAAACTGATT 6 CGTACCGTGAGTAATAATGC 235 TAAAGTGCTGACAGTGC 1 TAGGTAGTTTCCTGTTGTTGG 189
TGTGCGTGTGACAGCGGCTGA 1 TGAGGTAGTAGATTGTATAG 188 ACACTGTCTGGTAACGATGT 1 CTAGACTGAGGCTCCTTGAGGA 15 GAGGTAGTAGGTTGCATA 1
ATCGTACAGGGTCATCCACTT 1 GTTGAGGTAGTAGGTTGTATGGT 3 TGCAAATCCATGCAAAACTGA 1 GTTTTGTGTGCATGTGCATG 1 ATGAAGCGCTGCAAC 1
TGCCTGTCTACACTTGCTGT 10 GTAGAACCGAATTTGTG 1 AGTAGGTTGCATAGTTT 3 TAGCACCATCTGAAATCGG 6 TATGTGGGACGGTAAACCGCT 1
TGAGAACTGAATTCCATAGGC 2 ATCACATTGCCAGGGATTACCA 2852 GTTGAAAAGGTGCAGGCCATACTGTGCTG 1 GTGAAATGTTTAGGACCAC 1 TCCATCTTCCAGTGCAGTGTTGG 36
TTCAAGTAATCCAGGATAG 507 TAGTAGGTTGTGTGGTTT 1 AACACTGTCTGGTAAAGATGGCC 3 GTAAGTCTGGGTCTTCCACATGGGCA 1 GTCCAGTTTTCCCAGGAAT 73
TATGGCACTGGTAGAATTCACTG 1 ATTGCACTTGTCCCGGC 1 AATCATTCACGGACAACACTTT 4 TAAAGTGCTGACAGTGCAGA 71 AGGTTGCCCATGGTGTGTTCATTTTATTTA 1
CTATACAATCTATTGCCTTC 7 GTCCGGTGCGGAGAGCCGTTCGTCTTGGGA 5 TAAGGCACGCGGTGAATGC 1 CCGCACTGTGGGTACTTGCTGC 44 TCAAGTAATCCAGGATAGGCTG 1
ACCGTGGCTTTCGATTGTTACT 58 AGTAGGTTGCATAGTT 8 GTATGTGCCTTTGGACTACATCG 10 TGTCACTCGGCTCGGCCCACTAC 1 AGAGGTAGTAGGTTGCATAGTTT 568
CGTGTCTTGTGTTGCAGCCGGA 3 CCGTCTCAGTTACTTTATAGCCA 1 CTGTGCTGACGTTTGATTCTTGAGCAG 3 TGAGCGCCTCGGCGACA 1 TAGCAGCGGGAACAGTACTGCAGTG 1
TCGTACCGTGAGTAATAATGCGC 2 TGACCGATTTCTCCTGGTGTTC 3 GTTGGCCCCGGATAGCCGGGTCCCCGTCCG 1 TAGGAGGTTGTATAGTT 2 TGAGGTTGGTGTACTGTGTGTG 129
CTGTAACCATGTTGTAGTGTG 1 ACTGCAGTGCCAGCACTTCTT 1 TGTGACAGATTGATAACTGAAA 7 CACTGAGATGGGAGTGGTGTAA 5 TCCCTGAGGAGCCCTTTGAG 397
TAGCAGCGGGAACAGTACTGCAGTGAGT 1 TATGCAAGGGCAAGCTCTCT 2 TAAACATCCCCGACTGGAAGC 1 ATACTGCCGGGTAATGA 1 CGCCGAAGGAGCCTCGGTTGGCCCCGGATA 7
CAGTGTCTTAGCTGGTTGT 1 GGGGGTCCCCGGTGCTCGGATCT 1 GCAGTCCACGGGCATATACAC 4 TGTAAACATCCTCGACTGG 57 TTAAGACTTGCAGTGATGTT 1
CTAATACTGCCGGGTAATGAT 10 TTGTCTCCAGAGCATTCCA 1 CCGTCCTGAGGTTGTTG 1 TCTCCCAACCCTTGTACCAG 3 AGGAGCTTACAATCTAGCTGG 1
TGAGCGCCTCGGCGACAGAG 2 TACCCTGTAGAACCGAATTT 1 TGCTATGCCAACATATTG 1 TAGCACCATCTGAAATC 4 TGGGTCTTTGCGGGCAAGATG 1
TCACAGTGAACCGGTCTCTT 5 TCCTGTACTGAGCTGCCCC 1 AGGTAGTAGATTGTATAGTTGTGGGGTAGT 1 TCCCTGAGACCCTTTAACCTGTGA 418 CACATCTGCACATGCTGGGG 1
TTCCTATGCATATACTT 7 GTACAGTACTGTGATAACT 1 AACATTCATTGCTGTCGGTGG 48 AAGGAGCTTACAATCTAGCTGGGG 2 AATTCAGGATAGGTT 1
ATCACATTGCCAGGGATTACCACG 11 AAACATCCCCGACTGGAAGC 1 AAACAAACATGGTGCACTTC 1 TGCCGGGTAATGATGG 1 CAGTCCACGGGCATATACACT 3
CTGGCCCTCTCTGCCCTTCCGT 22 GTGCTTATAGTGCAGGTAG 1 TTTCCTCATATCCATTCAGGA 1 TATGCAAGGGCAAGCTCTCTTC 24 TAAAGTGCTTATAGTGCAG 22
TAGGTAGTTTCCTGTTGTTG 74 CTCTACAACCTTAGGACTTGCA 1 CATCTTCCAGTGCAGTGTTGGAT 1 AAGTAATTCAGGATAGGT 2 GAGGTAGTAGTTTGTGCTGTT 2
TCCCCCAGGTGTGATTCTGATTTG 4 ATCACACAAAGGCAACTTTTGT 4 CTATACAATCTACTGTCTTTCC 17 TTGCACTTGTCCCGGCCT 1 CCCCCAGGTGTGATTCTGATTTGTTT 1
TGAACAGTGCCTTTCTGTGTAGG 2 AGATCAGAAGGTGACTGTGGCT 3 GCTGTTCGTGCAGGTAGT 2 CAGTTATCACAGTGCTGATGCT 25 TAGTAGGTTGTGTGGTT 4
TGCCTGTCTACACTTGCTGTGC 412 TCACATTGCCAGGGATTAC 22 AACAAACATGGTGCACTTCTT 4 CTTATCAGACTGATGTTG 2 ATGTATGTGTGCATGTGCATGTG 1
CTGTACAACCTTCTAGCTTTCC 5 CTTTCAGTCGGATGTTTACAG 118 CCTCCCACACCCAAGGCTTGC 47 ATACCCTGTAGAACCGAATTTGTG 1 CTCGGGGATCATCATGTCACG 31
TAGTTAGCTGATTGC 1 AGAGTTGTCATGTGTCT 2 ACAGGTGAGGTTCTTGGGAGC 7 TAAAGTGCTTATAGTGCAGGT 370 AAGCCCTTACCCCAAAAAGTA 1
GCAGCACGTAAATATTGGCGT 4 TAGTAGGTTGTATGGT 2 AATGGCGCCACTAGGGT 1 ACCAATATTATTGTGCTGCTT 1 TGAGGTTGGTGTACTGTGTGTGA 1505
ACCCTGTAGAACCGAATTTGTG 50 GCTCAGTTCAGCAGGAACAG 1 CACTCTTTCCCTGTTGCACTAC 1 AGAATCTCCAGGGGTAC 1 TGTAGTGTTTCCTACTTTATGG 880
CCCCCAGGTGTGATTCTGATTTGTT 4 TGAGGTAGTAGATTGT 1 TCCCTGTCCTCCAGGAGCTC 5 GAAGTTGCCCATGTTATTTTTCGCTT 1 GTAGTGTTTCCTACTTTATGGA 661
GAGGTAGTAGGTTGTATGGTTT 1 CATTCATTGCTGTCGGTGGGT 1 CTGACCTATGAATTGACAGC 50 GCTCAGTTCAGCAGGAAC 1 AGCTACATTGTCTGCT 1
CAGCAGCACACTGTGGTTTGTA 43 TAGGTTATCCGTGTTGCCTT 5 AATGACACGATCACTCCCGTTGA 17 GCAGCACATCATGGTTTACA 3 TAGGTAGTTTCCTGTTGT 1
TGCTGACCCCTAGTCCAGTGCTT 7 CAGTGCAATGTTAAAAGGG 95 ACTGCCCCAGGTGCTGCTGG 30 AGGGGTGCTATCTGTGATTGAGGGA 48 TACCCTGTAGAACCGAATTTGTGT 33
TCCTGTACTGAGCTGCCCCGAGC 1 TCCTGTACTGAGCTGCCCCGAGG 1 CCAGTTTTCCCAGGAATCCCT 19 CTAGGTATGGTCCCAGGGATCC 1 TAAAGTGCTGACAGTGCAG 110
TGTAGTGTTTCCTACTTTAT 123 TAGCAGCACATCATGGTTTACA 1735 GTAGTAGGTTGTATGGTT 2 TTATAAAGCAATGAGACTGATT 17 TTGCATAGTCACAAAAGTGATC 1
CAGCATTGTACAGGGCTATGAA 1 TGTAAACATCCTTGACTGGAAGCTG 4 GCAGCACGTAAATATTGGCG 10 TAAGTGCCTGCATGTATATG 24 TTGGTCCCCTTCAACCAGC 1
TCACTAACTCCACTGCCATC 1 CATTATTACTTTTGGTACGCGC 42 CCCAGTGTTCAGACTACCTGT 161 TTTTGCAGTATGTTCCTGAATACA 4 AATCCTTGCTATCTGGGTGCTTAGT 28
TGTCACTCGGCTCGGCCCACT 1 AGCTGGTGTTGTGAATCA 2 CAAAGCACAGGGCCTGCAGAGAGGTA 7 TGAAATGTTTAGGACCACTAGA 9 TAGCAGCACGTAAATATTGGCG 3440
ATTCAAGTAATCCAGGATAGGC 4 ACTATATATCAAGCATATTCCT 1 CATGCAGTCCACGGGCATATACA 4 CCTGAGACCCTTTAACCTGTG 2 TCGTGTCTTGTGTTGCAGCC 1
CAAAGTGCTAACAGTGCAG 1 TCAGGCTCAGTCCCCTCCCGATAAA 2 CATCTTACCGGACAGTGCTGGA 18 TCCCTGAGACCCTAAC 6 TGAGGTAGTAGGTTGTATA 41
TGAGGTAGTAGGTTGTATG 112 TGCCTGGTAATGATGA 1 AGTGTTTCCTACTTTATGGATG 144 AGGCAGTGTAGTTAGCTGATTGC 75 CAAGTAATTCAGGATAGGT 1
TAAGTGCCTGCATGTATATGCGT 72 TGTGACTGGTTGACCAGAGG 12 GACCGATTTCTCCTGGTGT 1 TGGTTTCACATGGTGGCTTAGA 2 AGCGCCGAAGGAGCCTCGGTTGGCCCCGG 1
CACAGCTCCCATCTCAGAAC 7 GCCCTAAGGTGAATTTTTTGGGA 1 TAATGCCCCTAAAAATCCTTATT 109 TTGGTCCCCTTCAACCAGCTGT 131 TCTCTGGGCCTGTGTCTTAG 4
CATTTGAAATCAGTGT 2 AGTTGTGTGTGCATGTTCATGTC 6 CTGCCTGGTAATGATGAC 1 CAAGCTCGTGTCTGTGGGTCC 8 ACCTGGCATACAATGTAGATTT 1
CATCTTACTGGGCAGCATTGG 11 GTACCGTGAGTAATAATGC 1 TAGCTTATCAGACTGATG 70 CTAGCACCATTTGAAATCAGTG 28 TACACTGCCGGCCTCTGGG 5
TACAGTACTGTGATAGCTGAA 3 TGTGACTGGTTGACCAGAG 4 AAGGAGCTCACAGTCTATTG 11 CTAGCACCATTTGAAATCAG 2 CTGCCAGTTGAAGAACTGT 1
TCGGATCCGTCTGAGCTTGGCT 21 CAGTGTCTTAGCTGGTTGTT 1 TCACATTGCCAGGGATTACCA 116 AGTGTTTCCTACTTTATGG 7 AATCCTTGCTATCTGGGTGCTTA 1
TTCCTATGCATATACTTCT 90 TGACCCCTAGTCCAGTGCTTGTGG 1 GTGGTCCTCTCTGTGCTA 3 CGTCTCAGTTACTTTATAGCC 1 CTATACAATCTATTGCCTTCC 6
ATCTTACTGGGCAGCATTGGAT 1 GTTCACAGTGGCTAAGTTCC 1 CACATTGCCAGGGATTACCA 1 TGAATGGCGCCACTAGGGTTGTG 2 AACAAATCACAGTCTGCCATAT 5
CACCATTTGAAATCGGTT 1 TCCGAGCCTGGGTCTCCCTC 4 CGGTTGGCCCCGGATAGCCGGGTCCCCG 2 TAGGTAGTTTCATGTTGTTGGGATT 2 ATCTTACCGGACAGTGCTGGATT 1
ACAGGTGAGGTTCTTGGGAGCC 6 CTGCGCAAGCTACTGCCTTGC 12 ATAGTTGTGTGTGGATGTGTGTA 1 GCCCTAAGGTGAATTTTTTGG 1 GTATGTGCCTTTGGACTACATCGTGAACG 3
ACAGTAGTCTGCACATTGGTT 6823 TATGTCACTCGGCTCGGCCCACTACCC 1 GCAGCATTGTACAGGGCTAT 2 CAGTGCAATGATGAAAGGGCAT 125 TTTGGCAATGGTAGAACTCACACCGGT 4
TCGGATCCGTCTGAGCTTGGC 4 AGTTTTCCCAGGAATCCCTT 1 TCCCACTCAGTCGTGCCC 15 GGTAGTAGGTTGTATA 1 TGCTATGCCAACATATTGC 9
GTGGGGTAGTGATTTTACCCTGTTTAGGAG 2 CAGTGGTTTTACCCTATGGT 5 CATCTTCCAGTGCAGTGTTGG 2 TAGCACCATTTGAAATCAGT 89 GCCCCTGGGCCTATCCTAGA 12
AATGACACGATCACTCCCGTTG 25 TGAGGTAGTAGGTTGTGTGG 517 GGGGGTCCCCGGTGCTCGGATCTCGAGGGT 1 AAAGTGCTGTTCGTGCAGGT 1 TATTACTTTTGGTACGCG 1
ACACTGTCTGGTAACGATG 2 ACTCTACAACCTTAGGACTTGC 7 ATTGGGGATGCTTTGCATTCAT 15 AATGACACGATCACTCCCGTTGAGTGGGC 1 CATTGTACAGGGCTATGA 2
CAGGCCATACTGTGCTGCCT 2 TAAACATCCTCGACTGGAAGCT 1 TCGGCAACAAGAAACTGCCTGA 1 TATGGCACTGGTAGAATTCA 2 CAGTGCAATGTTAAAAGGGCAT 8552
CCGAAGGAGCCTCGGTTGGCCCCGGAT 2 AAAAGCTGGGTTGAGAGGGCGA 129 GGTCCGGTGCGGAGAGCCGTTCGTCTTGGG 1 AGTAGGTTGTATAGTT 9 GTAATCCAGGATAGGCT 8
AACCCGTAGATCCGAACTTGTGCTGATT 2 TAAGGCACGCGGTGAATGCCA 4 TTTGCGATGTGTTCCTAATAT 6 ACTGCCCCAGGTGCTGCTG 5 CATAAAGTAGAAAGCACTACT 39
CAAAGAATTCTCCTTTTGGGCT 13 AACTGGCCTACAAAGTCC 6 TAGCAGCACAGAAATATTGGCATGGGG 1 TGAGAGATGCCATTCTATGTAGA 3 AGCTACATTGTCTGCTGGGTTTC 119
ATGAGGTAGTAGGTTGTATAGT 5 AGTTGTGTGTGCATGTTCATG 3 AGTTCTTCAGTGGCAAG 1 AACACACCTGTTCAAGGATTC 1 CAGCAGCACACTGTGGTTTGTAC 1
TTGCGATGTGTTCCTAATAT 2 AGTTTTGTGTGCATGTGCATGTG 12 AACAGTCTACAGCCATGGTCG 5 AGTTGTGTGTGCATGTTCATGT 17 TGAGGTAGTAGGTTGTATAGTT 9311
TAGCAGCACGTAAATATTGGCGTTAA 2 GCAGCACATAATGGTTTGT 1 TCAGTGCACTACAGAACTTTGTC 55 CTGAGAACTGAATTCCATGGGT 1 CGGAATCCCAAAAGCAGCT 1
TCCATTCTAAAGGTACAGTACTGTGATAA 2 TGTCAGTTTGTCAAATACCCCAA 10 TTAATGCTAATTGTGATAGGGGT 24 TAAGTGCCTGCATGTATA 2 AGGAGCCTCGGTTGGCCCCGGATAGCCGGG 21
CTAGGTATGGTCCCAGGGATCCCAGATCAA 2 ATCACAAGTCAGGTTCTTGGGA 22 TCAGTTATCACAGTGCTGAT 4 TGTAAACATCCTTGACTGG 9 CAACGGAATCCCAAAAGCAGCTGTTG 1
CATCCCTTGCATGGTGGAGGGTGA 1 ATTGCCAGGGATTTCCA 2 ATCACATTGCCAGGGATTACCAC 683 CCCTGTAGAACCGAATTTGTG 2 CAGTTCAGCAGGAACAG 3
ACTGCCTGGTAATGATG 2 CATTATTACTTTTGGTACG 41 TAACACTGTCTGGTAACGATGTTC 4 TCCCTGAGACCCTAA 1 TGAGGTAGTAGGTTGT 11
CACGCGGGAACCGAGTCCAC 1 TCACAAGTCAGGTTCTTGGGAC 22 TGTAAACATCCTACACTCTCAGCT 1331 TAGGTAGTTTCCTGTTGTT 4 TGGCAGTGTATTGTTAGCTGGTT 3
TAAGTGCCTGCATGTATAT 10 TGTAAACATCCTACACTCA 18 TGTAAACATCCTACACTCT 54 AGCACATAATGGTTTGT 1 CATTTGAAATCAGTGTT 8
TGAAGAGAGGTTATCCTTTGTGT 1 AATCACTAACTCCACTGCCA 23 TTTCCCAGGAATCCC 2 TGAAGCTCAGAGGGCTCTGAT 1 AAACATTCGCGGTGCACTTCT 2
AATCGTACAGGGTCATCCACTTT 10 TAACACTGTCTGGTAA 1 CAGCAATTCATGTTTTGG 1 TTCCCTTTGTCATCCTATG 5 GCGACCCATACTTGGTTTCAGT 1
TAACAGTCTCCAGTCACGGCCAC 1 CGGGGCAGCTCAGTACAGGATG 18 TGAAACATACACGGGAAACCTCTTTT 10 GAATGTTGCTCGGTGAACCCCTTT 2 AATCCTTGGAACCTAGGTGTGAATGC 682
CATTCAACGCTGTCGGTGA 1 TTCAAGGCTATCACCATCCCCCTTCAG 1 TGACCTATGAATTGACAGC 1 TAACACTGTCTGGTAAAGATGGCCC 18 TGAGATGAAGCACTGTAGCTC 483
TTCAAGTAATCCAGGATAGGC 13035 GAGCTTACAATCTAGCTGG 1 TAATACTGCCGGGTAATG 6 AGGTTCTGTGATACACTCCGACT 2 ATGTAAACATCCTACACTCAGC 3
CACTGTCTGGTAACGATGTT 3 ACAGTCTACAGCCATGGTCGC 3 TCAAGTAATCCAGGATAGGCT 77 CTGAAGCTCAGAGGGCTCTGA 1 TGACCGATTTCTCCTGGTGTTCAGA 1
AACATTCATTGCTGTCGGTGGGTT 359 TGAGGTAGTAGATTGTATAGTT 3051 TGTAAACATCCTTGACTGGAAGC 436 AACCCGTAGATCCGATCTTGTGGT 1 AAAACATGAAGCGCTGCAAC 3
CGAATGTTGCTCGGTGAACCC 1 ATCACTAACTCCACTGCCATCAA 2 GCTGGTGTTGTGAATCAGGCCGTT 2 TTCCTATGCATATACTTCTTT 5699 ACCACAGGGTAGAACCA 1
TACCGTGAGTAATAATGCG 1 TGTAAACATCCTCGAC 2 TTATCAGAATCTCCAGGGGT 26 TAAAGTGCTTATAGTGCAGGTAGTGTGT 4 TTATGTGTGTGTACATGTACA 1
TGAGGTAGTAGTTTGTGCTGTTGGT 2 CGGTGCGGAGAGCCGTTCGTC 1 GGGAGCCAGGAAGTATTGATGTT 3 CAGTGGTTTTACCCTATGG 1 CAGTGCAATGTTAAAAG 2
GCAGCGCCGAAGGAGCCTCGGTTGGCCCCG 1 CTCACACAGAAATCGCACCCGTC 1 TCAAGTAATCCAGGATAGGC 23 ATATTGCACATTACTAAGTTGC 5 GTGTTTCCTACTTTATGGATG 1
AGTGTTTCCTACTTTAT 1 AGGGGTGCTATCTGTGATTGA 6 CAGTGGTTTTACCCTATGGTAG 61 CTTTTTGCGGTCTGGGCTTGCT 2 CAAAGTGCTGTTCGTGCAGGTA 652
CATAAAGTAGAAAGCACTA 1 CAAGTAATCCAGGATAGGCT 11 CCCAGTGTTTAGACTACCTGTT 99 ACATCCTCGACTGGAAGC 1 GCACCATCTGAAATCGGT 1
TAAGGCTCCTTCCTGTGCT 1 CAAAGTGCTGTTCGTGCAGGTAGT 1023 TTCACAGTGGCTAAGTTCCGCC 1 TATTGCACTTGTCCCGGCC 2 TGATTTCTTTTGGTGTTCAG 1
TCCTATGCATATACTTCTTT 1 CGCCACTAGGGTTGTG 1 CTGAGATGGGAGTGGTGTAA 1 ACAGCAGGCACAGACAG 3 AACCGTGGCTTTCGATTGT 1
TCCCTGAGGAGCCCTTTG 14 ACCACAGGGTAGAACCACGGAC 342 TAGTGTTTCCTACTTTATGGA 112 CAAAGTGCTAACAGTGCAGGTAG 13 TCTACAGTGCACGTGTCTCCAGT 226
ATATGTTTGATATATTAGGTT 1 CACCATCTGAAATCGGTTA 2 AAGTGCCTGCATGTATATGCG 1 TTGTGCAAATCTATGCAAAACT 6 CTGGACTTGGAGTCAGAAGG 2
ATAGCTTATCAGACTGATGTTGACT 5 AGGTTACCCGAGCAACTTTGCAT 3 GTCTTACCCAGCAGTGTTTGG 1 TGGAATGTAAAGAAGTATGTA 2 TATTGGCTGGCTCTGGGTC 1
CAGTTATCACAGTGCTGATGCTGTCCATT 1 ATACCCTGTAGATCCGAATTTG 1 TATGCAAGGGCAAGCTCT 1 ATGCAGTCCACGGGCATATACA 5 GTGTAATTAGCTGATTGT 1
AATCACATTGCCAGGGATTTCCA 32 CATCTAGTGCAGATA 1 TGGCAGTGTCTTAGCTGGTTGTTGTGAGT 2 CGGGGCAGCTCAGTACAGGA 1 TCACATTGCCAGGGATTACC 15
AGCACCATTTGAAATCAGTGT 3 AGTAGTCTGCACATTGGTTA 1 TAGCACCATTTGAAATCAG 15 TGACCCCTAGTCCAGTGCTTGTGGTGGCTA 1 TTCACAAAGCCCATACACTTTC 69
TGAGCGCCTCGGCGACAGAGC 3 AGTGTTTCCTACTTTATGGA 54 TGTAAACATCCTTGACTGGAA 15 CAGGTGAGGTTCTTGGGAGCC 4 TTCAAGTAATCCAGGA 8
GGTGAGGTAGTAGGTTGTAT 1 CTAATACTGCCGGGTAATG 1 TGTAGTTAGCTGATTGC 1 AGCTCGGTCTGAGGCCCCTCAGT 3 GTAGTGTTTCCTACTTTATGGAT 54
TTGTGCTTGATCTAACCATG 55 TCCTTCATTCCACCGGAGTCTGT 3 AAAGTGCTGTTCGTGCAGGTAGT 1 CGGCGTCATGCAGGAGTTG 1 GCTATGCCAACATATTGCC 1
CAGTGCAATGTTAAAAGGGCA 341 CATCTGAAATCGGTTAT 1 TTCTGCTGTGCAAATCCATGCAAAACTG 2 AGTGGCTAAGTTCCGC 1 CTTCATTTATGGCGCACATTACACGGTCGA 2
TGCACTGAGATGGGAGTGGTGTA 2 TGAGGTAGTAGATTGTAT 10 ACTGCTGAGCTAGCACTTCCCGA 3 CCCACGTGCGGTGCTTGAAGA 1 CTGAGGAGCCCTTTGAGCCTG 1
TGTCAGTTTGTCAAATACCCC 2 AAAGCTGGGTTGAGAGGGCGA 8 ACATTGCCAGGGATTTCCAA 1 CAACTAGACTGTGAGCTTCTAGA 1 TCAGCTCCTATATGATGCCTT 3
TATACAAGGGCAAGCTCTCTG 5 AGTTCTTCAGTGGCAAGC 1 TATTGGGAACATTTTGCATGCA 18 CATCCCTTGCATGGTGGAGGGT 2 GGGCGTCGGGACCGGGGTCCGGTG 1
TCCTGTACTGAGCTGCCCCGA 52 TGTGCAAATCCATGCAAAACT 385 CCCAGTGTTTAGACTACCT 3 CAAGCTCGTTTCTATGGGTC 3 TTAGCTGCTTGTGAGCA 1
TAGGTTATCCGTGTTGCCTTCGCTT 1 TAATACAACCTGCTAAGTGT 1 GCAGCACGTAAATATTGGC 6 TTGTGCTTGATCTAACC 1 TCAAAGTGCTTACAGTGCAGGTA 8
TATGGCTTTTCATTCCTATGTG 2 TAATACTGTCTGGTAATG 6 ATAGCTTATCAGACTGATGTTGAC 22 TGAGGTTGGTGTACTGTGTGTGAGTAT 3 CCCCTTCAACCAGCTGT 3
CAAAGTGCTGTTCGTGCAGGTAGTG 4 GTTGTGTGTGCATGTTCATGT 1 AATATAACACAGATGGCCT 1 CAGTTATCACAGTGCTGATGCTG 5 GCCTGTCTACACTTGCTGTGCA 29
AAAGCTGGGTTGAGAGGGCGAAAA 2 TGAGGTAGTAGGTTGTATAGT 3054 TGTAAACATCCTCGACTGGAA 117 TAACACTGTCTGGTAAAGATGGCC 145 TCAAAGTGCTTACAGTGCAG 7
AACATTCATTGTTGTCGGTGGGT 89 AACATTCATTGCTGTCGGTGGGTTTGA 4 TTGTGCAAATCTATGCAAA 1 TCACAAGTCAGGTTCTTGGGA 13 TAGCAGCACAGAAATATTGGCAT 40
GAGGGTTGGGTGGAGGCTCTC 1 ACCTTGGCTCTAGACTGCTTA 2 TGTGTGCATGTGCATGTGT 1 GAACGGCTACTTCACAACACCAGGGC 1 TTTTGCAGTATGTTCCTGAATAC 11
TGTATGCCCTAACCGCTCAGT 1 GAGGTAGTAGGTTGTATAGT 3 TCGTGTCTTGTGTTGCAGCCG 13 CCATCTGAAATCGGTT 2 GGGGTGCTATCTGTGATTGAGGGACAT 6
AGTGCATGACAGAACTTGGG 1 CCACAGGGTAGAACCACGG 2 TCCGTCTCAGTTACTTTATAGCCA 3 CAACCCTAGGAGGGGGTGCCATTC 5 TCGGTCGATCGGTCGGTCGGT 1
ATAGTTGTGTGTGGATGTGTGTATTT 5 TAGTAGATTGTATAGT 1 TGTTGTGAATCAGGC 1 TTTGAAATCAGTGTT 1 GCAGCAGCAATTCATGTTTT 2
CAGTGCACGTGTCTCCAG 1 CGACAGCACGACACTGCCTTCA 1 TATGGCTTTTTATTCCTATGTGAT 2 AGCTTATCAGACTGATGTTGAC 8 AATCCATGCAAAACTGA 1
AGGCAGTGTAGTTAGCTGATTGCT 1 AGCACGTAAATATTGGC 1 TAAGGTGCATCTAGTGCAG 57 GAAAAGCTGGGTTGAGAGGGCGAAA 2 TAACAGTCTACAGCCATGGTC 89
TGAGCGCCTCGGCGACAGAGCC 3 TTGTGCAAATCTATGCAAAACTGAT 2 ACTGCCGGGTAATGATGG 1 AGCTGGTGTTGTGAATCAGGC 228 CACAAGTCAGGTTCTTGGGA 1
TTCACAAAGCCCATACACTT 4 CAACAAGTCCCAGTCTGCCACA 5 TGCCTGTCTACACTTG 4 AAAAGCTGGGTTGAGAGGGCGAAAAAG 1 ACCACCGACCGTTGACTGTAC 1
AAGGGATTCTGATGTTGGT 1 GTTACCATTACTGAGTTT 1 CAGCGCCGAAGGAGCCTCGGTTGGCCCCGG 21 AACAGTCTACAGCCATGGTC 1 AGGTGCAGTGCTGCATCTCTGGTC 1
TTCCCTTTGTCATCCTATGCCT 1357 ACTGTCTGGTAAAGATGG 2 AAGTGCTGACAGTGCAG 1 TAACAGTCTCCAGTCACGGCCA 3 AGAGGTTTTCTGGGTCTCTGTTTC 1
GAGCCTCGGTTGGCCCCGGATAGCCGGGT 8 ACCGGGGTCCGGTGCGGAGAGCCG 5 TGTAAACATCCTTGACTGGA 10 AGGAGCTTACAATCTAGCTG 1 AGCAGCACACTGTGGTTTGTAC 2
GTAGTAGGTTGCATAGT 2 CTGGTTTCACATGGTGGCTTAGATTTT 2 ACAGTCTCCAGTCACGGCCA 1 GGACAGAGTTGTCATGTGTCT 1 AGGTAGTAGTTTGTGCTGT 1
GGTGTTGTGAATCAGGCCG 2 CAAAGAATTCTCCTTTTGGGCTTT 1 TCTACAGTGCACGTGTCTCCA 1 TGTAAACATCCTACACTCAGC 1296 CCCATAAAGTAGAAAGCACT 6
CATCTTACTGGGCAGCATTG 1 CCCTTTAACCTGTGA 1 AACATTCATTGCTGTCGGTGGG 21 TGTAAACATCCTACACT 6 AGTTTTGCAGGTTTGCATCCA 6
ACTGCAGTGAGGGCACTTGTAG 2 ACAGTAGTCTGCACATTGG 16 TCCGGTTCTCAGGGCTCCACCT 1 TCCCTGTCCTCCAGGAGCTCACGTAT 3 CCCCTTCAACCAGCTG 1
ACCCTGTAGATCCGAATTTGT 11 AGCTACATTGTCTGCTGGGTTTCA 7 TAGCAGCACATCATGGTTTA 211 TCAAGAGCAATAACGAAAAAT 10 CCTGTCTACACTTGCTGTGCAG 1
GCTCTGACTAGGTTGCACTAC 1 AGGTTGTCCGTGTTGTCTTCTCTTT 1 CCCTGAGACCCTTTAACCTGT 2 TGCGGGGCTAGGGCTAA 1 TATGTATGTGTGCATGTGCATG 1
TTTGGTCCCCTTCAACC 2 TGTTTCTAATGTACTTCACCTGGTCCACTA 1 TCAAGAGCAATAACGAAAAATGT 11 ACATTGCCAGGGATTA 1 ACATTGCCAGGGATTT 1
AGTTCAGCAGGAACAG 1 TAGCAGCACGTAAATATTGG 26 CGTAGATCCGAACTTGT 1 TAATACTGCCGGGTAATGAT 192 ATTCAAGTAATCCAGGATAGG 1
ACTGTCTGGTAACGATGTT 2 TAAAGTGCTTATAGTGCAGGTAG 7188 TAATGCCCCTAAAAATCCTT 28 CAACTAGACTGTGAGCTTCTA 2 CAGTGCAATGGTATTGTCAA 2
GTAATTCAGGATAGGT 2 AGCTCGGTCTGAGGCCCCTCAG 3 TAGCAGCGGGAACAGTA 1 TAAGGTGCATCTAGTGCAGAT 466 TGTAAACATCCTACACTCTC 107
ATTTGAAATCAGTGTT 10 TCTCGCTGGCTGTTCCTTT 1 ACTGTGCGTGTGACAGCGGCTGA 9 AGAGGTAGTAGGTTGCATAGTTTT 58 CCCAGTGTTTAGACTACCTGTTCAGGAC 1
TATTGCACATTACTAAGTTGC 264 CTCCTGACTCCAGGTCCTGTG 18 GTAAACATCCTACACTCAGCT 1 ACCACCGACCGTTGACTGTACC 2 CAGTTATCACAGTGCTGATGC 25
TTATAAAGCAATGAGACTGAT 4 TGTGCAAATCCATGCAAAAC 111 GAAGGAGCCTCGGTTGGCCCCGGATAGCCG 2 TCCTATGCATATACTTCTT 1 CAATGTTTCCACAGTGCATCA 5
AGAGGTAGTAGGTTG 2 ATATAATACAACCTGCTAAGT 32 AAACAAACATGGTGCACTTCTTT 15 TAAGTCACTAGTGGTTCCGTTTAG 14 CCTCGGTTGGCCCCGGATAGCCGGGTCCC 2
GTGAGGTAGTAGGTTGTATGGTT 1 CATCCTTGACTGGAAGC 1 TTTCCTCATATCCATTCAGGAGTGT 1 TTTTCCCAGGAATCCCTT 2 AAGTAATCCAGGATAGGCT 21
CATGCCTTGAGTGTAGGACCG 25 TAGGTTATCCGTGTTGCCT 2 CTATACGACCTGCTGCCTTTCT 20 CCACAGGGTAGAACCACGGAC 17 GCCCCTGGGCCTATCCTAGAAC 2
TACCCTGTAGATCCGAATTTG 50 TGCAGTCCACGGGCATATACA 1 TGAGGTAGTAGTTTGTACAGT 121 TTGGTCCCCTTCAACCAG 2 GCTCTTTTCACATTGTGCTACT 5
CAGCTTCTTTACAGTGTTGCCTTG 4 GAAAAAAAAAAACAGGTCAAGAGGCGC 2 TCTCTGGGCCTGTGTCTTAGGC 2 CTAGCACCATCTGAAATCGGT 16 ACATAACATACACACACACGTAT 1
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GGTAGTAGGTTGTATGGT 2 CTGCAGTGAGGGCACTTGTAGC 1 ATCTGAAATCGGTTA 2 TTTGTTCGTTCGGCTCGCGTG 7 CATTATTACTTTTGGTACGCG 767
TCACACAGAAATCGCACCCGTC 3 TACAGTAGTCTGCACATTGGT 275 ATTCCTGGAAATACTGTT 2 TAGCAGCACGTAAATATTGGCGTAG 1 AGGTTACCCGAGCAACTTTGCATCT 1
AGCAGCATTGTACAGGGCTATCA 503 CAGCAGCAATTCATGTTT 1 CGTGTATTTGACAAGCTGAGTTGGACAC 2 TAAGGTGCATCTAGTGCAGATAGT 75 AGCTCGACTCATGGTTTGAACCA 1
CGGTTATCATGGTACCGATGCTGTAGCT 2 ACTCCATTTGTTTTGATGATGGA 10 ACTGCCTGGTAATGATGA 2 TAGCAGCACATAATGGT 1 TCACATTGCCAGGGATT 1
CAAACCACACTGTGGTGTTAGA 2 CACTGTCTGGTAAAGATGG 1 TGTAAACATCCTACACTCTCAGCTGT 45 AGGTAGTAGATTGTATAGT 1 CAGTGCAATAGTATTGTCAAAGCATC 14
AGTCTGCACATTGGT 1 GTGCAATGTTAAAAGGGCAT 1 CTGAGATGAAGCACTGTAGCTCA 2 ACCCTGTAGATCCGAATTTG 4 TTTGGCAATGGTAGAACTCACA 2
GCACATCATGGTTTACA 1 GCAGTCCACGGGCATATACA 9 CAGGTGAGGTTCTTGGG 1 TATACATACACGCACACATAAGA 2 ACAAGTCAGGTTCTTGGGACCTA 17
AGAGGTATAGCGCATGGGA 2 TGAAGAGAGGTTATCCTTTGTGTGT 7 CAGTGCAATAGTATTGTCAA 29 TTCAAGTAATTCAGGATAGG 342 ACCATTTGAAATCAGTGT 9
ACCACAGGGTAGAACCACGGACA 173 ACAGTAGTCTGCACATTGGT 678 TTTCAGTCGGATGTTTACAG 3 CCTGGCTGGACAGAGTTGTCATGTGTCT 1 GTAATTCAGGATAGGTT 3
TGAGGTAGGAGGTTGTATAGTT 593 GCAAAGCACAGGGCCTGCAGAGAGGT 55 CAAAGTGCTTACAGTGCAGGTAG 4674 CTTTCAGTCAGATGTTTGCTGCT 2 CTGTTGCCACTAACCTCAAC 1
AAGCCCTTACCCCAAAAAGCAT 6 TCAGTGCACTACAGAACTT 3 TGGCTACTGGGCCCTGAACTAGGGGTCTGG 1 CTGACCTATGAATTGACAG 6 CCACAGCACTGCCTGGTCAGA 1
TATGGCTTTTTATTCCTATGTGA 736 CTCGTACCGTGAGTAATAATGCG 11 AGCTTCTTTACAGTGTTGCCTTG 23 TGGAGAGAAAGGCAGTTCC 1 ACCTTGGCTCTAGACTGCTTACTG 2
TAGCAGCACGTAAATATTGGCGTA 1 TAGCAGCACGTAAATATTGGCGTT 16 TGTAAACATCCTCGACTGGAAG 474 GACCGATTTCTCCTGGTGTTCAGA 2 GCACGTAAATATTGGCG 3
AAGTGCTTATAGTGCAGGTA 1 TACTGCATCAGGAACTGACTGG 6 TTGTGACAGATTGATAACTGAA 1 CAGTTTTCCCAGGAATCCCT 46 GTACAGCAGGCACAGACAGGCA 2
TGACCTATGAATTGACAGCCA 8 AGAGGTTTTCTGGGTCTCTGTTTCT 2 CGAATCATTATTTGCTGCTCTA 11 TGGCAGTGTCTTAGCTGG 4 TAAAGTGCTTATAGTGCAGGTA 570
GCAGCACAGAAATATTGGC 3 CCACTGCCCCAGGTGCTGCT 3 TTGCATAGTCACAAAAGTGAT 1 TGTAAACATCCCCGA 2 TTCACAGTGGCTAAG 2
TCAGGCTCAGTCCCCTCC 1 AGGTAGTAGGTTGTGTGGTTT 1 CAGTCCACGGGCATATACACTT 11 CAAAGTGCTGTTCGTGCA 3 AGTGGCTAAGTTCTG 1
CTCAGTCCCCTCCCGAT 1 TGTAGTGTTTCCTACT 1 TATGTGCCTTTGGACTACATCGT 130 TAAAGTGCTTATAGTGCAGGTAGT 1190 AGGAAGGGAGAAGATGTCCTGCAGCCGTCA 1
TGAGGTAGGAGGTTGTA 2 CTAGACTGAGGCTCCTTGAG 10 TACAAGGGCAAGCTCTCTGT 1 CAGTGCATCACAGAACTTTGT 1 CAACAAGTCCCAGTCTGCCACAT 1
AAGGGATTCTGATGTTGGTCA 20 CCAGTGTTCAGACTACCTGT 1 TATACAAGGGCAAGCTCTCTGT 69 CAAAGTGCTAACAGTGCAGGT 4 GAGGTAGGAGGTTGTATAGTTG 1
GCTTATCAGACTGATGTTGAC 46 GTAGTAGGTTGTATGGTTT 1 AATCATACACGGTTGACCTATT 37 AAACCGTTACCATTACTGAGTTTA 4 TTCCCAGGAATCCCT 2
TAAAGTGCTGACAGTG 2 CTGTACAGGCCACTGCCTTG 5 CCCAGTGTTCAGACTAC 10 AGGAGCTTTCAGTCGGATGTTTACAGC 2 AACATTCAACCTGTCGGTGA 12
AGCTTATCAGACTGATGTTGA 26 CTCCTGACTCCAGGTCCTGTGTGT 2 ACCTTGGCTCTAGACTGCTTACT 11 ACACTGGTGCTCTGTGGGA 3 TGAGGTAGTAGGTTGTGTGGTT 11073
TAAGGTGCATCTAGTGCA 1 TAAAGTGCTGACAGTGCAGATAG 14 CAGGCCATACTGTGCTGCCTC 1 TAATACTGTCTGGTAATGC 34 TTTTCCTATGCATATACTTCTT 2
TGAGGTAGTAGTTTGT 1 CACCATTTGAAATCAGTGT 10 ATGACACGATCACTCCCGTTGAGT 1 AAGAGGTATAGCGCATGGGAA 4 ATCACATTGCCAGGGATTTC 615
AGGGTTGGGTGGAGGCTCTC 1 CTTTCAGTCGGATGTTTGCA 46 ACATTCAACGCTGTCGGTGAGTTT 8 TAGCAGCACGTAAATATTG 6 TCAAAGTGCTTACAGTGCAGG 8
AATCCTTGCTATCTGGGTGCTTAG 2 CCGTCCTGAGGTTGTTGAGC 30 TAAACATCCCCGACTGGAA 1 TCAAGTAATTCAGGATAGGTT 3 TAGGCAGTGTAATTAGCTGAT 1
AGCAGCATTGTACAGGGCTATCAAA 62 TGAGGTAGTAGGTTGTAT 121 TCGTACCGTGAGTAATAA 1 TCCCTGTCCTCCAGGAGCTCA 8 ACAAGTCAGGTTCTTGGGA 15
CAAAGTGCTTACAGTGCAGG 29 GAAAGGTGCCATACTATGTATA 1 TTGTGGTGGCTACTGGGC 1 TGTAGATCCGAATTTGT 1 GAAGTTGTTCGTGGTGGATTCG 1
AGCTGGTGTTGTGAATCAGGCCGA 184 AGCTGGTGTTGTGAATCAGGCCGT 667 CTGCAGTGAGGGCACTTGTAG 1 CTGTGCAAATCCATGCAAAACTGA 1 TAAACATCCTACACTCTCAGC 2
TTCCTCATATCCATTCAGGAGT 1 GGTCAAGAGGCGCCTGGGAAC 50 AATCCTTGGAACCTAGGTGTG 42 TGTGTGCATGTGCATGTGTGT 1 TGTAGGGATGGAAGCCATGA 3
GTTCACAGTGGCTAAGTTCTGC 32 TAATGCCCCTAAAAATCCTTA 150 GTGAAATGTTTAGGACCACT 13 CCGTGAGTAATAATGCG 2 CTTGGATGCTAAGATGGGG 2
AGAGCTTAGCTGATTGGTGA 2 TCAAGCAGCATTGTACAGGGCTATGA 1 ACTCTTTCCCTGTTGCACTACT 6 CAGTGTTTAGACTACCTGTTCAGGACTC 1 CAAGTAATTCAGGATAGGTT 4
AGCAGCATTGTACAGGGCTATC 154 AGCAGCATTGTACAGGGCTATG 151 AATCACTAACCACACAGCCAGGT 25 CCTGCTGGGGTGGAACCTGGTT 1 TGCACTTGTCTCGGTCTG 1
ATAGTTGTGTGTGGATGTGTGT 29 CTAATACTGCCGGGTAATGATGGA 18 TACAGTAGTCTGCACATTGGTTA 9 CCCTGAGGAGCCCTTTGAGCCT 2 AACCCGTAGATCCGATC 1
AATACTGTCTGGTAATGCCGT 4 TTTTTTGGTAATTGGGCAGCTGGTGA 1 TCCTGACTCCAGGTCCTGTGTGT 3 TCTTTGGTTATCTAGCTGTATG 7 CTGCGCAAGCTACTGCCTTG 3
CTGACCTATGAATTGACAGCCAGTACTCT 1 AAAGCTGGGTTGAGAGGGCGAA 2 TAATACTGTCTGGTAATGCC 65 AATGCCCCTAAAAATCCTTA 1 CAGCCCATCCCACTCAGTCGTGCCC 1
TAAGTCACTAGTGGTTCCGTTTAGT 18 TCCTGTACTGAGCTGCCC 2 TGTGCAAATCCATGCAAAACTGAC 1 TGTGCAAATCCATGCAAAACTGAT 63 CAAAGTGCTTACAGTGCAGGTAGTGA 3
CCCATAAAGTAGAAAGCAC 1 CAATGTTAAAAGGGCAT 1 CTTTCAGTCAGATGTTTGCT 4 AGTTCTTCAGTGGCAAGCTTT 95 GTGTCTTAGCTGGTTGTT 1
AACAATATCCTGGTGCTGAGT 11 ACTGCCCTAAGTGCTCCTTCT 2 CAAGCTCGTTTCTATGGGTCTG 4 GAATGTTGCTCGGTGAAC 1 GTACTGTGATAGCTGAA 1
TAGTCTGCACATTGGTTA 11 TCAGCTCCTATATGATGCCTTT 42 TAAGGCACGCGGTGAATGCC 1 CAGTGCAATAGTATTGTC 7 TGGTTTACCGTCCCACATAC 2
TAAACATCCTACACTCAGCT 1 CTGTGGGCCACCTAGTCACCA 1 TGTGCAAATCCATGCAAAACTGA 4075 TGGCAGTGTCTTAGCTGGTTGTT 875 AGGTGCAGTGCTGCATCTCTG 3
CTGGTTTCACATGGTGGCTTAGAT 7 GCTGACCCCTAGTCCAGTGCT 9 TGTCACTCGGCTCGGCCCACTACCC 15 AGAGGTAGTAGGTTGCATAGTT 4925 TTAGGGTCATACCCCATCTTGGA 1
GCAGTGTCTTAGCTGGTTG 2 TGTTGAAAAGGTGCAGGCCATACTGTG 3 CATTGCCAGGGATTACCA 2 GGTAGTAGTTTGTGCTGTTG 1 AACATTCATTGCTGTCGGTGGGTTTG 6
TGCGGGGCTAGGGCTAACAG 13 GCTTATAGTGCAGGTA 1 TGAGGTAGTAGTTTGTACA 2 ATAAAGTAGAAAGCACTACT 2 TTGGCTGGCTCTGGGTC 1
AATCCTTGCTATCTGGGTGCTTAGTG 13 TTCCTACTTTATGGATG 1 CGTGTATTTGACAAGCTGAGTTGGAC 2 CTCCTGACTCCAGGTCCTG 1 TTGTGCTTGATCTAACCATGTGC 16
TTGTGCTTGATCTAACCATGTGG 16 CTAACACTGTCTGGTAAAGATG 10 AAAATGGGTTCCTAGGA 1 CAGGTCGTCTTGCAGGGCTTC 1 AACATTCAACGCTGTCGG 1
GTGCTTATAGTGCAGGTAGT 1 TAGCAGCACATCATGGTTTACATACTAC 5 TGTGCAAATCTATGCAAAACTGAT 14 ACAACTGGCCTGAGGAGC 1 AGTTCTTCAGTGGCAAGCTTTAT 8
TTTTTGCGGTCTGGGCTTGCTGT 1 CTGTGCGTGTGACAGCGGCTGAT 64 TTAATGCTAATTGTGATAGGGGTTTT 12 TTAATGCTAATTGTGATAGGGG 9 TGATATGTTTGATATATTAGG 14
CCGTCCTGAGGTTGTTGAGCTG 59 ATGGTTTACCGTCCCACATACA 1 TTTGGCAATGGTAGAACTCACACCGG 3 CCGTCCCCGCTCGGCGGGGTCCCCGCGTCG 1 GACCGATTTCTCCTGGTGTTCAG 1
TAATACTGCCGGGTAATGATGGA 4379 CTGGACTTGGAGTCAGAAG 1 CTCGGTGCTGGTGGAGCAGTGAGCACG 1 AACATTCAACGCTGTCGGTGAGTT 220 TAATACTGCCGGGTAATGATG 1144
TATTGCACTTGTCCCGGCCT 9 ACCTTGGCTCTAGACTGCTTAC 2 AGGGACTTTCAGGGGCAGCTGTG 1 TAGTTGTGTGTGCATGTTCATGTCT 2 AATACTGCCTGGTAATGAT 1
AATGACACGATCACTCCCGTTGAGTGGGCA 1 TTCCCTTTGTCATCCTATGCCTG 160 TGAGGTAGTAGGTTGTA 17 TGAGGTAGTAGGTTGTG 9 CCTGTAGAACCGAATTTGTG 1
CAACCCTAGGAGGGGGTGCCA 2 TGTAAACATCCCCGACTGGAAGC 295 CTATACGGCCTCCTAGCTT 1 TGGTTTCACATGGTGGCTTAGAT 1 TAGTAGACCGTATAGCGTAC 5
TAGCACCATTTGAAATCAGTGTTTT 27 TAGCAGCACATAATGGTTTGTGGA 4 ATATAATACAACCTGCTAAG 1 CAGTAGTCTGCACATTGGTTAG 2 ACTGTGCGTGTGACAGCGGCT 1
GGATTCCTGGAAATACTGTTCT 7 TCTCACACAGAAATCGCACCCGTC 65 GCTGGTGTTGTGAATCAGGCCG 12 AGTTTTGCAGGTTTGCATCCAGCTGT 2 TCCCTGAGACCCTTTAAC 16
CATCTTTGCCGGTGACAGCA 7 AATGGCGCCACTAGGGTTG 24 CAAAGAATTCTCCTTTTGGGC 3 TCTCCCAACCCTTGTACCAGTGC 54 AATACTGCCGGGTAATGATG 5
TATACATACACGCACACATAAG 2 GTTCACAGTGGCTAAGTTCTG 2 TACAGTACTGTGATAACTGAAG 13 TTGAACTGTCAAGAACCACTGG 1 TTGGTCCCCTTCAACCAGCTG 20
TACTGTCTGGTAATGCCG 1 GGACTTGGAGTCAGAAGGC 1 TGAGATGAAGCACTGTAGCTCA 145 ATAGTTGTGTGTGGATGTGTGTATT 15 AAAGTGCTTACAGTGCAGGTAG 2
TTCACAAAGCCCATACACTTTCA 43 GCTACTTCACAACACCAGGG 1 ACCAGGAGGCTGAGGTCCCTTA 1 TGTGACTGGTTGACCAGAGGGG 23 CAAGCTCGTGTCTGTGGGT 9
ATCATACACGGTTGACCTATT 1 TGAGGTAGTAGGTTGTATAGTTTTAGGG 1 GGTCAAGAGGCGCCTGGGAACT 42 AAACCGTTACCATTACTGAGTTTAGT 40 TGTAAACATCCTTGA 1
CTATACAGTCTACTGTCTTT 2 ATCACATTGCCAGGGATTTCCAA 712 AGTTTTCCCAGGAATCCCT 34 TACGTAGATTGGTACCTATCATG 1 GTTTCATGTTGTTGGGA 1
GTAAACATCCTTGACTGGAAGCT 2 TTGCTGAAGCCAGATGCCGTTCCTGAGAAG 1 TTTCAGTCAGATGTTTGCTGCT 2 AGTGTTTAGACTACCTGTTC 1 TCGTACCGTGAGTAATAATGCG 1068
CGTATGTGCCTTTGGACTACAT 5 TCCAGCATCAGTGATTTTGT 12 TGGCAGTGTCTTAGCTGGTTGT 2253 TACCCTGTAGAACCGAATTTGT 348 TGTAGTGTTTCCTACTTTATGGAT 15
GGCTGCAGCGTGATCGCCTGCTC 1 TCAAAGTGCTTACAGTGCAGGT 76 CTTATCAGACTGATGTTGAC 4 TACCCTGTAGATCCGAATTTGTGTA 1 TGTAAACATCCCCGACTGGAAGCT 78
TACAGTACTGTGATAACTG 1 TAGCAGCACATAATGGTTT 2 CGTACCGTGAGTAATAATG 28 TATGGCACTGGTAGAATTCACT 7 CAGTAGTCTGCACATTGG 1
ACTGATTTCTTTTGGTGTTC 7 AGGGCTTCTGTCGTGAGTG 1 AAGAGGTATAGCGCATGGGAAGAT 2 TGTCTTGCAGGCCGTCATGCA 20 CCAGTATTGACTGTGCTGCTGAA 2
ACGGAATCCCAAAAGCAGCTGT 1 AGCAGCATTGTACAGGGCT 21 CCTCTGGGCCCTTCCTCCAGT 60 ATTTGAAATCAGTGT 1 TTATCAGACTGATGTTGA 3
TGAGATGAAGCACTGTAG 3 TGAGGTAGTAGGTTGTATGGTTTA 96 TTGTTCGTTCGGCTCGCGTGA 2 TGAGGTAGTAGGTTGTATGGTTTT 233 TTGTGCTTGATCTAAC 1
CGAATCATTATTTGCTGCT 2 TACTGCCTGGTAATGATGAC 2 ACTGCATTACGAGCACTTAAAG 9 TTTCAGTCGGATGTTTGCA 13 AACATTCAACCTGTCGGTGAGTTT 59
ACAGTAGTCTGCACATTG 7 TAAAGTGCTTATAGTGCAGGTAGTG 2 ACCTGGCATACAATGTAGATTTCTGT 3 ATGAGGTAGTAGATTGTATAG 1 ATACTGCATCAGGAACTGACTGGAT 1
TATGTAACACGGTCCACTAAC 53 AACACTGTCTGGTAACGATGT 10 AATCACTAACTCCACTGCCATC 157 CTGTCTGGTAACGATGTT 1 ATCACATTGCCAGGGATTA 132
TCAGGCTCAGTCCCCTCCCGATA 19 ATCACATTGCCAGGGATTT 356 CCATCCCACTCAGTCGTGCC 1 ATACTGCCTGGTAATGATG 7 CAAAACATGAAGCGCTGCA 5
TACAGCAGGCACAGACAGGCA 9 ATTGGGGATGCTTTGCATT 4 TAAGTCACTAGTGGTTCCGTTTA 1 TAGCAGCACATCATGGTTTACATAC 1 TGGTGTACTGTGTGTGA 1
ACAAGCTTGTGTCTATAGGT 1 GCAGCATTGTACAGGGCTATC 1 AGTTTTGTGTGCATGTGCATGTGTGT 1 AGAGGTTTTCTGGGTCTCTGTT 1 GTCAAGAGGCGCCTGGGAAC 8
TGACCCCTAGTCCAGTGCTTGTGGT 1 AGCAGCATTGTACAGGGC 7 AGTAATCCAGGATAGGCT 8 ACAGCAGGCACAGACAGGCA 3 GAGGTAGTAGGTTGTATGGTTTTGG 2
CCAATATTGGCTGTGCTGCT 2 TCAGTTATCACAGTGCTGATGCTG 1 TCAGGCTCAGTCCCCTCCCG 1 CCAATATTGGCTGTGCTGCTCC 4 TGTCTTGCAGGCCGTCA 1
TGAGGGGCAGAGAGCGAGA 1 AGTTTTGTGTGCATGTGCATG 1 CTTTCAGTCGGATGTTTA 6 CTTTCAGTCGGATGTTTG 3 AATCACATTGCCAGGGATT 4
AGGTTACCCGAGCAACTTTGCA 1 TAGCACCATTTGAAATCGGTTA 143 TTCAAGTAATCCAGGATAGGCTGT 20 GGCAGCGCCGAAGGAGCCTCGGTTGGCC 1 ACCGTGGCTTTCGATTGTTA 2
AAATCACATTGCCAGGGATTACCAC 1 TAGTCTGCACATTGGTT 2 GTCTGCACATTGGTTA 1 AAGTAATTCAGGATAGGTT 1 GGCAGAGGAGGGCTGTTCTTCCCTT 1
TTTCATTGATCTTGGTGTCCTCAAATT 1 TTTGGCAGTGTCTTAGCTGGTTGTT 1 ACTTAGCAGGTTGTATTATCAT 1 GTAGTAGGTTGTGTGGTTT 1 AGTGCAATGTTAAAAGGGCA 1
TGTAGAACCGAATTTGTG 1 TAGTAGGTTGCATAGTTT 2 AGCGCCGAAGGAGCCTCGGTTGGCC 1 TAGCAGCACGTAAATATTGGCGT 378 TCAGTGCATGACAGAA 1
TTGTGCTTGATCTAACCA 1 ACCACAGGGTAGAACCACG 9 CTATACGACCTGCTGCCTTTC 9 CAAAGTGCTCATAGTGCAGGT 5 CTTTGGTTATCTAGCTGTATGA 3
GTTTGATATATTAGGTT 1 GACCGATTTCTCCTGGTGTTC 2 GAGGTTGGTGTACTGTGTGTG 2 TGAGGTAGTAGGTTGTGTGGTTTCA 12 GTGAGTTCCAGGACAGCCAGGGCTATACA 1
CAGTACTGTGATAGCTGAAGA 1 TCAGGCTCAGTCCCCTCCCGAT 193 TCTCACACAGAAATCGCACCCGTCA 7 TGGTAGACTATGGAACGTAG 2 TGAAGCACTGTAGCTC 5
TATTGCACTTGTCCCGGC 29 TTCAGTGATGATTAGCTTCTGACTTT 1 CAGTTTTCCCAGGAATCC 4 CTTATCAGACTGATGTTGA 6 GAGGTAGTAGGTTGCATAGTT 18
AAGAGGCGCCTGGGAAC 1 AAGAGGTATAGCGCATGGGAAG 9 AACATTCATTGTTGTCGGTG 2 TTCACAGTGGCTAAGTTCTGC 11757 ATGCAGTCCACGGGCATATACAC 1
TGAGGTAGTAAGTTGTATTGTT 80 GGAGTATTGTTTCCACTGCCT 1 TCCCTGAGACCCTAACTTGT 75 TGGTTTACCGTCCCACATACA 3 TTTCAGTCAGATGTTTGCT 1
TAGCACCATTTGAAATCA 2 TAGCACCATTTGAAATCG 1 AGCTGCCAGTTGAAGAA 1 AGCTGGTGTTGTGAATCAGGCC 133 TGAGGTAGTAGGTTGTATAGTTT 507
TTTTGTTCGTTCGGCTCGCGTGA 2 ATCGTAGAGGAAAATCCACGT 7 TGTAGTGTTTCCTACTTTATGGATGA 1 GCTGTTCGTGCAGGTAG 2 TAGCAGCACATCATGGTTTACAT 12
TGTGACTGGTTGACCAGAGGG 9 GCTGGTTTCATATGGTGGTTTAGATTTAAA 1 CAGTTGCTAGCTGCACTACCCT 1 CTTTTTGCGGTCTGGGCTTG 3 GCAGTGCAATGATGAAAGGGC 1
TATGTCACTCGGCTCGGCCCACT 1 CTGACCTATGAATTGACAGCCAGT 4 AGCAGCATTGTACAGGGCTATGA 2741 AATCCTTTGTCCCTGGGTGAAA 2 TAATCCTTGCTATCTGGGTGCTTAGTGCT 1
TGACCCCTAGTCCAGTGCTTGT 1 TGGAAGACTAGTGATTTTGTTGTTG 1 TAGCACCATTTGAAATCGG 2 CTGAGATGAAGCACTGTAGCT 4 CATCGGGAATGTCGTGTCCGC 11
TATGGCTTTTTATTCCTAT 4 TCACAGTGGCTAAGTTCTGC 5 GGGGTGCTATCTGTGATTGAGGG 1 TTTGCTGAAGCCAGATGCCGTTCCTGAGAA 1 TTCACAGTGGCTAAGTTCTGCAC 4
CACAGTGGCTAAGTTCTG 1 AACATTCATTGCTGTCGGTG 14 TCACAAGTCAGGTTCTTGGG 2 TCCCTGAGACCCTAACTTGTGA 8378 TGGTTTACCGTCCCACATACAT 7
AGGGCCCCCCCTCAATCCTGT 1 TCCCTGAGGAGCCCTTT 1 TTTTTCATTATTGCTCCTGACC 5 CTGTAGAACCGAATTTGTG 1 GCCTGTCTACACTTGCTGTGC 94
CAACGACATCAAACCACCTGAT 1 TGGAGTGTGACAATGGTGTTT 1 AACATTCATTGCTGTCG 1 TATTGGGAACATTTTGCATA 1 TATTGGGAACATTTTGCATG 1
AGCTGCCAGTTGAAGAACTGTT 1 GTGAAATGTTTAGGACCACTAG 95 ATCTTTGCCGGTGACAGCA 4 TTGGATGTTGGCCTAGTTCTGTG 1 TGGAAGACTAGTGATTTTGTTGTT 7
AGAGGTATAGCGCATGGGAAGA 19 CTTCAGTGATGATTAGCTTCTGAC 1 TTCACAGTGGCTAAGTTCTG 1201 CATCATCGTCTCAAATGAGTCT 3 ATCCCACTCAGTCGTGCC 2
TAGCACCATCTGAAATCG 2 ATTGTGTCAATATGCGATGATGT 2 TGACCTATGAATTGACAGCCAGT 10 CTGTGCGTGTGACAGCGGCTG 27 AGCAGCATTGTACAGGGCTATGAA 227
GGGGTTCCTGGGGATGGGATT 1 TCCTGACTCCAGGTCCTGTGTGTT 1 AAAGACACCAAGCTGAGTAG 1 CACTGGTGCTCTGTGGGA 1 AAACATTCGCGGTGCACTTCTTTTT 1
TTTGGCAATGGTAGAACT 1 CCAGGAGGCTGAGGTCCCTTA 1 CCAGTTTTCCCAGGAATCC 4 AGGGGTGCTATCTGTGATTGAG 9 ACATGGTGCACTTCTTT 1
ATGTAGGGATGGAAGCCATGAA 10 GCTTATCAGACTGATGTTG 28 CTCCTGACTCCAGGTCCTGTGT 160 TACAGTATAGATGATGTAC 5 CCGTCCTGAGGTTGTTGAG 17
AAGAGGTAGTAGGTTGCAT 1 TCAAGTAATCCAGGATAG 1 GAGGTAGTAGGTTGCATAGT 12 GTAGTGTTTCCTACTTTATGG 76 CTAGCAGCACGTAAATATTGGC 1
AAGAGCAATAACGAAAAATGTT 1 AAACCGTTACCATTACTGAGTTTAGTAAT 2 AAACATTCGCGGTGCACTTCTTT 17 ACTGCATTACGAGCACTTAAA 4 TTCAAGTAATCCAGGATAGGCTG 71
TTTTTATTCCTATGTGA 1 ATTGGGAACATTTTGCATAAAT 4 TCGTGTCTTGTGTTGCAGCCGGA 9 AACATTCATTGTTGTCGGTGG 35 AATGGCGCCACTAGGG 1
AGTTTTGTGTGCATGTGCATGT 17 TTGGACTGTGAGGTGACTCTTGGT 1 TCAAAGTGCTTACAGTGCAGGTAG 51 ATCCCTGAGTGTATGTG 1 TTGTGACAGATTGATAACTGAAA 1
CAAGCTCGTGTCTGTGGGTCCG 24 TGGCAGTGTCTTAGCTGGTTGTTGTG 1 CAGCAGCAATTCATGTTTTGGA 1450 TGGAGACGCGGCCCTGTTGGAGT 1 TACCACAGGGTAGAACCACGGACA 48
CTAGCACCATTTGAAATCA 1 CCATTTGAAATCAGTGTTT 2 GATTCCTGGAAATACTGTTCT 4 GGTAGTAGGTTGTATGGTT 6 ATCACATTGCCAGGG 4
CATTGCACTTGTCTCGGTCTG 206 TCCTGACTCCAGGTCCTGTG 3 GGCTCAGTTCAGCAGGAAC 1 AACACTGTCTGGTAACGATGTT 48 AACCGTGGCTTTCGATTGTTAC 3
CACAGGGTAGAACCACGGAC 1 AGTTGTGTGTGCATGTTCATGTCT 29 GATAGAAGTCAGTGCACTACAGAACTTTGT 1 CCCATCCCACTCAGTCGTGCCC 1 GGAGTATTGTTTCCACTGCCTGG 1
TGGCAGTGTATTGTTAGC 2 TAGTGTTTCCTACTTTATG 7 AGCAGCACGTAAATATTGGCG 1 CCTGTAGAACCGAATTTGT 1 GTACAGCAGGCACAGACAGGCAGT 9
CAAAGCACAGGGCCTGCAGAGAG 7 CAAAGTGCTCATAGTGCAGGTAGT 2 CGCATCCCCTAGGGCATTGG 2 ACTGCATTACGAGCACTTAAAGT 24 TAGCACCATCTGAAATCGGT 127
TGAGGTAGTAGGTTGTATAGTTTTA 1 ATCACTAACTCCACTGCCATC 20 TGGTGTCCTCAAATTGAAAGCCAAGG 1 CCCAACCCTTGTACCAGTGC 1 TTTCCCTGAGGAGCCCTTTGAGCCTG 1
TAGCTTATCAGACTGATGTTGACTGTTGA 2 CTAATACTGTCTGGTAATGCCG 1 CAAAGTGCTGTTCGTGCAGGTAGTGT 17 TGAACAGTGCCTTTCTGTGTAG 1 TTCAGTCGGATGTTTGCAG 1
CCCTAAGGTGAATTTTTTGGGAA 1 AGGTTGGGATTTGTCGCAATGC 3 ACCCTGTAGATCCGAATTTGTGT 28 TCCGTCTCAGTTACTTTAT 2 AAAAGCTGGGTTGAGAGGGCGAAA 107
GGTAGTTTCATGTTGTTGGG 1 TTAATGCTAATTGTGATAGGGGTTT 18 TACAGTACTGTGATAGCTGAAG 25 GTCAAGAGGCGCCTGGGAA 2 CTAATACTGCCGGGTAATGATGG 18
TATGTGCCTTTGGACTACATCGTG 6 ACTGCTGAGCTAGCACTTCCC 1 TATTGCTTAAGAATACGCGTAG 1 GTCAAGAGGCGCCTGGGAACT 3 TCGATCGGTCGGTCGGTCAGT 5
GCAGCACAGAAATATTGGCA 2 TGGTCCCCTTCAACCAGCTGT 1 AACATTCAACGCTGTCGGTGAGT 1427 TAGGTAGTTTCATGTTGTTGGG 819 AGTAGGTTGTATGGT 1
TCACATTGCCAGGGATTACCACG 2 TCCCTGTCCTCCAGGAGCTCACG 7 AACATTCAACGCTGTCGGTGAG 287 TAGCAGCACAGAAATATTGGCA 459 GCAGCACATCATGGTTTAC 9
TGAAACATACACGGGAAACCTC 3 AATCCTTTGTCCCTGGGTGAAAATGCT 9 CAGCATTGTACAGGGCTATC 1 CAGCATTGTACAGGGCTATG 4 CTGAGACCCTTTAACCTGTGA 3
CGAAGGAGCCTCGGTTGGCCCCGGA 2 TCACATTGCCAGGGATTTCCAACT 1 CGGATCCGTCTGAGCTTGGCT 1 CAGTGCACGTGTCTCCA 2 AGCGCCTCGGCGACAGAGCCGG 1
TTCTAGCACTTAGCAGGTTGTATTATCATT 1 TCAGTTATCACAGTGCTGATGCT 43 CAGGCCATACTGTGCTGCCTCA 24 TCAGGGCAGTGATGTTGCCCCTCCGAAGAT 1 GCAGTCCACGGGCATATA 1
GTAGGTTGCATAGTTT 1 TGTGCTGACGTTTGATTCTTGAGCAG 8 TGAGGTAGTAGGTTGTGTGGTTTCAGGGCA 7 CTTAGCAGGTTGTATTATCAT 5 ACTGCAGTGAGGGCACTTGT 3
GTCCAGTTTTCCCAGGAATCCCT 15921 AATCCTTGCTATCTGGGTGCTT 1 GGCTTCTTTACAGTGCTGCCTTGTTGC 1 CACCCGTAGAACCGACCTTG 19 GTCCAGTTTTCCCAGGAATCCC 1474
TAGTAGTTTGTACAGTT 1 AATCACATTGCCAGGGATTACC 5 ATATACATACACACACCTACA 1 TAGCATGGTGTTGTGGGAC 1 CACATTGCCAGGGATTAC 1
CAAAGCACAGGGCCTGCAGAGA 12 TCGAGGAGCTCACAGTC 1 TCCTGTACTGAGCTGCCCCGAG 95 CTTACAGTGCAGGTAG 1 ACATTCATTGCTGTCGGTGGGTTT 5
ATATTCTGCTGTGCAAATCCATGCAAAA 1 AGCACATCATGGTTTAC 2 TACCCTGTAGAACCGAATTTGTG 314 AAAGCTGGGTTGAGAGGGCG 2 TCCCTGTCCTCCAGGAGCTCACGT 2
CTGGTTTCACATGGTGGCTTAGATT 7 ATCACATTGCCAGGGA 6 TGAGGTAGTAGATTG 1 CATCGGGAATGTCGTGTCCGCC 11 TTAGCAGGTTGTATTATCATT 1
AGCAGCATTGTACAGGGCTAT 651 TGTAGTGTTTCCTACTTTATGGA 1174 TGAGGTAGTAGGTTGTATGGTTT 2740 GCACCATTTGAAATCGGTT 3 AATGACACGATCACTCCCGTT 4
TAGCAGCACAGAAATATTGGCATGGGGAAG 1 CCAACAATATCCTGGTGCTGA 2 GCTGGTGTTGTGAATCAGGCC 2 TGATATGTTTGATATATTAGGTT 206 TGTGCAAATCCATGCA 2
TGAGGTAGGAGGTTGTATAGT 309 ATACTGCCTGGTAATGAT 3 ATTCCTGGAAATACTGTTC 3 GTAGTAGTTTGTACAGTTT 1 AGAGGTATAGCGCATGGGAAG 21
GAGGGACTTTCAGGGGCAGCTGTGT 3 TAGCACCATCTGAAATCGGTT 1268 TGAGGTAGTAGGTTGTATGGTTTAGAGTT 2 CAAAACATGAAGCGCTGCAACA 30 TCTAGGTATGGTCCCAGGGATCC 1
TATGTGCCTTTGGACTACATCGTGAACGCA 1 AGCTCCTATATGATGCCTTTCT 1 AGGTAGTAGGTTGCATAGTT 5 TCACAGTGGCTAAGTTC 1 ACCGATTTCTCCTGGTGTTC 1
ATCACTAACTCCACTGCCAT 1 CAGTGCAATAGTATTGTCAAAGC 689 ATTATGCTGACAGCTGCCTCGGTGGGA 1 TAACAGTCTACAGCCATGGTCGC 4 TGTAAACATCCTACACTC 3
TGAGGTAGGAGGTTGTATAG 61 CATCGGGAATGTCGTGTCCGCCC 2 GGGTCCGGTGCGGAGAGCCGTTCGTCTTGG 2 CTGGTTTCACATGGTGGCTTAGATTT 6 TGTCACTCGGCTCGGCCCACTACC 1
GCGCCGAAGGAGCCTCGGTTGGCCC 1 AATCCTTGGAACCTAGGTGT 10 TGGCTCAGTTCAGCAGGAA 15 TTCAAGTAATTCAGGATAGGT 3219 GCATTGTACAGGGCTATGA 9
TAGTGTTTCCTACTTTATGGATG 2 ACTGTCTGGTAACGATGT 2 TGCTATGCCAACATATTGCCATCT 3 TATGTGTGTGTACATGTACAT 1 TGTAAACATCCTACACTCAGCTGT 4
GTTTTCCCAGGAATCCCT 30 CAAAGTGCTGTTCGTGC 3 CGAATGTTGCTCGGTGAACCCC 1 ACTGGACTTGGAGTCAGAAGGC 316 CACGGGTTAGGCTCTTGGGAG 1
TAAAGTGCTTATAGTGCAGGTAGTGT 18 CTAATACTGCCTGGTAATGATGA 2 TTTGGTCCCCTTCAACCAGC 6 GAGGTAGTAGGTTGTATAGTT 6 TTGTGCTTGATCTAACCATGTG 1261
CAGTGCAATGATGAAAGGGC 2 ACCCGTAGATCCGAACTTGTGC 2 AGAACGGCTACTTCACAACACCAGGGC 1 AGAGGCTGGCCGTGATGAAT 1 TTTGGTCCCCTTCAACCAGCTGT 75
TTTTGCGATGTGTTCCTAATATGTGCT 2 TGCAGTGCTGCATCTCTGG 3 AACAAACATGGTGCACTTCT 1 TTCCTGGAAATACTGTTCTT 1 ACACTGCCGGCCTCTGGG 3
TTTTGCAGTATGTTCCTGAAT 12 TTGAGGTAGTAGGTTGTATG 1 ACTCCATTTGTTTTGATGATGG 30 ACTGGACTTGGAGTCAGAAGGCC 1 TAGTAGGTTGTATGGTT 9
TAGGTTATCCGTGTTGCC 1 TCAAGTAATTCAGGATAGGT 1 CGCATCCCCTAGGGCATTGGTG 4 CCTGTCTACACTTGCTGTGC 1 GGGGTGCTATCTGTGATTGAG 1
TGTTTAGACTACCTGTTC 1 GAATGTTGCTCGGTGAACCCCTTTT 2 TGTAGATCCGAATTTGTGT 1 AACTGGCCTACAAAGTCCCA 36 AGGCAGTGTAATTAGCTGATTGT 36
ATTGTACAGGGCTATGA 2 TGAGGTAGTAGGTTGTATGGTTTAGAGT 2 CAACAAATCACAGTCTGCCAT 12 TGAGGTAGTAGGTTGTATGGTTTAGA 16 TCCGGTGCGGAGAGCCGTTCGTCTTGGGAA 2
ATCACATTGCCAGGGAT 8 AGAGGCTGGCCGTGATGAATTCG 3 GGGAGCCAGGAAGTATTGATGTTT 6 GCCGAAGGAGCCTCGGTTGGCCCCGGAT 1 ACGACTAGGAGGCCTCT 1
TGTAGGGATGGAAGCCATGAA 4 AGGAAGCCCTGGAGGGGCTGGAG 1 AGCTCCTATATGATGCCTTTCTT 1 ATATAATACAACCTGCTAAGTG 237 TTCAACGCTGTCGGTGAGT 1
TGAGGTAGTAGGTTGTGTGGTTTCAG 5 TGACCGATTTCTCCTGGTGT 2 TTGAGGTAGTAGGTTGTATGGT 28 ACCCTGTAGATCCGAATTTGTG 98 TCACATTGCCAGGGATTA 1
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TCACATTGCCAGGGATTT 3 GTAAGGTGTTGAGAGGAG 2 CCTGTTCTCCATTACTTGGCTC 2 GTTGTGAATCAGGCCG 1 TTGAGGTAGTAGGTTGTATAG 1
ATCCCTGAGTGTATGTGGTGAACC 1 TGATTGTCCAAACGCAATTC 1 TGCCACAAAGATGCCATATCAACTCCTCT 2 GCAGCAATTCATGTTTTGG 1 TCCCCCAGGTGTGATTCTGATT 10
TTTCCTATGCATATACTTCT 6 ACCGTGGCTTTCGATTGTTAC 9 CAACCCTAGGAGGGGGTGCCATTCA 6 TATGTGCCTTTGGACTACATCG 190 TACTGCCTGGTAATGATG 1
TAGGTTATCCGTGTTGCCTTCGCT 1 AGCTGGTGTTGTGAATCAGGCCGTTGC 1 TAGTGTTTCCTACTTTATGG 6 TAGGTTATCCGTGTTGCCTTCG 161 TGAGGTAGGAGGTTGTATAGTTGAGGA 2
GAGGTAGTAGATTGTATAGTT 1 ATTCAAGTAATCCAGGATAGGCT 8 ATCACATTGCCAGGGATT 160 GGGGTGCTATCTGTGATTGAGGGACA 17 ACACTGTCTGGTAACGATGTT 8
CCGTCCTGAGGTTGTTGAGCT 74 AATAATACATGGTTGATCTTT 5 TAGCAGCACATCATGGT 1 CCCATAAAGTAGAAAGCACTAC 22 TGGCGCCACTAGGGTTGT 1
ATTCCTGGAAATACTGTTCT 34 AGCACATCATGGTTTACA 1 TGAGGTAGTAGGTTGTATAG 526 TACAGTACTGTGATAA 1 TCAAAGTGCTTACAGTGCAGGTAGT 118
TGAGGTTGGTGTACTGTGTGT 109 TATTGGGAACATTTTGCATAA 3 GGCACAGACAGGCAGT 1 TGACCTATGAATTGACAGCCAG 12 TAAGGCTCCTTCCTGTGCTTGC 2
AGTTGTGTGTGCATGTTCATGTCTAT 5 ACAGCAGGCACAGACAGGCAGT 761 TTAGGGCAGAGATTTTGCCCACAAGGAGTT 2 TGTGACTGGTTGACCAGA 1 AGCACGTAAATATTGGCG 1
TCCCTGAGACCCTTTAACCT 1 ACTGTCTGGTAAAGATGGC 2 ACTATATATCAAGCATATTCC 1 CTGTACAGGCCACTGCCTTGCC 4 ACATTCAACGCTGTCGGTGAG 1
TGAAATGTTTAGGACCACTAG 84 TAGTTGTGTGTGCATGTTCATGT 2 CACTAGATTGTGAGCTGCTGGAG 1 TTATCAGAATCTCCAGGGGTACTT 1 ACAGGGTAGAACCACGGAC 1
TGAGGTAGTAGGTTGTGT 39 TACCACAGGGTAGAACCA 1 CTGCCCGGGGCCCTCAGGCCAGTGCCCAGG 1 CTTTCAGTCAGATGTTTGCTGC 51 GGTAGTTTCCTGTTGTTGG 1
ATCTCGCTGGGGCCTCC 2 AGTTGTGTGTGCATGTTCA 1 GAAATGTTTAGGACCACTAG 1 TAAGGTGCATCTAGTGCAGATAGTG 2 CAACCCTAGGAGGGGGTGCCAT 2
AAAAAAACAGGTCAAGAGGCGCCTGGGAA 1 CAAGAAGCCATCGGGAATGTCGTGTCCGC 1 TAATACTGCCGGGTAATGATGGAG 1 TTGAGGTAGTAGGTTGTATAGTT 8 TAATACTGCCGGGTAAT 1
AATCACTAACTCCACTGCCATCA 17 TGTAAACATCCTTGACTGGAAGCT 112 TTCAACAAAATCACTGATGCTGGAG 1 TCACAGTGAACCGGTCTCTTT 26 AACCCGTAGATCCGAACTTGTG 243
TAATGCCCCTAAAAATCCTTAT 847 ACTGGACTTGGAGTCAGAAGG 31 AACCGTGGCTTTCGATTGTT 1 TGTGCAAATCTATGCAAAACT 17 TTTTGCGATGTGTTCCTAATATGTGC 1
TACAGCAGGCACAGACAG 5 CTTGGTACATCTTTGAGTGAG 15 TAGGCAGTGTAATTAGCTGATTGTA 2 ATCACATTGCCAGGGATTACC 678 CAGCAGCACACTGTGGTTTGT 202
CCTAAGGTGAATTTTTTGGGAA 3 TAGCACCATTTGAAATCAGTGTTC 9 TAGCACCATTTGAAATCAGTGTTT 272 TACAGTACTGTGATAACTGAA 10 GCTGGTTTCATATGGTGGTTTAGA 5
ATACTGCCGGGTAATGATGG 5 AGCATTGTACAGGGCTATG 3 TTCAAGTAATTCAGGATA 3 AACTGGCCTACAAAGTCCCAGT 1185 CAGGACAATGCCGTTGTA 1
TACCCTGTAGAACCGAATTTG 53 AACATACACGGGAAACCTCT 1 GGGGTGCTATCTGTGATTGAGGGAC 12 TAATACTGCCGGGTAATGATGG 2668 ACAGTACTGTGATAACTGAA 1
GAGGTAGTAGGTTGCATAGTTT 3 TTTGTCATCCTATGCCTG 1 TGTAAACATCCTACACTCAGCTGTCATA 2 GGCTTCTTTACAGTGCTGCCTTGTTG 1 TCCAGCATCAGTGATTTTGTT 25
GCTTATAGTGCAGGTAG 10 CGGGGTCCGGTGCGGAGA 1 TGAGGTAGTAGGTTGTATGGTTTTG 3 TTGCTGAAGCCAGATGCCGTTCCTGAGA 1 AGCTGGTGTTGTGAATCAGG 251
ATCCCCGACTGGAAG 1 CAGCAGCAATTCATGTT 1 AGAGGTAGTAGGTTGC 4 CTGACTTCGGCCCCCATGTCAGCAGATGC 1 TGAGGGGCAGAGAGCGAGAC 2
CTAATACTGCCTGGTAATGAT 1 AGTAGGTAGTTTCATGTTGTTG 1 CATCGGGAATGTCGTGTCCG 10 CGAAGGAGCCTCGGTTGGCCCCGGAT 1 AGTATTACATGGCCAATCTCC 1
TCTTCCTGCCAGAGCATACCTGGGCCT 1 TGAGGTAGGAGGTTGTATA 5 AAACCGTTACCATTACTGAGTT 23 TTGTGCTTGATCTAACCATGTGCT 9 TATGTAACACGGTCCACTAACC 3
AGCATTGTACAGGGCTAT 1 CTGTACAGCCTCCTAGCTTTC 2 ATTCAACCTGTCGGTGAGTTT 1 CAGCACGTAAATATTGGCG 5 ACAGGGTAGAACCACGG 1
AGTTTTGCAGGTTTGCATCCAG 12 ATTGGGAACATTTTGCATGCA 4 TCTTTGCCGGTGACAGCA 6 CTATATATCAAGCATATTCCTA 1 TTAGGGTCACACCCACCACTGGGAGAT 6
AAACCCGTAGATCCGATCTTGTG 2 TGAGGTAGGAGGTTGTATAGTTGAGG 1 TCCGGTGCGGAGAGCCGTTCGTCTTGGGA 2 AAACATTCGCGGTGCACTTCTT 18 TGAGGGACTTTTGGGGGCAGATGTG 1
CTATACAATCTACTGTCTTTC 10 TGGCAGTGTCTTAGCTGGTT 27 TGCGGGGCTAGGGCTAACA 2 AGTTTTGCAGGTTTGCATCCAGC 27 TCCATCTTCCAGTGCAGTGT 1
GTAAGTGCCTGCATGTATATGCG 6 TGGCAGTGTCTTAGCTGGTTGTTGTGAGTA 1 ATATAATACAACCTGCTAA 1 AACATTCATTGTTGTCGGTGGG 4 CAATGGCTGAGGTGAGGCACCTCCCGGGC 1
ATAATACAACCTGCTAAGTGT 1 TACCGCACTGTGGGTACTTGCT 1 TCCAGTTTTCCCAGGAATCCC 5 ACTAGATTGTGAGCTG 1 CTAGACTGAGGCTCCTTGAGG 46
TGAGGTTGGTGTACTGTGTG 6 GCTTTCAGTCGGATGTTTGCAG 1 CCCAGTGTTTAGACTACC 3 CCGCACTGTGGGTACTTGCT 7 CCAAGGTTCAAAACATGAAGCGCTGCAACA 1
ACTCTTTCCCTGTTGCACTAC 4 TATTGCACATTACTAAGTT 1 CTGGACTTGGAGTCAGAAGGC 49 AGTGCAATAGTATTGTCAAAGC 2 GTCCAGTTTTCCCAGGAATCCCTT 571
GCTGGTTTCATATGGTGGTTTA 1 ACATTCATTGCTGTCGGTGGGTT 4 TCCAGCATCAGTGATTTTGTTGA 10 TACTCAGTAAGGCATTGTTCTT 7 CAAGCTTGTGTCTATAGGTATG 10
AGAGGTAGTAGGTTGCAT 16 ATTTGCTGAAGCCAGATGCCGTTCCTGAGA 12 AGGTAGTAGGTTGTATAGTT 4 CCTTCAACCAGCTGT 1 ATTTCTGGTATGGTTGCTGC 1
CGAATGTTGCTCGGTGAACCCCT 4 TGATTGTCCAAACGCAATTCTCG 2 TACCACAGGGTAGAACCACGGAC 122 AGGTGCAGTGCTGCATCTCTGGT 2 CCATCCCACTCAGTCGTGC 1
TTCACAGTGGCTAAGTTCC 101 TTCACAGTGGCTAAGTTCT 485 TGTAAACATCCTTGACTG 1 ATGCACCCGGGCAAGGATTTG 1 CTCCATTTGTTTTGATGATGG 1
CCAGTTTTCCCAGGAATCCC 2 TGTAACAGCAACTCCATGTGGAA 2 ATCGGGAATGTCGTGTCCGCCC 2 CACATAATGGTTTGTG 2 CTATACGACCTGCTGCCTTT 22
TATAATACAACCTGCTAAGTG 1 AGGCAGTGTAGTTAGCTGATT 2 TACAGCAGGCACAGACAGGCAG 11 CTGTGCGTGTGACAGCGGCTGATC 2 ATCTTACCGGACAGTGCTGGA 1
TATTCAGATTGGTGCCTGTCAT 1 CCTGGTACAGGCCTGGGGGATA 1 TCACAAGTCAGGTTCTTGGGACC 5 TGAGGTAGTAGGTTGTGTGGTTT 2194 CCCTGTAGATCCGAATTTGTG 5
TAGCTTATCAGACTGATGTTGACTGTT 6 AAGTGCTTATAGTGCAGGT 1 TGAGGGGCAGAGAGCGAGACTTT 3 TTGCCAGGGATTTCCA 1 AGCTTATCAGACTGATGTTGACT 1
ATTATTACTTTTGGTACGCGC 1 TGATATGTTTGATATATTAGGTTGT 30 CAGCAGGCACAGACAGGCAG 1 TTAATGCTAATTGTGATAG 1 TGAGGTAGTAGGTTGTATAGTTTTAGGGT 9
CTCGTACCGTGAGTAATAATG 4 ACCATCGACCGTTGAGTGGACC 1 CTGCCTGGTAATGATG 1 CCCAGTGTTCAGACTACC 6 CCCTAAGGTGAATTTTTTGGGA 6
ATACTGCCTGGTAATGATGA 9 TTTTGTTCGTTCGGCTCGCGT 1 TCAGTGCATGACAGAACTTG 50 TGTAAACATCCCCGACTGG 6 CAGTGCAATAGTATTGTCAAAGCAT 1521
CAGTGCAATAGTATTGTCAAA 42 CTCACAGCTCTGGTCCTTGGA 2 CATCTGGCTACTGGGTCTCT 1 CTAGCACCATTTGAAATCGGT 1 TAATACTGCCTGGTAATGATGA 5646
GCCCTAAGGTGAATTTTTTGGG 2 AGCGCCGAAGGAGCCTCGGTTGGCCC 1 CCTCCCACACCCAAGGCTTGCAG 1 AAGGAGCTTACAATCTAGCTG 221 TTTGTTCGTTCGGCTCGCGT 3
ATAATACAACCTGCTAAGTG 1 TAGCAGCGGGAACAGTACT 9 ATGACACGATCACTCCCGTTGA 1 TCCCCCAGGTGTGATTCTGATTTGT 35 ATACCCTGTAGATCCGAATTTGT 1
AGGTGCATCTAGTGCAGATAGT 2 GTCTGCACATTGGTT 1 AAGCCCTTACCCCAAAAAG 1 CCCCTGGGCCTATCCTAGA 2 GTTGAGGTAGTAGGTTGTATAGT 1
GCTATGCCAACATATTGCCATC 7 ATGTATGTGTGCATGTGCATG 1 CCTGTGGGCCACCTAGTCACC 1 AGTTTTGCAGGTTTGCATCC 3 TCCTTCATTCCACCGGAGT 2
TGTGCAAATCCATGCAAAACTGACT 1 ACCGTGAGTAATAATGC 1 GGCTTCTTTACAGTGCTGCC 1 AGTTTTGTGTGCATGTGCATGTGT 32 TAGCACCATTTGAAATCAGTG 341
CATTGCACTTGTCTCGGTCTGACA 1 ACTGATTTCTTTTGGTGTT 7 CAGCAGGCACAGACAGGCAGT 7 CTCGAGGAGCTCACAGTCTAGT 6 TCAGTGCACTACAGAACTTTGT 639
AATCCTTTGTCCCTGGGTGAAAAT 7 AGGTAGTAGATTGTATAGTT 1 TCCCTGAGGAGCCCTTTGAGCCTGGA 8 TTATGTGTGTGTACATGTAC 1 TTCCTATGCATATACT 1
GTATGTGCCTTTGGACTACA 3 ACAAGTCAGGTTCTTGGGACCT 82 TGTAAACATCCTACACTCTCAGC 5354 CAATCAGCAAGTATACTGCCCTA 1 CTCACAGCTCTGGTCCTTGGAGC 1
ACTGCATTACGAGCACTTA 3 ATCGTAGAGGAAAATCCACG 1 CATTTGAAATCAGTG 1 CTGGGAGAAGGCTGTTTACT 10 TCAGTGCATGACAGA 1
GATGTTGAAAAGGTGCAGGCCATACTGTG 1 TGCTATGCCAACATATTGCC 90 CTGCCGGGTAATGATGGA 2 GTGAAATGTTTAGGACCA 1 ACGCTGTCGGTGAGT 2
TGCCTGTCTACACTTGCTGTGCA 12 TGAGATGAAGCACTGTAGCT 130 TACCCTGTAGATCCGAATTT 3 CTAATACTGCCTGGTAATGATG 1 AGGCAAGATGCTGGCATAGCTG 31
AATCACTAACCACACAGCCAGGTAAA 2 CTGAGGTAGTAGTTTGTACAGTT 19 TGCTGACCCCTAGTCCAGTGC 64 ACCCGTAGATCCGAACTTGTG 2 AGTGCAATGATGAAAGGGCAT 1
TGCTCGCTTCAGAGGGTTGGGTGGAGGCT 1 CATCTTACTGGGCAGCATTGGA 22 AAGCTGGGTTGAGAGGGCGAAAA 1 ACTGTCTGGTAAAGATG 4 ATCGGGAATGTCGTGTCCGC 4
ACCACAGGGTAGAACCACGGACAG 1 CAACGGAATCCCAAAAGCAGCTGTT 25 TAGCTTATCAGACTGATGTT 594 AAACATGAAGCGCTGCAACA 78 TCCATCTTCCAGTGCAGTGTTG 47
CTCAGCTGATCTGTGGCT 1 TCGACAGCACGACACTGCCTTCA 2 TGCTATGCCAACATATTGCCAT 44 AAGTGCTTATAGTGCAGGTAGT 4 TAGCTTATCAGACTGATGTTGAC 32747
AACCCGTAGATCCGAACTTGTGCTGA 1 AGTGCAATGTTAAAAGGGCAT 10 GTTTTCCCAGGAATCCCTT 2 TGTGCAAATCCATGCAAAACTGACTGTGG 1 CAATTCATGTTTTGG 1
GCTGACCCCTAGTCCAGTGC 3 GGCTTCTTTACAGTGCTGCCTTGTTGCAT 2 TCCGGTGCGGAGAGCCGTTCGT 1 ATCCAGGATAGGCTG 1 AATCCTTGGAACCTAGGTG 2
ACCATCGACCGTTGAGTGGAC 1 TGCACTGAGATGGGAGTGGTGT 27 GTAGTAGGTTGCATAGTT 4 CCACTGCCCCAGGTGCTGCTGG 52 AGCCTCGGTTGGCCCCGGATAGCCGGGTC 9
ACTGGCCTACAAAGTCCCAGT 4 CAGTGGTTTTACCCTATGGTA 7 ACTAGATTGTGAGCTGCTGGAG 2 TTGTGCAAATCTATGCAAAAC 1 CACCATCTGAAATCGGTT 3
TGAGAACTGAATTCCATGGGT 5 AGTTTTCCCAGGAATCCC 1 TGTTGTCGGTGGGTT 1 CTTTCAGTCGGATGTTTACAGC 498 CAGCGCCGAAGGAGCCTCGGTTGGCC 2
CAGTGCACTGGCTCAGTTCAGCAGGAA 1 TTGAAAGGCTGTTTCTTGGTCA 1 TACCCTGTAGATCCGAATTTGTGT 20 CAAAGTGCTTACAGTGCAGGTAGT 1816 TCAGTGCACTACAGAACTTT 4
TTTTGCGATGTGTTCCTA 10 GAGGTAGGAGGTTGTATAGTT 1 TTCACAGTGGCTAAGT 3 TGAGAACTGAATTCCATAGG 3 AGCACCATTTGAAATCAGTGTT 19
TGTGACAGATTGATAACTGAA 10 TCGTGTCTTGTGTTGCAGCCGG 14 TGTGCAAATCTATGCAAAAC 3 GTTTTGTTTGGGTTTGTT 1 AACGCTGTCGGTGAGT 1
AATGTTGCTCGGTGAACCCCTTT 1 AAAGTGCTTATAGTGCAGGTA 1 TATGTAACACGGTCCACTAA 5 ACTGTCTGGTAACGATG 2 CGGTCAGCAGCCCAGCGCCA 1
ACTGCCCTAAGTGCTCCTTCTG 1 TGAGATGAAGCACTGTA 1 GTCCAGTTTTCCCAGGAATC 155 TTCACAGTGGCTAAGTTCTGCA 116 GCACAGAAATATTGGCA 1
TGTAAACATCCTACACTCTCAGCTGTGA 1 GGTAGTAGTTTGTGCTGTT 3 CTCGGGGATCATCATGTCA 4 TAGTAGGTTGTATAGT 9 TCCTTGGAACCTAGGTGTGAATGC 1
TCCGAGCCTGGGTCTCCCT 3 AGGGGTGCTATCTGTGATTGAGGGAC 114 TAAAGTGCTGACAGTGCAGAT 1031 CTTTGTCATCCTATGCCT 1 AGAGGTAGTAGGTTGCATAG 281
CTGAGGTAGTAGTTTGTACAGTTT 2 TCCGTCTCAGTTACTTTATAGC 56 AACTGGCCTACAAAGTCCCAG 318 TACAGTAGTCTGCACATTGG 9 CATTATTACTTTTGGTAC 3
TGAATTTGCTGAAGCCAGATGCCGTTC 1 ATGTATGTGTGCATGAACATGT 3 AAGCCCTTACCCCAAAAAGCA 3 AGTTGTTCGTGGTGGATTCGCTTTA 2 CTGAGATGAAGCACTGTAGC 6
AGGTAGTAGGTTGCATAGTTT 1 TCGGGAATGTCGTGTCCGCCC 1 ATTGCACTTGTCCCGGCCTGTT 2 GAGGTAGTAGGTTGCATAGTTTT 1 GTCAAGAGGCGCCTGGGA 1
ATAGCTTATCAGACTGATGTTGA 147 TACGGTGAGCCTGTCATTATT 1 ATCACTAACTCCACTGCCA 2 TTTCCTATGCATATACTTCTT 34 CAGCTACATCTGGCTACTGGG 1
CTGTGCGTGTGACAGCGGC 5 TGTAAACATCCTTGACTGGAAG 40 TTAGCCGCTGAAATAGATGGAT 1 ACTGATTTCTTTTGGTGTTCAGAGT 45 TTGAGGTAGTAGGTTGTATGGTTT 2
AAAGTGCTTACAGTGCAGGTAGT 2 GTTGAGGTAGTAGGTTGTATGGTT 4 TCACATTGCCAGGGATTACCAC 26 GAGACCCTAACTTGTGA 4 CAGTTTTCCCAGGAATCCC 7
GAGGTAGTAGGTTGTGTGGTT 2 AATCACATTGCCAGGGATTTC 8 TCTCACACAGAAATCGCACCCG 6 AGGCAGTGTAGTTAGCTGATTGCTAA 1 TGTCAGTTTGTCAAATACCC 1
AAGGAGCTTACAATCTAGCTGGG 617 TTAATGCTAATTGTGATAGGGGTT 8 GTAAACATCCTCGACTGGAAGC 5 CTGGCTCAGTTCAGCAGGAAC 1 CTCAGCCCATCCCACTCAGTCGTGCCC 2
ACAGGTGAGGTTCTTGGGAG 2 AAAGTGCATGCGCTTTGGGAC 3 CTGTCTGGTAAAGATGGC 1 AACCTGGCATACAATGTAGATTTCTGT 1 AGCTACATCTGGCTACTGGGTCTCT 12
GAATGTTGCTCGGTGAACCCCT 10 GCTGGTTTCATATGGTGGTT 1 TTCCTATGCATATACTTCTT 645 TAGCAGCACATAATGGTTTGTGGAT 2 AGCGCCTCGGCGACAGAGCC 2
AAACATGAAGCGCTGCAAC 11 AACATTCATTGCTGTCGGTGGGTTTGAA 1 ATCGTACAGGGTCATCCACTTT 7 AAGACGCCGCTTTGATCACTGTCTCCAGC 1 TATACGACCTGCTGCCTTT 7
TTCCTATGCATATACTTCTTTG 23 TATGTGCCTTTGGACTACATCGTGA 3 CTGTCTGGTAACGAT 2 GCAAAGCACAGGGCCTGCAGAG 2 CTTTCAGTCGGATGTTTGCAG 104
GGGGTGCTATCTGTGATTGAGGGA 3 CACAAATTCGTATCTAGGGGAA 1 AATACTGCCTGGTAATGATGAC 13 ATGTAGGGATGGAAGCCATGA 1 TGAGGTAGTAGATTGTATAGTTGTGGGG 1
CAGCTACATCTGGCTACTGGGT 1 CACAGACAGGCAGTCACATGA 1 TCGGTTGGCCCCGGATAGCCGGGTCCCCGT 4 CACGCGGGAACCGAGTCCACC 5 AAGCTGCCAGTTGAAGAA 16
TTTTGCGATGTGTTCCTAA 14 TACAGCAGGCACAGACAGG 11 TGAGGTAGTAGTTTGTACAGTTT 47 ACCAATATTATTGTGCTGCTTTA 2 TCCCTGAGACCCTTTAACCTG 29
AATCCTTGGAACCTAGGTGTGAATG 37 GACCGATTTCTCCTGGTGTTCA 1 ATTGCCAGGGATTTCCAA 1 TAGGTAGTTTCCTGTTGTTGGGAT 5 AGCGAGGTTGCCCTTTGTAT 1
CGAATCATTATTTGCTGCTCT 10 CAAGTCAGGTTCTTGGGACCT 5 GTGTTTCCTACTTTATGGAT 1 CCTCATATCCATTCAGGAGT 1 AAAAGCTGGGTTGAGAGGGC 1
CAATTTAGTGTGTGTGATATT 7 GTAGTAGGTTGTATGGT 1 TATGTCACTCGGCTCGGCCCACTACC 1 CTATACAACCTACTGCCTTCC 12 AAGGAGCTTACAATCTA 1
TGAGGGTCTATGATACCACCCGGTACAGGA 13 CAAGCTTGTGTCTATAGGTATGT 5 TGAAACATACACGGGAAACCTCTTT 1 GTGAGTAATAATGCG 1 TAGTGTTTCCTACTTTATGGAT 20
TGCCTACTGAGCTGATATCAGT 2 ACAAGTCAGGTTCTTGGGACC 38 AACATTCAACCTGTCGGTGAGTT 85 ATGGCGCCACTAGGGTTGTG 6 CCCAGTGTTCAGACTACCTGTTCAGGAC 2
TGGCAGTGTCTTAGCTGGT 7 GCATTGTACAGGGCTATG 4 CGAAGGAGCCTCGGTTGGCCCCGGATAGC 2 TAGGCAGTGTAATTAGCTGATTGT 7 TTTTGCGATGTGTTCCTAATA 106
TGAATGGCGCCACTAGGGTTGT 3 CTGACCTATGAATTGACAGCC 115 AATCACTAACCACACAGCCAGG 25 TATGGCTTTTCATTCCTATGT 1 TGGCAGTGTCTTAGCT 4
CAAAGTGCTCATAGTGCAGGTA 12 GTAGTCTGCACATTGGTTA 5 TCCGAGCCTGGGTCTCCCTCT 27 GCAGTGCAATAGTATTGTCAAAG 1 GCTGACCCCTAGTCCAGTG 1
TTTGCGATGTGTTCCTAATA 1 AGGTAGTAGGTTGTATAGT 2 TGAGGTAGGAGGTTGTATAGTTG 109 TAAACATCCTCGACTGGAA 1 AGTAATCCAGGATAGG 1
CGTGTCTTGTGTTGCA 1 CCCTAAGGTGAATTTTTTGGG 1 CAACAAATCACAGTCTGCCATA 55 CTGGTGTTGTGAATCAGG 1 CAGCGCCGAAGGAGCCTCGGTTGGCCCCG 1
CAGCAGCAATTCATGTTTT 51 TGAGGTAGTAGGTTGTGTGGTTTC 28 ACATTCAACGCTGTCGGTGAGTTTG 2 CCCAGTGTTCAGACTACCTG 23 CTCGGTTGGCCCCGGATAGCCGGGTCCCC 1

Stark et al., Supplementary Data

Page 30


	Stark_FigS1.ai
	Table S1 Fly
	Table S1 Human
	Table S1 Mouse
	Table S3 Fly
	Table S3 Mouse



