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Supplementary Figure 1: Genome-wide linkage for average total premature 
responses. Genome-wide linkage results (F1-F5 generations) on 20 autosomal 
chromosomes. Dashed red lines indicate chromosomal limits. The impulsivity trait was 
defined by the average total number of premature responses on the 5CSRTT (non-
parametric linkage). (Inset) Significant linkage results are observed on chromosome 1 
(F1- F5 black line; F1-F6 grey line). The horizontal red line depicts the genome-wide 
significant LOD score threshold of 3.3. Note no significant difference in LOD scores on 
chromosome 1 after the addition of data from the F6 generation.



Gene symbol Gene description Gene location (Mbp)
Rgma repulsive guidance molecule A 128.547399
Chd2 chromodomain-helicase-DNA-binding protein 2 128.609727
St8sia2 Alpha-2,8-sialyltransferase 8B 129.158714
snoU109 Small nucleolar RNA U109 129.245228
Sv2b Synaptic vesicle glycoprotein 2B 130.683153
Akap13 A kinase (PRKA) anchor protein 13 131.224569
U3 Small nucleolar RNA U3 131.537652
Klhl25 Ectoderm-neural cortex protein 2 131.540949
Agbl1 Uncharacterized protein 131.756899
U1 U1 spliceosomal RNA 133.650066
Ntrk3 NT-3 growth factor receptor 133.92553
Mrpl46 39S ribosomal protein L46, mitochondrial 134.498792
Mrps11 28S ribosomal protein S11, mitochondrial 134.507836
Det1 DET1 homolog 134.549457
rno-mir-7a-2 rno-mir-7a-2 134.607264
Aen Apoptosis-enhancing nuclease 134.615998
Isg20 interferon-stimulated gene 20 kDa protein 134.631524
Acan Aggrecan core protein 134.816598
Hapln3 hyaluronan and proteoglycan link protein 3 134.851846
Mfge8 Lactadherin 134.87003
Abhd2 abhydrolase domain-containing protein 2 135.025144
Rlbp1 retinaldehyde-binding protein 1 135.122063
Polg DNA polymerase subunit gamma-1 135.197016
rno-mir-9-3 rno-mir-9-3 135.254133
Rhcg Ammonium transporter Rh type C 135.36142
Kif7 Uncharacterized protein 135.473063
Plin Perilipin-1 135.497431
Pex11a Peroxisomal membrane protein 11A 135.513735
Wdr93 WD repeat-containing protein 93 135.527818
Mesp1 mesoderm posterior protein 1 135.571777
Mesp2 mesoderm posterior protein 2 135.59002
Anpep Aminopeptidase N 135.600751
LOC683402 similar to AP-3 complex subunit sigma-2 (Adapter-related protein complex 3 sigma-2 subunit) (Sigma-adaptin 3b) (AP-3 complex sigma-3B subunit) (Sigma-3B-adaptin) (LOC683402), mRNA 135.653108
RGD1311021 RCG24599Uncharacterized protein 135.69698
Znf710 zinc finger protein 710 135.861678
Idh2 Isocitrate dehydrogenase 135.876058
Sema4b semaphorin 4B 136.001235
Cib1 Calcium and integrin-binding protein 1 136.031865
NGRN_RAT Neugrin 136.07546
Vps33b Vacuolar protein sorting-associated protein 33B 136.085931
Prc1 protein regulator of cytokinesis 1 136.112674
Rccd1 Uncharacterized protein 136.134226
Unc45a Protein unc-45 homolog A 136.143886
Hddc3 HD domain-containing protein 3 136.161425
Fes tyrosine-protein kinase Fes/Fps 136.199523



Furin Furin 136.209969
Iqgap1 ras GTPase-activating-like protein IQGAP1 136.552363
Crtc3 Uncharacterized protein 136.763502
Wdr73 WD repeat-containing protein 73 137.088348
Nmb neuromedin-B 137.097463
Sec11a Signal peptidase complex catalytic subunit SEC11A 137.109468
Znf592 zinc finger protein 592 137.188336
Alpk3 alpha-protein kinase 3 137.256805
Slc28a1 Sodium/nucleoside cotransporter 1 137.323995
Pde8a high affinity cAMP-specific and IBMX-insensitive 3',5'-cyclic phosphodiesterase 8A137.415852
SNORA44 Small nucleolar RNA SNORA44 137.444624
LOC100365810 40S ribosomal protein S17 137.552232
Cpeb1 Cytoplasmic polyadenylation element-binding protein 1 137.556774
SCARNA15 Small Cajal body specific RNA 15 137.743986
Fsd2 fibronectin type III and SPRY domain-containing protein 2 137.749268
SNORA50 Small nucleolar RNA SNORA50 137.759109
Whamm WASP homolog-associated protein with actin, membranes and microtubules137.785814
Homer2 Homer protein homolog 2 137.827128
Fam103a1 family with sequence similarity 103, member A1 (Fam103a1), mRNA 137.980239
RGD1305713 UPF0235 protein C15orf40 homolog 137.998479
Btbd1 BTB/POZ domain-containing protein 1 138.006567
Tm6sf1 transmembrane 6 superfamily member 1 138.058059
Hdgfrp3 Hepatoma-derived growth factor-related protein 3 138.098819
Sh3gl3 Endophilin-A3 138.398334
Fam154b family with sequence similarity 154, member B (Fam154b), mRNA 138.905988
Eftud1 elongation factor Tu GTP binding domain containing 1 138.92062
SNORA15 Small nucleolar RNA SNORA15 138.942384
Tmc3 Uncharacterized protein 139.842574
Stard5 stAR-related lipid transfer protein 5 139.896272
Il16 pro-interleukin-16 139.908061
RGD1310371 similar to RIKEN cDNA 1700026D08 (RGD1310371), mRNA 140.036328
Mesdc1 mesoderm development candidate 1 140.157974
Mesdc2 LDLR chaperone MESD 140.167851
RGD1305254 Uncharacterized protein 140.20304
Fam108c1 abhydrolase domain-containing protein FAM108C1 140.382431
Arnt2 Aryl hydrocarbon receptor nuclear translocator 2 140.535823
Zfand6 AN1-type zinc finger protein 6 140.885729
Vom2r40 vomeronasal 2 receptor, 40 141.602289
Vom2r41 vomeronasal 2 receptor 41 141.861806
Vom2r42 vomeronasal 2 receptor 42 142.010227
Vom2r43 vomeronasal 2 receptor 43 142.267794
Folh1 Glutamate carboxypeptidase 2 142.936379
Nox4 NADPH oxidase 4 143.415816
Tyr tyrosinase 143.641257
U7 U7 small nuclear RNA 143.647155
Grm5 Metabotropic glutamate receptor 5 143.863506



Ctsc Dipeptidyl peptidase 1Dipeptidyl peptidase 1 exclusion domain chainDipeptidyl peptidase 1 heavy chainDipeptidyl peptidase 1 light chain 144.629802
Rab38 ras-related protein Rab-38 144.783909
Tmem135 Transmembrane protein 135 145.664797
Fzd4 Frizzled-4 145.953746
Prss23 Serine protease 23 146.081557
Eed polycomb protein EED 146.563964
Picalm Phosphatidylinositol-binding clathrin assembly protein 146.754045
Ccdc89 Coiled-coil domain-containing protein 89 147.091688
Crebzf CREB/ATF bZIP transcription factor 147.124224
Tmem126a Transmembrane protein 126A 147.129335
Tmem126b transmembrane protein 126B 147.146187
Dlg2 Disks large homolog 2 148.051658
Ccdc90b Coiled-coil domain-containing protein 90B, mitochondrial 149.410497
Ankrd42 ankyrin repeat domain 42 149.423846
Pcf11 Uncharacterized protein 149.475611
SNORA73 Small nucleolar RNA SNORA73 family 149.551354
Rab30 ras-related protein Rab-30 149.656373
RGD1559690 nitric oxide-inducible gene protein 149.685958
SNORA70 Small nucleolar RNA SNORA70 149.697952
Prcp lysosomal Pro-X carboxypeptidase 149.711289
Fam181b family with sequence similarity 181, member B (Fam181b), mRNA 149.955641
U6 U6 spliceosomal RNA 152.647115
rno-mir-708 rno-mir-708 153.476669
Odz4 teneurin-4 153.808625
Nars2 probable asparaginyl-tRNA synthetase, mitochondrial 154.216134
Gab2 GRB2-associated-binding protein 2 154.348781
Kctd21 BTB/POZ domain-containing protein KCTD21 154.587686
Alg8 probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase154.607442
Ndufc2 NADH dehydrogenase 154.635889
Thrsp Thyroid hormone-inducible hepatic protein 154.647341
Kctd14 Uncharacterized protein 154.684785
RGD1561459 similar to RIKEN cDNA 1810020D17 (RGD1561459), mRNA 154.786525
Clns1a Methylosome subunit pICln 154.946673
Aqp11 Aquaporin-11 154.973798
Pak1 Serine/threonine-protein kinase PAK 1 155.057622
Capn5 Calpain-5 155.366703
B3gnt6 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 6 155.435459
Acer3 Uncharacterized protein 155.455466
Tsku Tsukushin 155.61107
Lrrc32 leucine rich repeat containing 32 155.761334
Prkrir 52 kDa repressor of the inhibitor of the protein kinase 155.982782
Wnt11 wingless-type MMTV integration site family, member 11 156.126223
RGD1561870 similar to ribosomal protein L27 (RGD1561870), mRNA 156.142284
Dgat2 Diacylglycerol O-acyltransferase 2 156.447588
Mogat2 2-acylglycerol O-acyltransferase 2 156.516533
Map6 Microtubule-associated protein 6 156.592504



Serpinh1 Serpin H1 156.667042
B5DF39_RAT Gdpd5 protein 156.703241
Klhl35 Uncharacterized protein 156.801077
Rps3 40S ribosomal protein S3 156.811473
SNORD15 Small nucleolar RNA SNORD15 156.812188
Arrb1 Beta-arrestin-1 156.871562
rno-mir-326 rno-mir-326 156.887513
Slco2b1 Solute carrier organic anion transporter family member 2B1 156.992493
Q5RJS1_RAT Olr35 protein 157.074498
Neu3 Sialidase-3 157.172548
Spcs2 signal peptidase complex subunit 2 homolog 157.199447
SNORA20 Small nucleolar RNA SNORA20 157.319772
LOC100360934 chordin-like protein 2 157.391482
Pold3 DNA polymerase delta subunit 3 157.453059
Lipt2 lipoyl(octanoyl) transferase 2 (putative) 157.538704
Kcne3 Potassium voltage-gated channel subfamily E member 3 157.558044
Pgm2l1 glucose 1,6-bisphosphate synthase 157.605906
P4ha3 Prolyl 4-hydroxylase subunit alpha-3 157.663338
Ppme1 protein phosphatase methylesterase 1 157.725633
Ucp3 Mitochondrial uncoupling protein 3 157.896001
Ucp2 Mitochondrial uncoupling protein 2 157.922179
Dnajb13 dnaJ homolog subfamily B member 13 157.931501
Chchd8 coiled-coil-helix-coiled-coil-helix domain-containing protein 8 157.965119
Mrpl48 39S ribosomal protein L48, mitochondrial 157.979818
Rab6a Ras-related protein Rab-6A 158.041088
SNORA4 Small nucleolar RNA SNORA4 158.048843
Plekhb1 Pleckstrin homology domain-containing family B member 1 158.08193
Fam168a family with sequence similarity 168, member A (Fam168a), mRNA 158.140473
Relt tumor necrosis factor receptor superfamily member 19L 158.293361
P2ry6 P2Y purinoceptor 6 158.381128
P2ry2 P2Y purinoceptor 2 158.440062
Fchsd2 FCH and double SH3 domains protein 2 158.54883
Q6QI52_RAT LRRGT00156 158.590389
LOC100364491 ribosomal protein L7a (Rpl7a), mRNA 158.694172
Atg16l2 ATG16 autophagy related 16-like 2 158.787779
Stard10 PCTP-like protein 158.81997
Pde2a cGMP-dependent 3',5'-cyclic phosphodiesterase 158.921607
rno-mir-139 rno-mir-139 158.976576
Art2 T-cell ecto-ADP-ribosyltransferase 1 159.055461
Clpb Caseinolytic peptidase B protein homolog 159.126512
5S_rRNA 5S ribosomal RNA 159.2668
Phox2a Paired mesoderm homeobox protein 2A 159.273524
Inppl1 Phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase 2 159.27813
Folr2 folate receptor beta 159.295773
Folr1 folate receptor alpha 159.315192
RGD1311634 similar to RIKEN cDNA 3200002M19 (RGD1311634), mRNA 159.35911



Lrtomt Transmembrane O-methyltransferase 159.36201
MGC72560 Ragulator complex protein LAMTOR1 159.367471
Lrrc51 Leucine-rich repeat-containing protein 51 159.373973
Il18bp interleukin-18-binding protein 159.471809
Rnf121 RING finger protein 121 159.475046
TRPC2_RAT Short transient receptor potential channel 2 159.54282
Art5 Ecto-ADP-ribosyltransferase 5 159.576991
Art1 GPI-linked NAD(P)(+)--arginine ADP-ribosyltransferase 1 159.586246
Chrna10 Neuronal acetylcholine receptor subunit alpha-10 159.590904
Nup98 Nuclear pore complex protein Nup98-Nup96Nuclear pore complex protein Nup98Nuclear pore complex protein Nup96 159.598048
Pgap2 Post-GPI attachment to proteins factor 2 159.69692
Rhog rho-related GTP-binding protein RhoG 159.724016
Stim1 Stromal interaction molecule 1 159.761567
Trim21 52 kDa Ro protein 160.175882
LOC293190 bcl-2-like protein 1 isoform 3 160.254067
SNORA2 Small nucleolar RNA SNORA2/SNORA34 family 161.283594
LOC689064 Hemoglobin subunit beta-2 161.578128
Hbb Hemoglobin subunit beta-1 161.584858
Hbb-b1 hemoglobin, beta adult major chain 161.590671
Hbg1 hemoglobin, gamma A 161.64024
Hbe2 hemoglobin, epsilon 2 161.647651
Hbe1 hemoglobin, epsilon 1 161.651306
LOC499219 LRRG00121 161.788384
RGD1562433 similar to ubiquilin 1 isoform 2 (RGD1562433), mRNA 161.962308
Ubqln3 ubiquilin-3 161.974585
Ubqlnl Ubiquilin-like protein 161.985144
RGD1310717 similar to RIKEN cDNA E030002O03 (RGD1310717), mRNA 161.990223
Trim6 tripartite motif-containing 6 162.066157
Trim5 tripartite motif-containing protein 5 162.096454
Trim30 Uncharacterized protein 162.173307
U4 U4 spliceosomal RNA 162.457008
Fam160a2 FTS and Hook-interacting protein 163.110928
Cnga4 Cyclic nucleotide-gated cation channel alpha-4 163.137544
Cckbr Gastrin/cholecystokinin type B receptor 163.156914
Prkcdbp Protein kinase C delta-binding protein 163.212922
Smpd1 sphingomyelin phosphodiesterase 163.27897
Apbb1 Amyloid beta A4 precursor protein-binding family B member 1 163.282918
Hpx Hemopexin 163.319509
Trim3 Tripartite motif-containing protein 3 163.331603
Arfip2 Arfaptin-2 163.364861
TIM9B_RAT Mitochondrial import inner membrane translocase subunit Tim9 B 163.369752
Dnhd1 Uncharacterized protein 163.462348
Rrp8 Ribosomal RNA-processing protein 8 163.47703
Ilk Integrin-linked protein kinase 163.481299
Taf10 TAF10 RNA polymerase II, TATA box binding protein (TBP)-associated factor163.487518
Tpp1 Tripeptidyl-peptidase 1 163.490393



Dchs1 dachsous 1 163.49734
RM17_RAT 39S ribosomal protein L17, mitochondrial 163.554719
Syt9 Synaptotagmin-9 164.722168
Olfml1 Olfactomedin-like protein 1 164.953064
Ppfibp2 protein tyrosine phosphatase, receptor-type, F interacting protein, binding protein 2164.979709
NB5R2_RAT NADH-cytochrome b5 reductase 2 165.131108
LOC499235 LRRGT00141 165.181656
Nlrp10 NACHT, LRR and PYD domains-containing protein 10 166.411647
Ric3 resistance to inhibitors of cholinesterase 3 homolog 166.494113
Lmo1 LIM domain only protein 3 166.706026
snoU13 Small nucleolar RNA U13 167.002996
Trim66 tripartite motif-containing protein 66 167.04954
Rpl27a 60S ribosomal protein L27a 167.115389
SNORA3 Small nucleolar RNA SNORA3/SNORA45 family 167.117372
St5 suppression of tumorigenicity 5 protein 167.119711
RGD1306959 similar to C11orf17 protein (RGD1306959), mRNA 167.324919
LOC499240 similar to predicted gene ICRFP703B1614Q5.5 (LOC499240), mRNA 167.333129
Tmem9b transmembrane protein 9B 167.355899
Nrip3 nuclear receptor-interacting protein 3 167.380328
Dennd5a DENN/MADD domain containing 5A 167.519649
Tmem41b Transmembrane protein 41B 167.608205
Ipo7 importin-7 167.658312
SNORA23 Small nucleolar RNA SNORA23 167.68657
Zfp143 Zinc finger protein 143 167.704313
Wee1 Wee1-like protein kinase 167.769797
Swap70 switch-associated protein 70 167.888783
RGD1559442 SET binding factor 2 167.974268
Adm ADMAdrenomedullinProadrenomedullin N-20 terminal peptide 168.380255
Ampd3 AMP deaminase 3 168.533491
rnf141 RING finger protein 141 168.572375
Lyve1 lymphatic vessel endothelial hyaluronic acid receptor 1 168.60146
Mrvi1 protein MRVI1 isoform b 168.627363
Ctr9 Ctr9, Paf1/RNA polymerase II complex component, homolog 168.784377
snoU97 Small nucleolar RNA U97 168.834306
E9PSI9_RAT putative polypeptide N-acetylgalactosaminyltransferase-like protein 4 169.251525
Usp47 ubiquitin specific peptidase 47 169.836253
Dkk3 dickkopf-related protein 3 169.924618
Mical2 protein MICAL-2 170.076006
Micalcl MICAL C-terminal-like protein 170.178141
Parva Alpha-parvin 170.232441
Tead1 transcriptional enhancer factor TEF-1 170.557393
LOC687311 NADH dehydrogenase 170.580048
Arntl Aryl hydrocarbon receptor nuclear translocator-like protein 1 171.062181
Btbd10 BTB/POZ domain-containing protein 10 171.163522
Pth Parathyroid hormone 171.240596
Far1 Fatty acyl-CoA reductase 1 171.392301



Spon1 Spondin-1 171.70072
Rras2 ras-related protein R-Ras2 172.026263
Copb1 Coatomer subunit beta 172.199677
Psma1 Proteasome subunit alpha type-1 172.237763
Pde3b cGMP-inhibited 3',5'-cyclic phosphodiesterase B 172.409282
B5DFA4_RAT vitamin D 25-hydroxylase 172.593057
Calca Calcitonin 172.68617
Calcb Calcitonin gene-related peptide 2 172.777347
Insc inscuteable homolog (Drosophila) (Insc), mRNA 172.804412
7SK 7SK RNA 173.002191
Sox6 transcription factor SOX-6 173.556967
RGD1311703 small acidic protein 174.173969
Plekha7 pleckstrin homology domain containing, family A member 7 174.204979
Rps13 40S ribosomal protein S13 174.425816
SNORD14 Small nucleolar RNA SNORD14 174.427277
Pik3c2a phosphatidylinositol-4-phosphate 3-kinase C2 domain-containing subunit alpha174.430831
Nucb2 Nucleobindin-2 174.605677
SNORA17 Small nucleolar RNA SNORA17 175.033994
YBOX1_RAT Nuclease-sensitive element-binding protein 1 175.17944
Xylt1 Xylosyltransferase 1 175.68736
Rps15a 40S ribosomal protein S15a 176.321901
Arl6ip1 ADP-ribosylation factor-like protein 6-interacting protein 1 176.332758
SYT17_RAT Synaptotagmin-17 176.599608
Itpripl2 inositol 1,4,5-triphosphate receptor-interacting protein-like 2 176.70669
Coq7 Ubiquinone biosynthesis protein COQ7 homolog 176.741638
Tmc7 transmembrane channel-like protein 7 176.761053
Tmc5 Transmembrane channel-like protein 5 176.84398
Cp110 centrosomal protein of 110 kDa 176.937287
LOC361635 UPF0505 protein C16orf62 homolog 176.965214
SNORA24 Small nucleolar RNA SNORA24 177.060142
RGD1565096 similar to TSG118.1 (RGD1565096), mRNA 177.084712
Gprc5b G-protein coupled receptor family C group 5 member B 177.205905

Supplementary table 1. List of genes within the QTL region on chromosome 1



 
 

Supplementary Table 2: Candidate genes in the QTL region previously reported to be 
associated with psychiatric and behavioral disorders. 

Gene 
symbol Gene description Gene location 

(Mbp) 
Associated disorder 

Rgma Repulsive guidance molecule A 128.547399 Depression1 

Chd2 Chromodomain-helicase-DNA-binding protein 
2 128.609727 Autism2 

St8sia2 Alpha-2,8-sialyltransferease 8B 129.158714 
Schizophrenia3; Bipolar3;  

Autism4 

Sv2b Synaptic vesicle glycoprotein 2B 130.683153 Depression1 

Homer2 Homer protein homolog 2 137.827128 Schizophrenia5 

Folh1 Glutamate carboxypeptidase 2 142.936379 Depression6; Schizophrenia7 

Tyr Tyrosinase 143.641257 Bipolar8 

Grm5 Metabotropic glutamate receptor 5 143.863506 
Schizophrenia9; ADHD10; 

Addiction11; Autism12 

Dlg2 Disks large homolog 2 148.051658 Schizophrenia13; Autism14 

Odz4 Teneurin-4 153.808625 Bipolar15; Schizophrenia16 

Arrb1 Beta-arrestin-1 156.871562 Depression17; Addiction18 

Plekhb1 Pleckstrin homology domain-containing family 
B membrane 1 158.08193 ADHD19 

Folr2 Folate receptor beta 159.295773 Autism20 

Chrna10 Neuronal acetylcholine receptor subunit alpha-
10 159.590904 Addiction21 

Hbb Hemoglobin subunit beta-1 161.584858 Depression22 

Cckbr Gastrin/cholecystokinin type B receptor 163.156914 Anxiety23; Suicide24 
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Gene Name SNP ID Chromosome Position(Mbp) Reference Allele Alternative Allele Location
Chd2 1_128649115_G/C 1 128.649115 G C INTRONIC
Sv2b 1_130835497_C/A 1 130.835497 C A INTRONIC
Sv2b 1_130837654_G/A 1 130.837654 G A INTRONIC
Akap13 1_131315604_G/A 1 131.315604 G A INTRONIC
Ntrk3 1_134268648_G/T 1 134.268648 G T INTRONIC
Acan 1_134840489_T/C 1 134.840489 T C INTRONIC
Abhd2 1_135088391_G/C 1 135.088391 G C INTRONIC
Iqgap1 1_136631739_C/T 1 136.631739 C T INTRONIC
Pde8a 1_137547830_C/T 1 137.54783 C T DOWNSTREAM
Cpeb1 1_137582309_A/G 1 137.582309 A G INTRONIC
Cpeb1 1_137609354_C/G 1 137.609354 C G INTRONIC
Homer2 1_137882265_A/G 1 137.882265 A G INTRONIC
Homer2 1_137882278_A/G 1 137.882278 A G INTRONIC
Homer2 1_137882369_A/G 1 137.882369 A G INTRONIC
Homer2 1_137882379_A/G 1 137.882379 A G INTRONIC
Tm6sf1 1_138079519_A/G 1 138.079519 A G INTRONIC
Sh3gl3 1_138430747_A/G 1 138.430747 A G INTRONIC
Sh3gl3 1_138451888_C/G 1 138.451888 C G INTRONIC
Sh3gl3 1_138512033_C/T 1 138.512033 C T INTRONIC
Arnt2 1_140531141_C/A 1 140.531141 C A DOWNSTREAM
Arnt2 1_140531145_C/A 1 140.531145 C A DOWNSTREAM
Arnt2 1_140651827_A/G 1 140.651827 A G INTRONIC
Olr11 1_141494096_C/A 1 141.494096 C A UPSTREAM
Vom2r40 1_141659141_T/A 1 141.659141 T A INTRONIC
Vom2r40 1_141659143_T/G 1 141.659143 T G INTRONIC
Folh1 1_142966763_G/T 1 142.966763 G T INTRONIC
Folh1 1_142966968_G/A 1 142.966968 G A INTRONIC
Grm5 1_143859713_A/T 1 143.859713 A T UPSTREAM
Grm5 1_144005117_T/C 1 144.005117 T C INTRONIC
Grm5 1_144032182_A/T 1 144.032182 A T INTRONIC
Dlg2 1_148421815_C/A 1 148.421815 C A INTRONIC
Dlg2 1_148443210_A/T 1 148.44321 A T INTRONIC
Dlg2 1_148476775_A/G 1 148.476775 A G INTRONIC
Dlg2 1_148502976_G/A 1 148.502976 G A INTRONIC
Dlg2 1_148562440_A/G 1 148.56244 A G INTRONIC
Dlg2 1_149203589_A/G 1 149.203589 A G INTRONIC
Dlg2 1_149203594_A/G 1 149.203594 A G INTRONIC
Odz4 1_153937181_G/A 1 153.937181 G A INTRONIC
Nars2 1_154235371_C/G 1 154.235371 C G INTRONIC
Aqp11 1_154978188_G/A 1 154.978188 G A INTRONIC
Fchsd2 1_158557777_G/A 1 158.557777 G A INTRONIC
Pde2a 1_158930569_A/G 1 158.930569 A G INTRONIC
Pde2a 1_158930585_T/C 1 158.930585 T C INTRONIC
Olr119 1_161435537_T/C 1 161.435537 T C UPSTREAM
Hbb 1_161590423_T/A 1 161.590423 T A UPSTREAM
Ppfibp2 1_165008099_C/G 1 165.008099 C G INTRONIC
Olr237 1_165247608_T/C 1 165.247608 T C SYNONYMOUS_CODING
LOC690767 1_166068612_C/T 1 166.068612 C T NON_SYNONYMOUS_CODING
Ric3 1_166523757_T/C 1 166.523757 T C INTRONIC
St5 1_167138083_A/G 1 167.138083 A G INTRONIC
Mrvi1 1_168714374_A/G 1 168.714374 A G INTRONIC
Spon1 1_171742726_T/C 1 171.742726 T C INTRONIC
Spon1 1_171777726_C/G 1 171.777726 C G INTRONIC
Spon1 1_171904938_G/T 1 171.904938 G T INTRONIC
Spon1 1_171904941_G/A 1 171.904941 G A INTRONIC
Spon1 1_171998337_T/C 1 171.998337 T C INTRONIC
Pde3b 1_172463519_T/C 1 172.463519 T C INTRONIC

Supplementary table 3. List of genes in the QTL region that present SNPs



Gene Name INDEL ID Chromosome Start(Mbp) End(Mbp) Reference Allele Alternative Allele Location
F1M810_RAT 1_129608899_TG/- 1 129.6089 129.6089 TG - INTRONIC

Sv2b 1_130739698_-/CA 1 130.7397 130.7397 - CA INTRONIC

Sv2b 1_130742599_-/AC 1 130.7426 130.7426 - AC INTRONIC

Sv2b 1_130826672_-/GT 1 130.82667 130.82667 - GT INTRONIC

F1M811_RAT 1_131129015_-/T 1 131129015 131129016 - T INTRONIC

F1M811_RAT 1_131134284_T/- 1 131134284 131134284 T - INTRONIC

Klhl25 1_131540432_TG/- 1 131540432 131540433 TG - UPSTREAM

F1M814_RAT 1_132456191_-/CA 1 132.45619 132.45619 - CA INTRONIC

F1M814_RAT 1_132675878_-/TG 1 132.67588 132.67588 - TG INTRONIC

Ntrk3 1_134035794_-/AC 1 134.03579 134.0358 - AC INTRONIC

Mrps11 1_134518244_-/CCACACA 1 134518244 134518245 - CCACACA DOWNSTREAM

Isg20 1_134634753_G/- 1 134634753 134634753 G - INTRONIC

Mfge8 1_134871094_-/C 1 134.87109 134.8711 - C INTRONIC

Abhd2 1_135021727_-/G 1 135021727 135021728 - G UPSTREAM

Abhd2 1_135029169_-/A 1 135029169 135029170 - A INTRONIC

Rlbp1 1_135138240_-/TC 1 135.13824 135.13824 - TC UPSTREAM

Rhcg 1_135362995_GAGAGAGAGA/- 1 135362995 135363004 GAGAGAGAGA - SPLICE_SITE,INTRONIC

Wdr93 1_135549549_-/T 1 135549549 135549550 - T INTRONIC

Wdr93 1_135549838_-/CA 1 135549838 135549839 - CA INTRONIC

Anpep 1_135598576_-/A 1 135598576 135598577 - A DOWNSTREAM

Idh2 1_135899068_-/A 1 135899068 135899069 - A UPSTREAM

D4A0Q8_RAT 1_136069127_-/A 1 136069127 136069128 - A INTRONIC

Prc1 1_136135140_T/- 1 136135140 136135140 T - DOWNSTREAM

D4A4J3_RAT 1_136167005_A/- 1 136167005 136167005 A - DOWNSTREAM

Iqgap1 1_136558664_-/CC 1 136.55866 136.55867 - CC INTRONIC

Iqgap1 1_136641407_-/A 1 136641407 136641408 - A INTRONIC

Alpk3 1_137269970_GTGTGTGTGTGTGT/- 1 137.26997 137.26998 GTGTGTGTGTGTGT - INTRONIC

Slc28a1 1_137334547_-/TG 1 137.33455 137.33455 - TG INTRONIC

Homer2 1_137882093_-/C 1 137.88209 137.88209 - C INTRONIC

RGD1305713 1_138003252_-/GT 1 138.00325 138.00325 - GT INTRONIC

Sh3gl3 1_138533714_AGAGAG/- 1 138.53371 138.53372 AGAGAG - DOWNSTREAM

F1M767_RAT 1_138654884_TCTCTCTCTC/- 1 138.65488 138.65489 TCTCTCTCTC - INTRONIC

F1M767_RAT 1_138713216_-/AC 1 138.71322 138.71322 - AC INTRONIC

D3ZFL6_RAT 1_139143140_-/GT 1 139.14314 139.14314 - GT DOWNSTREAM

Tmc3 1_139861479_-/TC 1 139.86148 139.86148 - TC INTRONIC

Arnt2 1_140671403_AC/- 1 140.6714 140.6714 AC - INTRONIC

FAAA_RAT 1_140858554_TC/- 1 140.85855 140.85856 TC - INTRONIC

Nox4 1_143476690_T/- 1 143476690 143476690 T - INTRONIC

Nox4 1_143480318_-/TCTA 1 143.48032 143.48032 - TCTA INTRONIC

Nox4 1_143599429_-/AT 1 143.59943 143.59943 - AT INTRONIC

Grm5 1_143897429_-/A 1 143897429 143897430 - A INTRONIC

Grm5 1_144083448_-/TA 1 144.08345 144.08345 - TA INTRONIC

F1LUQ4_RAT 1_146362231_AC/- 1 146.36223 146.36223 AC - INTRONIC

LOC680270 1_146899406_-/CAATCA 1 146.89941 146.89941 - CAATCA INTRONIC

Dlg2 1_148190578_-/CA 1 148190578 148190579 - CA INTRONIC

Dlg2 1_148347335_-/A 1 148.34734 148.34734 - A INTRONIC

Dlg2 1_148476682_-/TA 1 148.47668 148.47668 - TA INTRONIC

Dlg2 1_148487662_AG/- 1 148.48766 148.48766 AG - INTRONIC

Dlg2 1_148487707_GT/- 1 148.48771 148.48771 GT - INTRONIC

Dlg2 1_148539160_-/T 1 148539160 148539161 - T INTRONIC

Dlg2 1_148883316_CT/- 1 148.88332 148.88332 CT - INTRONIC

Dlg2 1_148988102_ATATATATATATATAT/- 1 148.9881 148.98812 ATATATATATATATAT - INTRONIC

Rab30 1_149659105_-/TG 1 149.65911 149.65911 - TG INTRONIC

RGD1559690 1_149703024_A/- 1 149703024 149703024 A - INTRONIC

Odz4 1_153843731_GT/- 1 153.84373 153.84373 GT - INTRONIC

Nars2 1_154271062_-/ACAGAC 1 154.27106 154.27106 - ACAGAC INTRONIC

Nars2 1_154284900_T/- 1 154284900 154284900 T - INTRONIC

Gab2 1_154478186_-/CACACACAC 1 154478186 154478187 - CACACACAC INTRONIC

D3ZZQ6_RAT 1_154718553_-/G 1 154.71855 154.71855 - G INTRONIC

D3ZGQ8_RAT 1_154823313_-/A 1 154823313 154823314 - A INTRONIC

D3ZKE1_RAT 1_156295478_-/GT 1 156.29548 156.29548 - GT INTRONIC

D3ZKE1_RAT 1_156328047_-/TCTCTCTCTC 1 156.32805 156.32805 - TCTCTCTCTC INTRONIC

Map6 1_156638174_-/A 1 156638174 156638175 - A INTRONIC

B5DF39_RAT 1_156738188_-/GT 1 156.73819 156.73819 - GT INTRONIC

Lipt2 1_157537693_T/- 1 157537693 157537693 T - UPSTREAM

Fam168a 1_158235825_-/CT 1 158.23583 158.23583 - CT INTRONIC

D4ADZ1_RAT 1_158314584_A/- 1 158314584 158314584 A - DOWNSTREAM

Fchsd2 1_158582535_C/- 1 158582535 158582535 C - INTRONIC

Fchsd2 1_158755377_-/A 1 158755377 158755378 - A INTRONIC

F1LM60_RAT 1_158878464_TT/- 1 158878464 158878465 TT - INTRONIC

Il18bp 1_159477723_-/C 1 159477723 159477724 - C UPSTREAM

Rnf121 1_159492697_-/AC 1 159.4927 159.4927 - AC INTRONIC

Nup98 1_159629524_A/- 1 159629524 159629524 A - INTRONIC

Nup98 1_159631695_-/T 1 159631695 159631696 - T INTRONIC

Stim1 1_159764629_-/AGAGAGAGAG 1 159.76463 159.76463 - AGAGAGAGAG INTRONIC

Stim1 1_159884343_AC/- 1 159.88434 159.88434 AC - INTRONIC

Olr111 1_161323284_-/CG 1 161323284 161323285 - CG DOWNSTREAM

Olr135 1_161762982_T/- 1 161762982 161762982 T - DOWNSTREAM

Trim6 1_162061328_-/A 1 162061328 162061329 - A UPSTREAM

Olr154 1_162220333_-/GA 1 162220333 162220334 - GA UPSTREAM

Olr154 1_162223980_TG/- 1 162.22398 162.22398 TG - UPSTREAM

Olr168 1_162489797_-/G 1 162.4898 162.4898 - G DOWNSTREAM



Olr180 1_162735896_A/- 1 162735896 162735896 A - DOWNSTREAM

Olr180 1_162735898_A/- 1 162735898 162735898 A - DOWNSTREAM

LOC100362148 1_162868053_-/T 1 162868053 162868054 - T UPSTREAM

Olr193 1_162893376_-/A 1 162893376 162893377 - A DOWNSTREAM

Olr193 1_162901538_GT/- 1 162.90154 162.90154 GT - UPSTREAM

Olr194 1_162932668_C/- 1 162.93267 162.93267 C - UPSTREAM

Olr201 1_163075087_-/AC 1 163.07509 163.07509 - AC UPSTREAM

Cckbr 1_163157222_C/- 1 163157222 163157222 C - INTRONIC

Apbb1 1_163297794_TT/- 1 163297794 163297795 TT - INTRONIC

F1LZ18_RAT 1_163701435_TT/- 1 163.70144 163.70144 TT - UPSTREAM

Olr229 1_164358981_C/- 1 164358981 164358981 C - DOWNSTREAM

Syt9 1_164770760_T/- 1 164770760 164770760 T - INTRONIC

Ppfibp2 1_165047610_-/GTGT 1 165.04761 165.04761 - GTGT INTRONIC

Ppfibp2 1_165076240_TACACACACACA/- 1 165.07624 165.07625 TACACACACACA - INTRONIC

D4A7R5_RAT 1_165190282_-/AGGAAGGAAGGAAGG 1 165.19028 165.19028 - AGGAAGGAAGGAAGG DOWNSTREAM

Olr239 1_165268528_T/- 1 165268528 165268528 T - UPSTREAM

Olr245 1_165438665_-/GTGTGT 1 165438665 165438666 - GTGTGT DOWNSTREAM

Olr260 1_165809567_AAAGA/- 1 165.80957 165.80957 AAAGA - DOWNSTREAM

Olr262 1_165823727_ACATGC/- 1 165823727 165823732 ACATGC - UPSTREAM

Olr281 1_166472403_G/- 1 166472403 166472403 G - FRAMESHIFT_CODING

Olr282 1_166487497_GTGTGTGTGTGTGTGTGT/- 1 166487497 166487514 GTGTGTGTGTGTGTGTGT - DOWNSTREAM

Ric3 1_166648228_TCTCTCTCTC/- 1 166.64823 166.64824 TCTCTCTCTC - INTRONIC

Lmo1 1_166702862_T/- 1 166702862 166702862 T - DOWNSTREAM

Lmo1 1_166729026_-/CA 1 166.72903 166.72903 - CA INTRONIC

Tmem9b 1_167367043_-/TC 1 167367043 167367044 - TC INTRONIC

Swap70 1_167911659_-/G 1 167911659 167911660 - G INTRONIC

Swap70 1_167927999_C/- 1 167927999 167927999 C - INTRONIC

F1M683_RAT 1_168065753_T/- 1 168065753 168065753 T - INTRONIC

F1M683_RAT 1_168115964_T/- 1 168115964 168115964 T - INTRONIC

F1M683_RAT 1_168147706_-/A 1 168147706 168147707 - A INTRONIC

E9PSI9_RAT 1_169263659_A/- 1 169263659 169263659 A - INTRONIC

E9PSI9_RAT 1_169346363_-/AC 1 169.34636 169.34636 - AC INTRONIC

E9PSI9_RAT 1_169368882_-/C 1 169.36888 169.36888 - C INTRONIC

Usp47 1_169891406_-/A 1 169891406 169891407 - A INTRONIC

Mical2 1_170117853_-/CA 1 170.11785 170.11785 - CA INTRONIC

Parva 1_170305167_-/AC 1 170.30517 170.30517 - AC INTRONIC

Parva 1_170357189_-/TG 1 170.35719 170.35719 - TG INTRONIC

Far1 1_171389151_-/T 1 171389151 171389152 - T UPSTREAM

Spon1 1_171777715_-/ACAGACAGACAGAC 1 171.77772 171.77772 - ACAGACAGACAGAC INTRONIC

Spon1 1_171818052_GT/- 1 171.81805 171.81805 GT - INTRONIC

Spon1 1_171857492_-/A 1 171857492 171857493 - A INTRONIC

Spon1 1_171934624_-/CA 1 171.93462 171.93463 - CA INTRONIC

Spon1 1_171992012_A/- 1 171992012 171992012 A - INTRONIC

Spon1 1_172005216_CA/- 1 172005216 172005217 CA - INTRONIC

Rras2 1_172061298_AC/- 1 172.0613 172.0613 AC - INTRONIC

Rras2 1_172087391_-/CACA 1 172.08739 172.08739 - CACA INTRONIC

Pde3b 1_172488706_-/CT 1 172.48871 172.48871 - CT INTRONIC

Calcb 1_172783191_-/T 1 172783191 172783192 - T DOWNSTREAM

Insc 1_172823765_TATA/- 1 172.82377 172.82377 TATA - INTRONIC

Insc 1_172830913_-/TG 1 172.83091 172.83091 - TG INTRONIC

Supplementary table 4. List of genes in the QTL region that present INDEL
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ATAATTTTTATTTTTATAG
ATG

TCTAAATTTTAAAATAG
G
ATACACTCAAG

CAATATACA[T/G
]G
TG
G
TTAAG

ACAAATTAATACTTTTATAAATG
ACCATTCTCAG

TTACAAG
CACCAAAAT

T/G
1

316809
0.493

1002439384
TG
G
CG
AG
TCTG

G
G
G
ATG

ATAG
ACAG

TAG
AG
TCCATG

ATTG
G
AG
ATG

G
G
G
TTTTAAATATC[T/C]G

TTTTATCTG
TAAG

TTTTTCTG
CTG

TTTTCTCAG
AG
CCG

TCTG
G
G
TATAAG

ATG
ATAG

G
T/C

1
2439384

0.903
1006529087

G
G
CAAAAG

G
CTAAG

CTCCATCTTTG
TG
CATCAG

AG
ACAG

ACAG
G
TACCTTCTG

TCAG
TCA[A/G

]AAG
CCAG

CTTTG
G
ATG

TCAAG
AATG

TG
G
CTG

G
G
TTG

CTTTTAG
G
AG
TTTTCATCTCACA

A/G
1

6529087
0.981

1010631560
ACTAG

G
CG
ACATAG

TCTCACAG
AAAACTTCCTG

ATCCTCTG
TCTCTTATAATCATTG

TG
CA[A/G

]TTCCATTTTAACATAG
TG
TG
CCTTCAATCATAATTCTG

CTAAG
AATTTTAG

TATTG
G
G
AAC

A/G
1

10631560
0.771

1015047131
TTCTTTAATG

G
TCTAATG

CG
G
G
G
TTCCCAACCTG

TG
G
G
TCTCG

AACCCTTTG
G
AG
G
TCAAA[T/C]G

ATACTTTCAG
AAG

G
G
TTG

CATAG
CAG

ACATCCTG
CACATCAG

ATG
TTTACATTACAATCC

T/C
1

15047131
0.625

1017126515
G
AACTTG

CAAACTTAATAG
TTAG

CCCAG
G
CTAACATCAACCTCAAAATTCTCCTG

CG
TCA[A/G

]ATTG
G
TAAG

TTCTAG
G
G
CTACAG

G
G
AAG

CAATCCCATACTG
G
CCTAG

G
TTTG

AATTTCA
A/G

1
17126515

0.984
1019324003

CAG
TCAATACTCTTAACCCCCCCCCG

CCCCCG
AG
CCATCTG

TACAG
CACCACTAATTG

AG
G
[A/G

]TTTTAACTTTTAAAAAATCTAATG
G
TTG

TG
G
AG
G
AAAAG

TTCTTTG
ACTAAG

ACTACTTCA
A/G

1
19324003

0.835
1023571501

ATTAG
G
G
CTG

AAG
ATATAACTCAG

G
CTAAAG

AAG
AACTAG

CTTTAG
CCACAG

CAACTCACA[A/G
]AATAG

G
TG
TG
CCTG

TCCTTG
CTAG

CAATCCCAG
CATG

TG
G
AAG

TAG
AG
CCACTG

G
TTCCTC

A/G
1

23571501
0.881

1028061199
AAG

G
CACATCCAAAG

CCTG
AAAAG

G
CAAG

CTG
G
TAAAG

G
AATG

G
ACTTTTG

G
TG
G
G
TCAG

A[T/C]AG
ACTTTG

G
TG
CATATCTCTCATTTACTG

G
TTAG

TTAAG
AG
CAG

G
CTCAG

TG
CTCTCCTTG

T/C
1

28061199
0.984

1043141868
ACAG

AG
AG
AG
ACAG

ATACAG
AG
ACCG

AG
ACCACAAACATAG

G
CAAAG

AG
ATG

CCCCCAG
G
G
[A/T]TCTG

TTCCTCTCACCTG
AACCTTG

TCAACTAAAG
G
TTCCATTATTCCCAAAACAG

TG
CTG

C
A/T

1
43141868

0.865
1045244987

CAG
CATTTTG

ACTTTG
CATG

ATG
TACAAAG

CAG
G
CAG

G
AAATATCAG

TTTCCG
TAG

ATG
TG
[A/T]ATAG

CCCTACTTCTG
TG
TAAAAG

AG
G
CATCACG

CATTG
AAAG

AATTTG
TG
TCTTTG

TTTCT
A/T

1
45244987

0.898
1047282515

TTCTG
CTG

CTG
G
TCCTATCTTCCTG

G
TTAG

AG
CAG

G
AAAAG

TG
AG
G
TCAAAG

ATTG
G
ATCC[T/C]G

AG
G
TACCATCCCACCAG

G
TCCCTTCAG

CCTTTG
TG
G
G
CACTTCTTTCTCCTG

G
CTG

TCAC
T/C

1
47282515

0.959
1049404004

TCTAG
ACTAG

CCTTTCACTCAG
CAAAG

ATAG
ATTACTG

AG
TG
TTG

AG
AG
G
TG
AG
G
G
G
TTTT[A/C]AAAG

ATATCTTG
TTG

TTG
AG
G
TTG

TG
ACATTAAAAG

CTTAG
TTCTATG

CTG
G
AAATAG

ACT
A/C

1
49404004

0.982
1053099529

G
CTCAG

CCTG
CTTTCTTATACAACCCAAG

G
ATATCTG

TG
G
AG
AG
TAG

TACCACACACAG
T[A/G

]AACTG
G
ACCCTCCCTAAAAATCATG

AATCAAG
G
ACATG

CCCTACAG
ATG

G
CCTACAAG

G
A/G

1
53099529

0.965
1055185526

G
ATTTATTCCTAAG

TACCCAG
ATATATTTATTG

TTTTG
ACATG

AG
AAATCTAAG

TATG
TT[A/G

]TATAATG
ACTTG

TTACTATG
G
AG
G
G
TTATG

TTTG
TTATTTTG

ATATG
G
AATG

TCCAACC
A/G

1
55185526

0.711
1065906423

CAATCG
TG
ATG

AG
TTTATAAACCCTACTG

TG
CCTG

G
ACCTCCACACAG

CTG
CCCTTG

G
TAT[T/C]G

CTG
CTTTCTG

TAG
AACG

AG
CAAAG

ATG
G
AG
G
TTCTCTTCCTACAAG

CTTTTAACAATTAT
T/C

1
65906423

0.727
1069420737

G
G
TTG

CTG
TATG

TG
TAAG

G
CTTG

TTTG
CATAATAATG

TACATATTTTACTTTG
TATTCCTC[T/C]TTCAG

AG
AAAG

TTCTCCCTG
CCAAG

G
TTATTG

G
G
G
AATG

TTCTCCTTG
CTG

AAG
TTAATG

A
T/C

1
69420737

0.579
1071824081

TAG
G
TCTTCCTTTG

CAAAG
AAG

TTAACATG
ATACATTCTG

ATTTTCATAG
CTTCTCTCTAG

[A/G
]G
CCTTCTCCTTCCATTCTTTAATTTCCTCTTTATTTG

TTAG
AATTTG

TTACTG
TTTTCTCA

A/G
1

71824081
0.814

1081561140
AAG

TCTTAG
TAATG

TTTCTTTTACAAATG
TG
TG
TG
CCAATTTG

G
AG
CATAG

TTG
TTCAG

AA[T/C]TG
AG
ATCTCTTTTTTTCCTTTG

ATG
TG
TATG

AAG
TATCCTTCCTCATG

TCTTTTG
G
TTACT

T/C
1

81561140
0.943

1085654787
G
AG
G
TTG

ATG
G
TG
TCCAAG

G
G
CCG

CAG
AG
AAG

CAG
G
AG
CTTTG

G
G
CAG

AG
CTG

CG
TG
CATC[A/T]G

TG
G
TCCCCCTTCCTCCTCAG

AG
AATG

G
TG
TAG

AAATACATG
G
CTATCATCATCACAG

G
G
A

A/T
1

85654787
0.637

1091980360
TAG

AACCTG
TACCCTG

AAATTG
CATCCCCCAACAG

CCAG
G
TCCATG

TAAG
G
CAG

AAAG
G
C[A/G

]TTTCTTG
TG
TAAACCTTTTATG

CAG
G
AAG

TTG
G
G
ATG

CCAG
G
CAAAG

G
TG
TAG

CTTCTG
A/G

1
91980360

0.99
1096098605

TTCTAAACTG
ACAACTCCAAG

TTG
G
AG
TCG

G
G
CAAAACAATG

TCCAG
AG
TTAAG

AG
CCTTT[A/T]TTTCTCCACAG

G
CACAAACG

CCCCATCTTG
G
CG
G
ACCCAG

AAG
AATAG

G
TCTCG

G
G
CAG

CA
A/T

1
96098605

0.976
1098244859

CTAATTTCTTTCTCAG
CCTG

TTAATCATTTG
TATAAAG

G
AAG

G
CTACTG

ATTTAG
AG
TTA[A/C]ATTTATATATG

G
CTG

CTTTG
CTG

AAG
TTG

TTTATCAG
CTG

CAG
AAATCCTCTG

G
TAAAA

A/C
1

98244859
0.49

1100506123
ATATCAG

G
CTTG

ACATG
ACTTATCTG

TCCCCTAATTTTATATG
AAG

CTCTCCTACAATTTA[A/G
]G
AG
G
AAAATCAG

G
CAATG

CCCTAG
AATCTAG

TCAAG
G
TCAG

G
AAAG

CAATTTATATCCG
TG

A/G
1

100506123
0.964

1102564198
CCACTG

G
CAG

TTTATTACATTTACCTTCCCATATTACTG
TCATCATTTTG

CTTTG
G
TTTA[A/C]TTTTG

CCACAG
AATTG

TATATATG
TTAATG

AG
ATTCTCTATCTG

CTTAATTACAACTTT
A/C

1
102564198

0.8
1104596221

TG
AG
TG
ACTCTTTATG

G
AAAATG

ACAATG
TATTAG

TTTTCTTTTCAG
TAG

TTAAAACTAAC[A/G
]CAG

CAG
ATTTG

TG
CAATTTATCCTAAATTG

CACCCTG
AG
AATCAG

G
TG
TTCATAG

CCG
CTG

A/G
1

104596221
0.772

1106667964
TTCTG

G
G
G
AATCAG

AAATACTG
AG
ACTAAAACAACAG

CATCACATCTCTTTATTTCTTTAA[T/C]TG
TTACTTACATAG

AAACG
CATATAATG

G
AATAATCG

G
G
CCTAATTTTAATCAAG

G
AATTT

T/C
1

106667964
0.71

1110776278
TATTTTTATCTTTTTTTTATCTG

ATAG
CTATG

ACTG
G
ATTTG

TG
CTTTACTATTTAG

AG
G
T[A/G

]G
TG
AG
AG
TAG

ATATTTCTCCTTCTCTTCCCCTTCCTCTTTTTAAAATTTATCTTATG
TG
TA

A/G
1

110776278
0.75

1112858894
ACTAATG

ACACAAG
G
CAG

G
CAG

ATG
TG
AG
CTTTAAG

CTG
CCCTATTG

CTAG
TATG

AAAG
CA[C/G

]G
G
AG
TCTTCATAAACCCCTG

TATAAATTG
ATCAG

G
G
ATAAG

TTCAAG
G
TG
CTTTCTG

G
G
CA

C/G
1

112858894
0.505

1114894731
CTG

CTTAG
AG
TTACAAAATATTTTAAG

G
G
AG
TG
CAATATACTACTAG

CAATTAG
TCAAG

AT[A/T]G
G
TTTATTTATG

TATACCCTTG
ATCTG

ATCTCATG
G
AATACAG

TG
TAAG

G
CTAATTTCTG

T
A/T

1
114894731

0.585
1119329729

CTACTCTG
CAG

AACAG
ACTTTACCAG

CACATTCTCCCATCTACAG
AAAG

G
G
TCTTTCCCCA[T/C]G

AG
AAAAG

AG
CTAAG

AAG
CATTTG

TG
ATG

ACCATAG
CCAG

G
TACATG

ACCTG
CAAAAG

TCT
T/C

1
119329729

0.98
1124142467

CAG
TG
G
TTAAAAG

CACTG
G
ATACTCTTG

AAG
AAG

AG
ACAG

G
CTTG

G
TTCCCATTACCCACA[T/C]G

ATTG
TATAAACCATCTTTAACTCCAG

TTTTCTACATTTACCAAG
CACCAACACG

ATACAC
T/C

1
124142467

0.867
1126194113

TCACCG
AACTCTACATG

AATG
ACATG

AG
G
AAAAG

TTG
CATG

G
G
CCCCAACACATAG

G
AG
G
[A/G

]AG
CAAG

AG
AG
G
TCCCACATG

CCCAG
CTATG

ATTCCTG
AAG

TAG
G
AATG

AAATG
CACTAA

A/G
1

126194113
0.75

1128220967
AG
CCTG

G
AATTACG

AG
CCAACTTAACCCCTATTCTTCTAAG

TTG
ATTTTG

G
TTAG

G
G
TATT[A/T]AAG

CATAG
CAATAG

AAATG
AAACTTG

TAAATG
TCCACTAAG

G
CCTG

G
TCTTAG

G
AG
ACTCT

A/T
1

128220967
0.604

1132288249
G
TG
TG
ATG

G
TTTCAG

CATTG
TG
TTCCCCTCCCCTG

CATTTCAG
AATTTCTTG

G
TTG

CTTTG
[C/G

]G
TCCCTTTG

TG
TG
CACTTCCACATTG

CTTTTCCTCTTTG
ATAG

TATTTTTCAG
AATCG

CTT
C/G

1
132288249

0.948
1134312415

AG
AAAG

CAAACCAG
TACCAG

G
AG
CAAAAG

AAG
CAG

TG
AG
G
AAAG

G
CCATTAG

G
G
TTG

G
G
AA[A/G

]CTTCATTTCCCTG
TG
CCAG

G
CTG

AATTAG
AAG

CCG
TG
ATTTTAATCCATTAACCAATACAA

A/G
1

134312415
0.725

1136332511
CTAG

AAG
G
ACAAG

G
TAG

G
AAG

ACTG
CAAG

CTTAAAG
CG
TATG

TG
G
ACAATTTG

G
TAAAAT[C/G

]CTG
TCACAAAG

TAAACAG
TAAATAAAAACCTG

AAACTATAATTCAATG
ATAG

TG
TTTG

T
C/G

1
136332511

0.856
1138338108

TG
CG
CATACTACTG

CTATAG
TTTG

AATG
TAG

AAG
G
G
TCTCTG

CTG
G
CTCATG

TG
ACTG

AG
C[A/G

]CTTG
G
TCCTTAG

CTG
G
TG
G
CCCTTCTTTG

G
CAG

G
AG
G
TG
G
AACATTG

AAAAG
CAG

G
AG
TCA

A/G
1

138338108
0.719

1146593376
CTATG

CAG
TAAG

AAAAAAAG
AAAG

AAG
AAAATCCTATTTTTG

TCG
AAG

G
G
G
ACTTTG

AG
AT[A/G

]G
AAG

G
TG
TTCTTTTCAACTG

TATCAAAG
CCAG

CACAATG
TTTTAAG

ATG
CTAAG

ACAAAAA
A/G

1
146593376

0.97
1148739042

CTG
AG
ACCCAAG

AAG
CTAG

TTG
AG
TTG

AAAATTCTCCATTG
CCTTG

AAG
AACAG

TACTAAA[A/G
]TATCTTCAG

CTTTTCTAATG
CTTTAG

CCTG
TG
TTTTACTATATCTG

CTTCTG
AAAAACTG

T
A/G

1
148739042

0.903
1150822909

TAATG
G
AG
AATCTATTCCTG

ACATTTTTCTTAACCAATATAATTTACAACTG
TACAG

G
TC[A/G

]ACCCTCATCATAAAAACTTCTTTCAACCCTG
AAG

ATTG
TCACAG

ATATTG
TAATCTAAT

A/G
1

150822909
0.809

1152856366
TTTTTATG

G
ACTG

G
ATTG

G
G
CAG

ATG
G
CTG

TTG
ACATTTAATG

ACTTTTAATG
AAG

CCTCC[A/G
]AAG

ATG
CAACCCCTCG

ATCCTCCAG
AAAG

TG
AAATAAG

TCG
TTACCAATAAATAAAAATAT

A/G
1

152856366
0.989

1154943209
TG
CCAAG

CCATCTTTTTAAACCACAG
CCCTAACAATTTAAG

AG
TCTTAG

TTG
AG
CATG

G
G
[A/G

]CTAG
AACATAG

CTG
TTAACTTTTG

TCTTAG
ATTAAG

AG
ACCTG

AG
G
ATTTG

ATG
CACTA

A/G
1

154943209
0.825

1156997876
CTG

CTTCTTTACTTG
CAG

G
G
G
TAG

CTG
G
G
G
TG
G
ATG

G
ACACCAAG

G
CTG

G
ACACTG

CTTT[T/C]TAG
ATTCCTCCTCAAG

CTTCCCTCATAG
G
CATCAATG

TCCATG
G
TG
AG
AAG

TG
CTCACA

T/C
1

156997876
0.881

1161067665
ACTCAAG

TG
AATAAAATACATTCTTTTTTG

G
TCATTATG

AACAATCTG
G
TCTTTATTATCT[T/C]TCTG

G
ACAG

TG
AAAG

TTCCCTTATG
ACATCTACTTCATTCATTTCTTCTATTTTTATCTCA

T/C
1

161067665
0.809

1163084697
TTAATG

G
G
G
CAAAACTCG

CAATTTG
G
AAACTG

TTTACCTCTTAACG
TACTG

ATG
CAAATTC[A/G

]G
ATTTAG

TCCTCACTCCTG
CCCACAG

G
CACTTAG

ACAG
TG
TG
CCCTCCATCTTCACAATCT

A/G
1

163084697
0.991

1167133721
TTG

CTCTTTG
G
G
G
AG
AAAAAAAG

TTTCTATTTTCAAAATTCTATCTTTCCACTAAG
TTCAA[A/C]ATATTTCTCCAAG

AACCCCAG
AG
G
AG
G
TG
TG
CATCTCAG

TCCCTG
CTCG

AATG
G
CAG

CTCT
A/C

1
167133721

0.935



1169175540
TCATATTCTCTTATAG

CCTG
G
TTATCTTG

TTTG
G
TTATTG

CAAG
G
ATACTTTACTG

TCAG
G
[C/G

]TATAATAATTACCATTAG
G
ATATG

TCCCAG
TTTTG

ATCATTTG
G
G
G
G
TCAG

TTTTCCCTAC
C/G

1
169175540

0.751
1171186665

ATTG
TTTG

G
ATATTATG

TTACCAAG
G
ACTAAACTCAG

AG
CCAG

CCCCACATATACG
TG
AA[T/C]ATTTCACCTCTG

AG
CTATATG

CTCAG
CCCTACTG

CAATATTTAG
CAG

AG
G
AAG

CAG
ACA

T/C
1

171186665
0.824

1173205180
CCCATTG

CTCATTAG
AG
G
ACATATTTG

TATTAG
ATG

AG
G
CTG

G
G
TG
G
G
G
G
CCTTG

CTTG
T[A/C]CTCCCACTACCTAAACCAG

TAAG
G
AAG

CTCAG
G
AG
TCAAAG

G
AAG

TAG
CTG

AG
G
CTG

CC
A/C

1
173205180

0.919
1175234094

AG
G
TTTATG

TTAAG
CAAG

TTACAG
TCCATTCTAG

AAATCAAG
G
CAG

CAG
G
AACTTAAAG

T[T/C]G
CTAG

TCACATTG
CAACCATAG

TCAG
AAG

TAAAG
AG
G
G
ATAAACACATTCATG

CTTTG
A

T/C
1

175234094
0.791

1177281844
G
CATATG

CAAACCATCACAG
CCCCTAAG

AG
TAG

ACTTAATG
CCTTTATAG

G
AG
G
AG
G
CTTA[T/G

]AACTTTCTCTG
CTTCCCTG

CTATG
G
AAG

G
ATTCAG

TAG
G
ATG

G
TAG

ACATCTG
TAAACAAG

T/G
1

177281844
0.88

1179326548
CCCCAG

AG
AACATG

TG
G
G
ACCG

TG
ACCTCTAG

ATG
AG
TG
TTTTCTTCCTTG

CCTG
AAAG

TT[T/C]CAG
G
TACAG

TCTCCCTTG
TCTTTG

TCCTCATCCTCCTTG
CAG

TCACTG
CCAG

TCTTG
AG
AA

T/C
1

179326548
0.85

1181376481
CCCCTTCG

CCAACACCTTCTCAG
TG
CCTTTCAG

G
G
TCG

G
TG
ATAG

ACCTCCATG
CATATG

A[A/G
]TCTAG

ACTCATG
AAG

CCCACTG
AACCAG

G
ACACCATCCTCG

G
AG
G
TCAAATTTACATTCAA

A/G
1

181376481
0.93

1183474096
G
CAG

G
TCAG

AG
G
G
AG
G
TCAACTTATCCTG

AG
G
CAG

TG
G
CTAAACATTTG

AAAG
TACATTG

[A/T]G
TTCTG

AACTAATTG
CAAACCTATTG

CCTCCCTTCCG
TG
G
CTG

CAG
CAACATCCTTG

TT
A/T

1
183474096

0.872
1185536653

AG
G
G
G
G
AG
G
CCG

CG
CG
CTG

CAG
G
ACTAAG

G
CCAG

G
CG
TTCCAG

G
AG
G
TG
G
CCTCG

AG
TG
G
[A/G

]G
CCTG

AG
AAG

ACTCTTG
AG
G
CACCAG

AAG
AAG

ACTACG
G
AAG

ACCG
G
G
AG
CG
CTCCG

AG
A/G

1
185536653

0.869
1187786202

ATCACCTG
CCATTG

TG
CCTCTTAG

CAG
ACTCAG

G
G
G
CTG

AG
TG
G
CTCCTTCCCCTCCTTT[T/G

]CAG
CAAG

CTG
CAG

TCAG
G
G
CTG

G
G
AAG

TG
G
TTTG

G
TG
G
G
AG
AG
G
ATCAG

G
AG
CACAG

CC
T/G

1
187786202

0.668
1193936251

ACCG
G
G
AAG

TTTTATG
AAG

G
G
AACACAACTG

G
G
G
AG
TCACTACG

CTG
ATG

AATAAAAG
G
G
[A/G

]G
G
TG
AG
ACCTTCATG

CCTG
TCTG

CTTTAG
G
CTCACTG

CCCAG
CTAAG

CAATCCCACTTT
A/G

1
193936251

0.976
1196046075

CACCAG
CTAG

CAAATG
AG
G
AAAAATTACTG

TG
CG
G
CACCTTCTG

AAG
AG
TCTCATCATATA[C/G

]TTTTG
AATTCTG

AACTCTG
CACACTTTTTACATATTTAG

ACATAAAATG
ATCATAATTG

AA
C/G

1
196046075

0.914
1198066256

AAAACTG
TTTCTAG

AATTTTCTTCCACG
TAACAAATAG

AG
AAAG

ATTCTCTG
TG
CTTCTAA[A/C]CTG

G
G
AAG

G
ATAG

ATAAATTTTG
AG
TTG

TAG
TTTCCATTTTTAAAG

G
ATTTAAAG

AATG
CT

A/C
1

198066256
0.841

1202376557
G
G
CAG

G
G
AG
G
AAG

G
TAAG

G
AG
TG
AG
G
AAG

G
CAG

G
G
AG
G
AAG

TTAG
G
G
AG
G
AAG

TTAG
AG
AG
[A/G

]AAG
G
TAAG

G
AATG

AG
AAAG

G
CAG

G
AAG

G
AAG

G
TAAG

G
AATG

AG
G
AAG

TTAG
AG
AG
G
AAG

G
T

A/G
1

202376557
0.832

1204394931
TTCCAACTTTATTTTTATG

AG
AG
TCTTTG

CCACAG
ATAG

ATG
CTAAATTTTG

TTTAAAAAA[A/T]TTTTTCAG
G
ATAACACCTTTTAAAAATG

AACTTTTAATAACAAAATATTG
AACCAG

CCTTG
A/T

1
204394931

0.741
1206440830

AG
CCTG

AG
G
CTACCCAG

AG
CAACAG

TCATACCAG
AG
G
G
TG
AG
CAG

G
TTG

G
AAG

ACTG
TCTG

[T/C]TCTCAG
G
CCAG

TG
CCAG

CTG
G
G
TTCAG

AAG
ACTCTG

AG
G
G
AG
G
TTG

G
CCCTCTCTG

CTG
AA

T/C
1

206440830
0.872

1208614539
ACTG

AAG
AG
TCCTCAAAG

ACACACTTG
G
TATTG

AATTG
CATCTAG

TTCTTACCCTAG
CTG

C[A/G
]TG

G
CCTTG

AAAAATCATG
G
CCCCTCTCTG

G
G
CTG

TACTTCAG
TTCCCCCTTTACAAAATG

C
A/G

1
208614539

0.979
1211246657

TG
AAAG

G
ATTTACAAG

CAAG
AG
G
CTG

G
TG
AG
ACTCTG

CAATACCAG
G
CG
TCTACCG

TAAG
A[A/G

]G
G
AG
CTG

CG
G
G
AG
G
CTTTTCG

ATTCAACAG
G
G
ACAATTAAACTTTG

TTG
G
TTTG

G
AACTG

C
A/G

1
211246657

0.863
1213607625

G
G
ATAAG

G
G
TAAG

G
G
ATTAATG

TCAACTCTAG
ATAG

AG
AG
AAG

TG
TG
ACATTTTTATG

TA[A/C]CACCTCTG
CCTCTTAACTG

CTG
AG
CCACCCCTCTG

TCTTTTG
CTTTG

G
TAG

ATATTTTT
A/C

1
213607625

0.865
1217741264

TTG
ACACTTTTACTACATCTTTTCTAG

TCATAAAG
ATAG

ACATTTAAG
AAAAG

TAG
TTTAT[A/T]G

G
ACCG

AG
G
CAATG

G
TTCAG

CCCTTAG
G
CCTG

CTTG
CTG

CTCTTACAG
G
G
AACCAG

AG
TTT

A/T
1

217741264
0.703

1219832931
TTTCAAACTG

G
CCTTG

AACTCTG
TG
G
TTTATATAATTG

TCCACCTG
CTTCAG

TG
TCCCTAG

[T/C]AACTAG
G
ATCACAG

G
TCTG

G
ACCACCAACTCTTG

CTG
ATACTG

TTTAAATTG
TG
CTTG

CAT
T/C

1
219832931

0.861
1234713288

TCTTTAG
CCTG

TG
G
CAAAG

TAG
CCCATG

G
TAG

TTG
G
TG
CTTG

TAATTAG
G
CAG

AACCTCAT[T/C]TTCTCAG
CCAG

G
AAG

CAAAG
G
G
G
AATG

AAG
AAAG

G
ACTCCTTCAAG

ACCCTATTCCCAATA
T/C

1
234713288

0.976
1236768740

G
G
AATTTG

G
AAAG

TTCCCCAACTAG
G
ACCACACG

TG
ACCTCCTCCTG

AAAG
TAG

TTCCG
AC[T/C]G

CG
G
CTCATG

TATCCTTCCACCTAG
CCTTTG

AG
CCCTCCCAG

G
CCTG

CTCG
CCCCG

CCCAC
T/C

1
236768740

0.891
1238809544

TTTTCTTG
TTTG

CTCCTTAAATACTTTTTAAAAAAAG
TCTTTG

TTTG
AATTTTCAG

CTTCA[A/G
]TACTTTTTG

TCCCTG
ACG

ATCTTTG
G
ACCAAG

G
CATTCAACCACCAACTCCAAATG

TAG
G
C

A/G
1

238809544
0.937

1241096569
ACAG

ACTCAG
AAAAAG

CATCCCATTTTCTG
TCATATATG

G
G
ACCTAAG

TTTATG
CTTG

CAC[A/G
]TCACAAAACTAG

AAAG
CG
G
ATG

AG
AAG

AG
G
G
G
AAG

AAG
AG
ATCTTAAG

AAAG
ATG

ATG
G
CA

A/G
1

241096569
0.909

1245376209
ACG

TATTTACAAATCAAG
CATCCTTTTTCAG

TATTG
CAAAAG

ACTTCCCTCCTG
CCAATCA[T/C]ACAG

CAATG
G
TCTTAG

TCCAG
TTTCAG

ATTTTATTAG
CATG

G
G
TTTTTTTTTCTCTTCAAG

T/C
1

245376209
0.704

1247601695
ATTTG

CAAG
CAAAG

AAG
TG
TG
G
ATAAATG

G
G
TATACTG

TG
G
TG
CACAG

TG
TG
ACACATTAC[A/G

]G
G
ACG

AG
ATG

TTCATTTCTCTG
TTG

G
G
G
TTG

AG
G
CTG

CAATG
G
TG
AAAG

TG
G
G
TAG

G
AG
G
G

A/G
1

247601695
0.862

1249679196
G
TCCTCTCTTG

TCTTCTTACTG
TCCTG

AG
CCTACTG

AG
G
ATTTCTG

CTG
ACCTTTCAAG

G
C[T/C]CTG

ACTG
G
TTTTTCTTCCTCCAG

AAAG
CCTTCCCTAACTCCCTAAACCCACAG

CG
TATG

AG
T/C

1
249679196

0.891
1254170679

TTATTAG
CTTAG

CAG
TTCTTAACAG

CATCCCATG
CAG

ACATAAG
TAATCAAATG

G
G
CTG

G
G
[T/C]TCACTAAG

TCAG
CTTATCAG

TCCATCAG
ACTAAACTCCAAACACTAG

G
AACATAG

ATCATC
T/C

1
254170679

0.96
1256243539

CG
TTATTCTTG

CTG
AG
CACG

G
CATCTTCATG

AAG
AG
AAG

AG
ATG

TG
TG
CTTCTG

G
CCTCT[A/G

]AATG
CTTG

G
TATG

TG
CCAAATCTACG

CTG
G
G
TG
TAG

TACCTG
CAG

CATCCTCAACCCTT
A/G

1
256243539

0.865
2000011883

AACAAAAG
G
G
TTCAG

ACTG
TTTCTG

AG
CTCCTCTTCCAAG

AG
ATCATCCCCAATTTTCAT[A/C]CCG

TCAG
TG
AG
ACAATG

G
TCCCG

AATTTACTTCCCAAATTTCTG
AAATTCTG

TCTAAG
G

A/C
2

11883
0.55

2002466457
TAG

G
AAG

AG
G
G
TCTAATG

G
ACCACACCCATAG

TG
ACACAACTAAACCAACAACG

CCACACC[A/T]G
TTTCAACACG

ACCACACTTTCTAATAG
TG
CCACTTCCTTAG

CCAAG
CATATTCAAACCAT

A/T
2

2466457
0.525

2005314110
G
G
TTTAAACTG

G
TG
TTAAACTCCTCCTG

TTG
AG
G
TG
TCAATG

TTAG
CTCAG

G
CAG

AAAAT[A/G
]TTATCAAAG

TTCTG
AACTCCATTCTTCCCTCTAG

G
TAG

CCCCACAG
TG
TG
TTCTTATG

T
A/G

2
5314110

0.944
2007385642

G
TTG

CTTCTAAG
G
CTG

CTG
TG
G
AG
TCAG

TACAG
TAAG

G
CAG

G
ATG

CTACTCAAACCCAG
A[A/G

]G
CTAG

G
AG
CCAAG

G
TTCAG

G
ACACAG

AG
AAG

TG
CCCAG

AG
TAG

G
TTG

G
CG
CTAG

G
AG
CA

A/G
2

7385642
0.894

2009622034
CAG

CTG
AG
G
ATG

ATG
G
TAAACTCCTACTCCTG

TG
G
CTCTATCACCTG

AG
TG
CTAG

G
ATCA[A/G

]ATG
CAAATATTACCACCTCG

G
TTTACATG

G
TG
CTAG

G
G
TTTG

TATCCAG
G
G
CTTTG

TG
A

A/G
2

9622034
0.927

2011645767
TTCCCTAAAG

CTTG
AG
ACATAG

CTTCCTG
AG
G
TTG

G
TG
CTAG

G
AACCAAATTTCATCACTG

[A/C]TCTTAACTATG
G
AACCATTTCTCTAG

CCCCAAATTTCTTTTATG
TCCACCACATTATTTTA

A/C
2

11645767
0.596

2016098166
TG
ATTTG

AG
CATG

CATTCACCACTCTG
TG
TTCTTCAATATCCAACTACAG

AG
TCTCAG

TT[T/C]TACTG
G
G
AG
G
TTAG

TCCTG
CTG

ACCATCTTTCTCTG
TCCTTCAAG

TCTG
AAACTAG

CAG
T/C

2
16098166

0.944
2018274737

G
CATATACCCACATCAAACACACAAG

TG
ATTAATTG

AAAAATAAAAATG
AATG

TCAAAAG
C[A/C]ATAAAG

TATTG
TTG

TTTATTCACCTTG
AG
ACATG

AAG
CTTTG

G
CCTTTTG

ATG
ATTTG

TTT
A/C

2
18274737

0.698
2020856498

ACTCTTG
CCCACCTAG

AAATG
AACAG

CTCTG
AG
ACTTG

TCTAAATG
CTTTAAATTTG

ATTC[T/C]ATAATTTTG
TG
TCTAG

ACAG
ACG

TCAG
G
AAAG

TTCTAG
AAG

ATG
G
TAG

CCAACTTCCCTG
G

T/C
2

20856498
0.821

2022884169
CTTTG

G
G
G
CCCCG

CTCTCTG
G
G
G
AAG

AAG
AG
G
AG
G
G
G
G
G
TG
TAG

G
G
TG
TCG

G
AG
TAG

G
G
G
[A/C]TCTACTG

ATAG
G
AACATG

AAG
AG
TAAATTG

G
TCTACG

TG
AG
TG
G
G
CAG

G
AG
G
G
ACTCCA

A/C
2

22884169
0.94

2027169154
AACAACTG

TTG
G
G
AATCTG

TTCTCTCCTTCTATCATG
AG
TACTCTG

AG
G
ATCAG

ACTCTG
A[T/C]CATG

AG
G
ATTCATG

G
CCAG

CATCTTG
ACTG

G
CTG

AG
CTATATCTTG

CTG
G
ACCATAAG

CAT
T/C

2
27169154

0.977
2031259633

ACCTG
TCATCTG

AG
TCTG

AG
G
ATCCTCCTAACCTTG

CCTTG
ATCG

TTTG
G
CAAAG

CATTC[C/G
]TG

TG
G
TCTTAACTCTG

CTG
TTTACTCTG

G
CCACTG

G
TTCCACATCCCAAG

ACATCCCTG
C/G

2
31259633

0.894
2033357629

G
G
TCTG

G
G
CG
CCACTTACTG

TCCTATCATTCTTAATAACAG
CCG

TG
CTTTCG

AATG
G
G
AC[A/C]ATG

TTTCTCCTG
CCACAG

ATCAAAAG
G
ACTG

TG
TCCCATCATCCTATCTG

AG
AAG

CCAA
A/C

2
33357629

0.806
2035402978

CATACATTCCAAAG
G
CTTG

G
CTTACTG

TG
ACCAACACATG

ACAACTG
ATG

CTTG
CCCAAG

A[T/G
]G
G
AG
G
CAG

CCTCTG
G
AG
AAG

TATCTG
G
TG
CCTAATTCTTCAG

G
G
AAAAG

TTTCCTTTG
TCA

T/G
2

35402978
0.766

2037535509
G
G
CTAAG

G
TATG

TG
TTG

G
G
ATCCCATCCAACTATG

CTCAG
G
TACTTTG

CTG
G
CCTG

G
TAG

T[T/C]TG
TG
G
G
CTCAG

ATATAAATACACAAAG
TCTAG

G
TCG

CATTATATTATATCAG
TTG

ACCTTC
T/C

2
37535509

0.989
2039576817

G
CATCAG

TTTTTG
AG
TTG

G
CTG

TTCTACTCCTTAG
TTTG

CTTCTCTCATTTG
AG
ACATTG

G
[T/C]G

CCTG
TTG

G
CG
TTTTTG

AG
TAAG

G
CCCACTTG

AAG
ACAG

CTTTACAAACG
AAAG

TCCTCAA
T/C

2
39576817

0.973
2041585226

AG
CTAG

CCAAG
G
AAG

G
CCCTATTACTCTG

TAG
TTTG

CACAG
TTATCCCATAG

G
CAG

G
CTT[C/G

]TTTCTCTTTAAATACCAACATG
TG
CTTTTATAAAG

AAATTG
ATTTCAAG

ATG
TATCTAC

C/G
2

41585226
0.958

2043600678
G
AG
TCCTTCTCTG

CCTTAATTTCTTG
AAACTG

CTG
TAAG

ATTATCG
CAAG

CTTG
G
TG
G
CT[T/C]CCATAACCAACCAAAACTTACAG

TCTAG
G
AACG

AG
AAAAATCAAG

G
TG
TTG

AG
AAAG

CC
T/C

2
43600678

0.997



2047930597
AG
G
AAAG

AAG
G
G
AG
G
G
TG
G
G
AAG

AAACCAG
G
AAACCTTTCATTCACTCCAAG

ACAACAACC[A/G
]G
AAAACCAG

CATAG
TTCATTATTCTTG

AG
G
G
TAG

AATTG
TG
CACAACATTG

TACAATG
G
AG

A/G
2

47930597
0.956

2050000379
G
TG
CATTTG

ATTTCTAACAG
ATTTTAATACTCTTG

ACTTTCTATTTTAAG
TG
CAG

AACTC[A/C]AACAG
AACCCTAG

TG
TCCAAAAG

ATTCACAAACCTTTCTTG
TCATATG

ATACATTCCCC
A/C

2
50000379

0.867
2052066591

CAAAG
ATATTG

G
CTTCACCCAG

G
ATCG

CAG
G
TTTCTAG

G
ATTCAAG

G
G
AAG

G
CCAG

G
AAG

A[T/C]G
G
CAACCCTG

ATACAACCTG
CAG

TG
G
G
AAG

G
CAG

CTCTG
G
CTTCATG

TTTCTAG
CAG

TTCA
T/C

2
52066591

0.674
2054131845

CCCCATCACCTG
CAG

CAG
G
CAAG

AG
ACCTG

G
TCCTG

G
G
G
TTATG

AG
AACAG

G
AG
G
ACTAG

T[T/C]CTG
CCCCTCAG

CAG
CACTCAAG

AG
AG
CAG

G
CACCTCACCTAG

G
CAG

CACG
G
TAG

AG
CTG

AC
T/C

2
54131845

0.961
2056283433

ATATG
G
CCTTTTG

TTAAG
TG
G
TACCCAATCCCCTTTG

AAACAAG
ATACTCTATCAG

TACA[A/G
]TG

TG
CATTCCCAG

TCAG
AG
CAAAG

G
TAG

G
CCACACACAAG

AAG
TATG

TTTTG
AAATG

CT
A/G

2
56283433

0.874
2060415706

CCATATCAG
TACCTG

TG
TTTCCATTTCAG

G
G
CTCATTTCTCTTTTCCCTCTG

CTCATATT[A/C]TACTTCTTTTCACTG
TCCAG

G
AG
AAAG

TTG
G
TTCCTG

CCATTCCTATTATATATCCTTA
A/C

2
60415706

0.868
2066704298

AAG
CATTAG

TAAATTTCTTTTCCAAATG
G
G
G
TTG

ATATCTTACATG
TAG

TTACTAG
CACCA[A/G

]AG
TG
ATTTCCTG

TAG
AACAG

G
TTCTTCTG

CTG
G
AG
TTTTG

G
G
G
CTTTTG

TG
TATATCTATC

A/G
2

66704298
0.72

2070774696
ATG

TATTTG
AAG

AAATAAAAAATG
CTTG

TAG
TAG

AATG
AAACTG

CATCTTTCACATCTTG
[T/G

]ATTTTAATG
G
TATTG

TTTTG
CCTCTCCATTCATAAG

AAAATTACCATCTTTAAATTATG
T/G

2
70774696

0.919
2074816527

AATG
ATAG

TG
G
AG
AG
AATAAG

TG
AATG

G
CTG

ACCAAAG
ACTG

CCCCAAACTG
AG
AG
CCAT[T/C]CCACAAG

AAAAATCAATCTATG
ACACTATTATG

ATACTTTG
TTATG

TTTG
G
AG
G
CAG

G
A

T/C
2

74816527
0.701

2076840315
CTCAAG

G
G
ACAAG

TG
G
TTG

CCATAACTG
AG
AAG

ACTAACAG
AG
G
G
ATTTTAG

TCCTCTAT[A/G
]AG

CAAG
TATTTTAG

ATCAG
TCTG

G
G
G
AATAAAATAAG

AAATAAAAG
CAACAATTCTG

G
T

A/G
2

76840315
0.906

2078881254
TAAAG

TAACTAAG
TTAATATG

TAAG
CACTCTACCAACTG

AACTATG
TTG

CCAG
G
CCCG

G
TC[A/T]TCTG

G
TTTTCATG

CTAATG
G
TCTCATCTG

TG
AAG

TG
CTCTACAAACACTCCATAATG

CTCA
A/T

2
78881254

0.901
2081114629

AG
G
ACATTCAG

CAG
AATCAACCAACCTCAAACCTTG

G
G
G
CTTTCAG

AG
TCCAAACCACCAC[T/C]CAAAG

ATCATACACAAG
CTG

AACCTAG
G
CCTTCCTG

AACATATATAG
CAG

ATG
TG
CAACTT

T/C
2

81114629
0.566

2087350375
AG
CTAATATG

AAAG
AG
CTG

AAAG
TG
ATCCAG

CCTG
ACAAATCAG

TTTCTG
TTG

ATG
CTG

G
A[A/G

]G
ATCAG

TCACTCTG
AATTG

CACG
G
TG
ACATCTCTCATCCCTG

TG
G
G
G
CCCATTAG

G
TG
G
TT

A/G
2

87350375
0.744

2089384684
CTATG

TTCTTCACACATATATAACATG
TAG

G
CAAATG

TTTG
CTTG

CAAACACATG
TG
CATA[C/G

]CACTCCACACATAG
ACACAG

ATAG
ACAATATACATAATCCACATATATTTAAAAATATAAA

C/G
2

89384684
0.993

2091485272
CCCATTCAACAATTCCG

TCTACG
AG
CATCCAAG

TG
AG
TATG

G
CCTG

CCTTG
CTG

ATG
G
AA[A/G

]CACAG
TG
AG
CAG

TG
AG
TCCG

CATG
G
CAATG

AG
ATG

G
AAG

AG
G
TAAAG

AG
AAG

G
CAACTC

A/G
2

91485272
0.585

2095616472
AACAATG

G
G
TTTCAATATG

ACATTTTCATATACATACATG
TTCTACTTTG

ATCATCCATG
[A/T]TCAG

CCTCCATTACTCTTTCTCAAG
G
CTTTAAG

TATTG
AG
TG
TCACAATG

TG
AAG

CATA
A/T

2
95616472

0.949
2097793508

G
TG
TTG

ACTATCACTTACATTATTATTTG
ATTCCATAAAAATTCCCG

TTTG
AAG

TCTG
G
CT[T/G

]G
AAG

ATG
AATCCATTTTAAG

ATACG
AAAAATATG

CTG
TCTCTCCG

G
AAG

CATCTACTTCTT
T/G

2
97793508

0.614
2102112098

TAAG
TTCTTCATCTTCACTTAAG

ACAAG
ACTG

CCATCG
AG
AAATTG

AAACATCCATCAAA[T/C]TATTCAACAATTCAG
ATTG

AAAAG
G
G
CCTTTAAAAATTATTCTAAG

CTG
CACATCCTAA

T/C
2

102112098
0.963

2104290705
AAAAG

AAAAAAG
AATG

AAAG
AAG

G
AAG

TAATTCAACCTG
G
TTTTCTTCTAG

CTG
TG
TCTC[T/C]TTTTTAACAATTTAG

G
TTTTAAAAAAAAG

G
AATAACTG

AATAACACTATTTG
G
G
ACCTT

T/C
2

104290705
0.849

2106347084
TATATG

TATATATTATAG
AAAG

CTACTACTG
TATTAG

G
TTTG

CTTTTG
ATCCCCCAAG

TG
[A/G

]CACTTAG
TTTTAG

TTG
TCCCTCCTAG

TATTCCCTCCATG
TCCCTTCCTCTCTCCCTG

CA
A/G

2
106347084

0.733
2108423278

CCACTTTG
G
CTAATTTACAAAG

TTTTAAG
AG
G
TTG

ATTTTG
ACTATATTTTTCTTTTG

TT[T/C]G
TTATG

TG
TAACTG

CCTTTCTG
AAAAG

ACTTATTTG
G
G
G
G
G
ATTCTTATTCCATCATTC

T/C
2

108423278
0.779

2110513518
AAAG

AG
ACCAG

AAATTG
ATG

G
G
TG
G
TG
G
G
AAATTTAAG

AATCAG
AATCG

TTCTG
G
AAAAC[A/T]CCTCAG

G
ATTCTTTCTACCTAAG

G
AG
TAG

G
TAG

G
AG
ACCCACCACTG

TTTTTG
G
CCTG

A
A/T

2
110513518

0.876
2112598040

G
CCAG

CTG
G
TG
TTCATG

G
G
CCATTCTG

CCACCAG
G
G
AAAATATTTAAATG

AG
TG
G
CTTCTG

[T/C]TG
CCACCTG

AG
G
TCCAG

G
CTG

CCCCTG
AG
AG
CATTG

TCTG
G
G
TCCATG

G
TCTTACAG

TAG
C

T/C
2

112598040
0.926

2114705253
G
CCACG

G
AG
G
CATG

TG
TG
CCACTACTG

CACCTG
AG
G
AG
TTACTG

CCTCATCCTCACTG
CC[A/G

]TG
ACTCACAG

CTG
TCTTAG

TTG
G
G
TTG

ATTG
TTG

CTTG
CTTCTCTTAG

AAG
CTTACATG

A/G
2

114705253
0.799

2116734555
AAAG

G
ACACCG

CTTTAATG
TCCTG

TAACATTTG
ATACAG

AAATAACTAAATTCCTG
TG
CA[T/C]ATTAATAACCATG

TCAG
CTTTAATTTTACTTG

TATTTATTTCTATTTATTTG
AG
ACAG

G
T/C

2
116734555

0.779
2120976129

G
AG
G
G
ACCATTCG

TTTTATG
ACCCCATCTG

CTTG
TCTATAG

CG
AG
TCAAG

TG
G
ACACG

G
A[T/C]G

TATAAAG
ATTTCG

G
CG
CTTTG

AACCACTTTTG
CTTCTCTAG

G
CCCAG

G
TTCG

G
CAG

G
G

T/C
2

120976129
0.903

2123134658
G
ATTCCCCAG

CG
CATACAG

ACG
G
CTAAG

CATG
G
ATTG

CTG
G
AAAG

TCTTG
ATCCACACATG

[T/C]CCTG
CACTG

G
ATG

CACCCTG
G
CTG

CTAG
CCAAACACACG

G
CAAG

CAG
G
G
TG
G
ACTCTG

AG
G

T/C
2

123134658
0.917

2125287256
AAAAAAAAAAAAAAAAAAAAAAAAAAAACCAG

AG
AG
CCTG

AG
ATCG

TTTCACATTTG
AACT[A/G

]G
AG
ACACAACTAACCTG

ACCAG
CTTG

CATCTG
G
CCACCATAACACAG

TG
TG
G
G
AAG

CATCT
A/G

2
125287256

0.902
2128187827

ATG
G
G
AG
G
TG
CTTTCTTCTCCCCAG

CTACTTG
TCTTG

AG
AG
TCTCAACTTCCCCCTCCATT[A/T]CTTCATTCAG

AG
TCAG

TG
TCAG

CCATAG
G
TG
CCAACAAG

AACATATG
G
TCTG

TG
ACATG

AG
A/T

2
128187827

0.93
2131121098

TAAG
G
CAAACTTG

TTTG
TCTTTG

ATAAG
AAG

TCTG
G
CCACCTTAACTAG

TTAACAAATTG
A[C/G

]CAATG
AACTG

ATACTG
CG
G
TAG

ATTACATTG
CAG

TAAG
G
ACCTAG

AG
G
TCTG

TTTTTG
AG
C

C/G
2

131121098
0.861

2133968266
CATCCAG

AAG
G
CTAAATG

TCCTCAAAG
G
AACACAAG

CAAAAACTG
CCAG

G
G
CTATG

TG
ACA[A/C]CTTCAG

AACACAG
CCACCCTCCTG

TAG
CAAG

CACACCTAACAG
TG
TCAAAG

CACAAG
AAAA

A/C
2

133968266
0.778

2144715765
CCG

AG
TCATCTCCCCAG

CCCCG
ACATTG

CCATTTTTG
TG
AG
CATCTACATCCTATTG

TAT[A/G
]AACACCCTCATTG

TTTG
ATCAG

CACATTTCCACTTG
CCATTCCTTCATTG

CTTCTAATG
A/G

2
144715765

0.978
2146756377

G
ATG

TCCCTCTTTTTAATACATG
ATTTAAAAAAAAAAAAACCATAAG

CCACAACTTACAC[T/C]G
TG
G
CTG

TCAATCTG
CTG

CCCTCTAG
AG
CTCACTG

G
ACATTCCCG

G
G
TACATTCTCACC

T/C
2

146756377
0.964

2157090038
CATTG

TTTATG
TCCTCCTAATAG

AAATCCTATTTTATAAATG
CATTG

G
CTCATTTTTTAA[T/C]G

TTTCTTG
ACTG

CCATTTG
CAAG

TATCTATTATATATTG
G
G
AG
ATTTTCAG

G
G
TG
CCTA

T/C
2

157090038
0.828

2159122474
G
TG
TTAG

AAG
TTCATAAATG

ATACAAAATTCCAAG
AATCTCTG

TG
CAG

AAAG
G
AATAG

TAA[T/G
]ACCTCACCTATAG

ACTATG
CTAG

AAG
TACATTAG

G
TTG

AG
AAAAATTAAAG

ATAG
TAG

G
AT

T/G
2

159122474
0.793

2161342675
CCTTG

TAAAG
AATG

AG
AG
G
ATTG

AATG
G
TAG

G
CCAG

TTTTTTG
ACCACCAATG

G
G
AG
AAG

A[T/C]AATACTTTTATCTG
CTCCTG

TATCTAG
AATG

CCTG
TG
AATTG

CTTTCCATCAATTAG
CAAC

T/C
2

161342675
0.765

2163515761
AATG

AG
ACATG

G
G
TTTAG

ACAG
G
TTG

G
ATAG

AG
ACATTAATTTCCACAG

G
CTG

TTTG
G
AAA[A/T]G

ACAATACAG
AAATCCCG

TTTTCAACTATAACTCAAG
TACTCCTTG

TCTATCTTCATATCT
A/T

2
163515761

0.944
2169717338

AG
G
G
CAAAG

AATACACAAG
CTCATACAG

TG
CTCCTATTTAG

TTTTTCACACCAAG
CCCTG

[A/C]AAG
TCCTTTG

TCAAG
ATCATG

TAG
AAAAG

AAG
ACCTTTAAAAAATG

AG
AG
G
AG
AG
ATAA

A/C
2

169717338
0.976

2171951621
TCCCTG

TCTCTTAAG
G
AACACATTTTACAAAG

TCTTG
ACACCAG

CTTTG
AAAG

CATCTTC[A/G
]CCTG

G
G
CCTG

AG
CCCTG

G
G
AATTCTCACCTG

ACAG
AATTTCCTTACCTCTAATTTG

TG
A

A/G
2

171951621
0.813

2173966193
TG
TG
TTG

TCTG
TAG

ACAAG
TTCTAAAAG

AATATG
ACCTTTAG

TTG
CCAG

CG
AAAG

CAACG
A[A/G

]AAAG
G
AAAAAAG

CTACAG
CTG

TG
G
TAAACG

TTACTCAG
G
G
CCAAG

CTTCTG
ATCTTCAG

G
G

A/G
2

173966193
0.932

2180060571
G
TAG

ATG
G
G
G
ATTCCTG

G
TCCTCAG

G
G
G
AAG

ACTAG
AAACTG

CCCCTCTG
G
CTCTG

AG
G
A[T/C]G

TACTG
G
TG
G
G
G
ATG

TCCCTCCCTG
CTCTG

G
G
TG
ACCACTCTTAG

CTTTG
ATAACTTG

A
T/C

2
180060571

0.682
2182080587

G
ACAATG

G
ACACCCATCCTCTCTCTACTTCTG

CTCTG
CTTCTCTCCTG

AAG
TCCTG

AG
AT[T/C]G

AAG
AAAATAAAACCTCAAG

TCAG
CAG

TG
CCTAG

G
ATTACTATTCACATTTAAAAACTG

T/C
2

182080587
0.944

2184309455
CCTTG

TTTG
G
TG
ATCATCAG

AG
AAG

G
AATACAAG

AAAG
AAG

AAACAG
G
TCAAAG

AG
G
AAG

A[A/G
]AAG

CCATTATG
G
G
ATAG

ATAAG
ACATTACAATATTG

TTATG
AG
G
CCG

AG
ACCAATTAG

AAT
A/G

2
184309455

0.652
2186441049

CTTACAG
ACTG

CTTCCTACACAG
G
ATAG

AG
G
TAG

TCAAG
ATG

TATTAACCTG
AG
AG
G
ATC[A/G

]G
TTAG

CAAATG
G
TAG

CAG
AAG

G
AACTTG

G
G
G
G
G
AAATTCAG

AAACCAAG
AATG

G
G
AG
TC

A/G
2

186441049
0.908

2192611280
AG
TTCTTACTG

G
TATACAAATTTTACATG

TAG
CG
TATG

TATG
CCTCAAAAATCCCACTTC[A/G

]TTG
CAATCTCAACTTCATTCATTACCAG

ACTG
TAATTCTG

G
ACCCCTG

TTG
ACTG

AG
G
A

A/G
2

192611280
0.95

2196682421
ACAG

G
TG
G
TTAG

G
AG
CCTG

G
G
AAG

CAAG
CG
G
ACTG

CTG
G
G
CCG

G
AAG

TG
G
G
CAAAG

G
TG
CT[T/G

]ACTG
G
CTTCAG

AAG
CG
CAG

CTTG
G
TG
CCATG

G
AAG

CACG
ACAG

G
G
AG
CATG

CAAACAG
AG
G

T/G
2

196682421
0.638

2198706857
AAAG

AACAG
TAG

CAAG
TAAAG

TTAAG
AAG

G
TTG

G
AAAG

G
ATTTCTTAG

G
AAAACTG

ATAA[T/C]TG
ATAACTTCAG

CCCACAG
G
AG
G
G
G
ATG

CTCTG
TG
AG
TCTG

ATG
G
TG
G
CTTTG

G
TCTTG

T/C
2

198706857
0.984

2205116571
G
TCAAATCATG

ATAACAG
G
TTAAG

AAG
CTG

G
CTG

ATCACATTTTTATCTAG
ACACAG

G
AA[T/G

]CAAAG
ATTG

AG
AACAG

G
AAG

TAAG
G
TG
AG
G
G
TG
AG
TAACATTAAAG

ACTG
TCCCCAG

TG
T/G

2
205116571

0.709



2209434768
CCATG

ACTCCAG
TAG

AATCG
CCCTG

CTCTACCAG
TG
G
ACATG

CTG
G
TATCG

AG
AG
CCACC[A/G

]G
G
CAG

G
TCCTAG

G
G
CAG

ACCACAAATTTCCTCAG
AG
TCCCTTCAACCTG

CCCCAACAG
T

A/G
2

209434768
0.641

2211589987
G
ATAACTG

TCCCAG
G
TACTCTCAG

AG
G
CATG

TCTCTTAG
TTG

ATCCTG
G
ATCTAATCAAG

A[T/C]G
ACAACCATG

ATTAACCATCACATTG
TG
TATG

ACAG
G
G
AATTTG

AAG
AAAAAATCTTCTAA

T/C
2

211589987
0.84

2220105538
AAAAG

CACATAAATCCTG
TAG

TCTCTAAAATATTTTATG
TTCTTTTCCTAATTAACTTAA[A/G

]AATCCACCTG
AG
AAAG

AATTCAG
AACG

AAACATAAACACCAACTTACTACTCTCCCAAG
A/G

2
220105538

0.774
2222168234

G
ATTTTAAACATTTTATAG

ACTTAAAAATAATG
TATTCAG

TCTACACAACCTG
TG
TG
AG
TC[A/G

]G
ATG

TTAAATACTTG
G
TCTACCCAACACAG

G
ATTATCCCCCAG

AATTG
G
G
AAG

ATTTAG
TA

A/G
2

222168234
0.898

2226297591
G
AAG

AAG
G
AAG

AG
G
G
AG
G
AAAG

AATG
G
G
G
G
ATAG

AAAG
G
G
AG
AG
ACAG

G
AG
AAG

ATG
G
AG
G
[T/C]G

G
G
AATG

G
AAATACAAAAG

CTAAG
G
G
AAG

TG
ACTG

TG
TCTG

TTTAAAACCATG
CAAG

TATG
T/C

2
226297591

0.981
2228473263

TAAATG
G
G
ATG

TCTCTTTTAAG
CCCCTCCCCCAG

AG
CTCAAG

TG
ACATG

TG
G
AAG

AAG
AG
[A/G

]CG
AAAG

AG
G
TAAG

AG
CG
G
AG
G
TCATG

G
AG
ACTCTG

AAG
AAACAG

TATCG
TCCAG

ACG
TG

A/G
2

228473263
0.952

2230682421
TCG

G
TCTTG

CCCCG
ACACTG

TG
CTCAG

G
ACG

G
ATG

TACTCAG
G
CCATG

CTCAG
ATG

CTG
A[T/C]G

G
TG
CCG

AG
ATTG

AG
G
G
CAAAG

TTCCTG
TG
TG
TG
CAG

G
G
CATAG

CG
TCTG

ACTTCACCC
T/C

2
230682421

0.644
2234764832

G
G
AAAG

TG
G
G
G
G
AAG

G
AATAAAAAAG

AAAAAG
TAG

G
G
ATATAG

G
AATAATAG

AG
AAAAAA[A/G

]G
TAAATTATTG

AATCTACATTTAG
G
CCAAAAAG

TACTAG
CCAG

G
AAAAATATTATATTG

A/G
2

234764832
0.573

2240905173
G
AAG

ACCCG
ACAG

AACATCCTCCG
TG
G
G
G
CCTG

G
ACTTG

G
G
G
AG
TG
CACACAG

TCAG
CAC[A/G

]G
TACCTTG

G
TCCCG

G
CTG

CCCAG
AG
CCTG

G
CTG

AG
ACTG

TG
AG
TG
G
G
CG
CTG

G
CG
CTCC

A/G
2

240905173
0.739

2245080775
G
G
ATCCACTTCCG

TCCTTCTTTCTTG
G
G
TTATG

ACACTG
G
G
G
CTCCACTG

AG
G
CAG

TTG
G
[T/C]TCTAAAG

G
G
TCTCTG

G
TAG

G
G
G
AAG

G
G
AG
ACAAG

G
G
G
TATG

ACTACTATG
G
AG
G
ACACA

T/C
2

245080775
0.894

2249118552
TG
TAATACTG

G
AACTCTTAATG

G
AAACTTAATG

G
AAACAAAATAAAATCTAAAAACATTTG

[A/G
]CACATAG

TTAAATATTCCAG
AAAG

AG
ACATTCATATG

TAG
TAAATG

AATAAATTTAAG
G
AA

A/G
2

249118552
0.65

2251155448
G
AATTCTCAG

AG
TAATCAAATTG

TTTTCCAG
G
AAAACATCAG

AAG
CAG

CAAAATATAAAAA[T/C]ACCG
AG
AG
CAAG

AATATTTTAAATG
CCCCCAAG

G
AAG

CAG
CTAG

AAAACCCG
ATG

TG
TG
G
T

T/C
2

251155448
0.913

2255556330
G
AAG

G
AAG

CCAG
G
TCAG

TAG
TCAACAG

G
G
AAG

CCTCACCTAG
G
CTTG

CTG
CAG

TTAAATG
[A/G

]ACCATCTCTCTCAG
TTTAG

CAAAG
CTCATTG

TACTTG
TCCTTG

CAG
AATCTCATG

CTCC
A/G

2
255556330

0.955
2257673789

CCCATAG
G
CTG

CAG
TTTCTG

G
TTTCAG

AG
G
AACTCAAACAG

G
CAG

G
TCAACTACTG

AAG
C[A/T]AAG

TAATTTAG
ACTTAAAACAG

G
TAAACTTTTATTATG

AAACAACAACTCTAAATATAT
A/T

2
257673789

0.623
3000090664

CTATTAG
TAATAATAAAAG

ATTCTTCTATG
AATAATTTAG

ACAG
TTACATG

TTG
TCTCTG

C[T/G
]CATAG

CTCCACATG
TACTG

TG
G
G
G
TCAG

ACTTCG
AG
AG
ATTCATTATG

TG
G
G
AG
TG
ACG

TT
T/G

3
90664

0.595
3004079793

CCTG
TG
TCCACATCCCTG

ACAG
TG
ATCCCCACAAG

AG
ACCCCACAG

CTATG
ACCG

TG
G
G
G
C[A/C]CATCAG

AG
TTCATAG

ACCTCACCACAG
G
ACCCACAAG

G
G
G
CTACATG

TCG
ATG

ACTAAG
G
G

A/C
3

4079793
0.82

3005824425
G
G
CTAG

AAAG
AAAG

TG
CTG

G
G
ATG

TCCG
CACAG

CCTG
TATG

ACCTAAAG
CCAG

G
TAAAG

AC[A/G
]CCAG

CAATG
ACTG

CAG
TG
AAACTCACG

TG
TCCCAATCACCATCAAAG

G
G
CAG

TTCTG
AAAG

A/G
3

5824425
0.975

3009068961
TCCG

AG
CCTG

G
ACACCG

ACTTG
CCCTG

TG
CTAG

AAACTCG
TG
TTTG

AG
G
CG
G
AG
TG
G
G
G
G
G
[T/G

]AG
TCG

CTTTCCAG
TTTCTCG

CTCTG
AG
CCTAAG

CG
CTCCTTATCTG

AAG
CG
CTG

CTG
G
CCG

T/G
3

9068961
0.674

3016151838
ATCACTTACTCCAATTCTTTG

TTTATG
CTTG

TCTG
AATTCTCAAG

G
G
ATTTATTAATTTC[T/C]TCATTAAAAATTCCAATCATCTG

CAAAAAG
CTG

G
TTTTATG

G
TCTTTTTCTTG

TG
TTTC

T/C
3

16151838
0.896

3017874135
ATTATG

TCAATAAAG
ATG

G
CAAAAG

TCAATTG
CTAG

G
CG
AAG

AAG
G
TACAG

AG
G
TCCAG

G
[A/T]CCCAG

G
AG
G
AAG

AG
G
TG
G
AAAAG

ATATAG
AG
AAAG

G
G
CTTTTTG

G
CCAG

G
TTTTG

G
AG
A

A/T
3

17874135
0.804

3019581047
TAATATAG

TAG
TG
G
ATTACCTTAG

G
G
TATG

AG
CTAG

G
TCTG

CTTG
CTAG

CTG
TCAAG

CTAC[A/G
]G
TTACCTTAG

CTG
TTAATG

TAG
TTAG

AAATCTG
G
G
AAG

ATAAATTATAG
TCTAG

G
ACTCAT

A/G
3

19581047
0.531

3021115954
CATCATTG

CATAG
ACAACTG

CAG
ATAATG

CCTTCTCTTCAG
G
AG
ATATCAG

TAG
TCAATA[A/G

]TTTG
TCAG

AG
AG
TG
G
TG
G
TCTCTATTAG

CCTCTTATAAG
TCCATG

ACTG
ACTACTAAAA

A/G
3

21115954
0.871

3022640856
G
G
G
TG
G
TAG

AAG
TAG

G
G
AG
TG
TG
AG
TAG

G
G
CTG

CAG
AG
CTCAG

G
TCAATCAAAG

TTTG
TC[A/C]CAACTATG

AAG
AAG

G
TG
ATG

ATTTACTTAACAAAATAAAG
AAAAG

AG
AAAAG

TTCTCAG
A/C

3
22640856

0.915
3032072437

CATTTTCTCATTTTG
CTATTTATAG

AG
TG
AAAATTATTACTG

TCCG
TG
TAACTTCAG

CG
CA[T/C]TCTG

TG
CCAG

TG
CCTG

TACTG
G
G
CTCTG

CTG
ATTTATAG

CAG
TTG

TTTCCAG
AG
G
G
AAACT

T/C
3

32072437
0.821

3033793044
CTG

AAG
G
G
TTATCAG

AAG
ACCAAAAAAAACCAG

ATCTAAATG
TAACACAG

G
G
CTG

G
CTTCA[A/G

]CCTCAG
TG
AATTTCCAAG

G
ATG

G
TCTTG

AACTCCTG
ATCCTCTCG

TTG
CTG

CCTCCTG
AAG

A/G
3

33793044
0.935

3035446267
TTCAAATACTCACAG

G
G
ATG

G
TACTG

G
ACG

G
G
G
AACCTCACAG

TAG
TTAAG

AACTAATACC[A/G
]TTG

TCTAG
CTACG

TTG
TG
ACTG

AAAACACAG
AG
AG
TG
G
TAAAAAG

G
AG
ACTTATTTACACA

A/G
3

35446267
0.731

3038942593
G
AG
G
ATG

AAAATCG
G
G
G
CACG

G
AAATG

AAG
AAG

CCAG
G
TATAATTCTCACG

TG
CAG

ACAC[A/T]G
AG
G
ATG

TG
G
AG
ATG

G
CTCCTG

G
AAG

G
CAG

TCATCTG
CTTG

CATTTCCCACTTCTCG
G
G

A/T
3

38942593
0.986

3040597508
G
AG
CTCTTAG

CCATTAG
CTG

ACATG
CCTG

CTG
CTTG

CTG
TCATTCTG

TCCCACCACAAAG
[A/G

]ACTCTTAG
TCTCTG

G
G
ACCAAAG

G
G
CAAAATAAACTATTTCTTAAG

TTG
TG
TTG

G
TCAT

A/G
3

40597508
0.965

3045763581
AAG

AAATTTATTG
AG
AAATG

G
CAAATAAATAATTATTCAG

AG
ACCAAATG

G
AAG

G
TAG

TA[T/C]TG
ACAACCATTAAAG

CCCACATCCAACACAG
AAAAACTAAG

AG
ACAG

G
AG
TATTG

G
TG
G

T/C
3

45763581
0.948

3047346760
ACAAATG

TCACG
TG
CACACCCCTCACTTTTCATCAAATTTAACATG

AAAACAG
TTAAATC[A/G

]AAAG
CCAAG

CG
G
G
G
AACACG

TG
G
AG
TTCCTCCCTTG

TTTATTTACTG
TTTTCAAG

TTAT
A/G

3
47346760

0.768
3048920359

TG
G
TTACAG

AAG
ATG

TG
CAG

TTCAG
G
CTCCATATG

ATTCATTATTAG
G
AG
TG
CTTACCAAG

[A/G
]TCATCCTCATAG

ACACCACAAAG
TTTCTACTAG

ACTAG
G
TTTCCACATTG

TCTG
TATATG

T
A/G

3
48920359

0.911
3050437769

AAAAG
AG
AAATCAAAAG

TTG
CTCTTTCCTTATAAAATTACAG

AG
G
CCAAG

G
TCAG

TG
TCC[T/C]G

CTTG
CCCTG

CTG
TCCACTCTCACCG

G
AG
G
G
TCCACAG

AG
AG
CACG

AG
G
G
G
CAAACAG

A
T/C

3
50437769

0.799
3051998320

CCCCTG
CCCCCCTTTACACTTTTACACATCTG

TG
G
CCAG

TTTTATTAAG
CTG

TAG
G
TTG

G
C[T/C]TCAG

TG
G
CTG

AG
CTCTTG

CCCAG
TG
G
G
TAG

CTCTCTG
TACTG

TTAG
AG
CAAG

G
AG
ATCTTA

T/C
3

51998320
0.971

3053681912
G
AACAG

CTG
ATG

G
G
TAG

G
AAG

AAAATCAATACACAG
ACAG

G
G
G
AAATG

CAG
CCTTCCTCA[A/G

]CAACG
TG
ATAATTCTTTCCCTG

AG
AG
CCCTG

TG
ACTG

CACAG
TAG

TG
TG
G
ATTTATG

AC
A/G

3
53681912

0.942
3055246649

G
G
AG
G
CATTTTCTCAG

CTG
AG
G
TTTCTTCTTCCCAG

ACCACTCTG
CCTTG

TG
TCG

AG
TTG

A[T/C]ATAAAACAATCAG
CACAG

TG
AAG

CTG
AACATCTTTCG

CTTATCTACTG
G
CTCTCTG

AG
TAT

T/C
3

55246649
0.708

3056914987
CCTG

G
CTG

CTG
TCCTG

G
AATATG

TG
ACCACAACCCCCACAAG

AAG
G
TCATG

ACCACTAG
TC[A/G

]TG
TAG

CACG
G
AG
TTCTCCATACCAATG

TG
G
TATCTATACG

G
G
CCCAG

AG
G
G
TTTAG

CCAAT
A/G

3
56914987

0.822
3058625138

ACCAG
ACACAG

G
CAAACTAAAAACTG

G
CATTTTG

ATTG
ATCACTTACTG

G
CTTCCTATG

AT[T/C]G
CTAATTCTAG

TAG
TTTCTCCACTG

TTTTAG
AG
AG
TG
G
G
ATG

G
ATTCTTACG

CCATG
G
CTC

T/C
3

58625138
0.801

3060223303
CTTTTG

G
AG
AACG

ATCCAATG
ATG

TCTCCTAAAATCAG
ACAG

TAG
G
CTCCCCTTTTCTCTT[T/C]TAAG

CTAACTG
TAG

TTCCAATTAG
G
G
G
G
CG
TAATG

CG
G
AG
TTG

ATCATTACCAG
G
TAG

ATA
T/C

3
60223303

0.949
3061784861

TTTG
TG
G
TTCTAAG

TG
AATATTCTG

TG
TG
G
TG
G
G
AG
AATACTG

ATTTAAAATTACACTTC[T/C]G
TTTTTAAG

AG
TTCACCCCAG

G
G
G
TTG

ATATTAACAAG
TACAACATG

TG
G
G
G
AATTG

G
T

T/C
3

61784861
0.862

3063309021
TCCG

CCCG
TG
G
AATG

AAAATACTAACACCTCCTCCTG
G
G
G
CTAG

CATTAG
G
ACTCAATAG

A[T/G
]TCATACACACAAG

AAG
CTTAAAACAG

G
G
CCCACCATACAG

CAAG
AAAATACATTTATG

TG
C

T/G
3

63309021
0.943

3064922447
CTG

G
G
AATTAG

AG
CTCTATAACTCACTCTTACCCAG

TATATACTTTATTG
ATATATTG

AA[T/C]G
TTTTACAG

G
CACG

G
TG
ACAATCCTTTATG

AAAG
TG
ATTTTG

TATTAG
AG
CCAG

AAATA
T/C

3
64922447

0.666
3066438824

TTCTTCTG
G
TTTTTCAAACAG

CTG
AAACTCTCTG

G
CCTG

G
G
TG
AAAACCTAAAATTCCAG

[A/G
]CTACCCAAAATTAATTCAACTG

G
CTCAACCCATTG

CCTG
G
TCAAG

AAACTG
CATCTCAG

A/G
3

66438824
0.96

3067974744
TTTG

ATCAAAATAG
ATCAG

AACCCTAG
G
CTTTG

CTTATG
CTTCAATG

CAG
AACCTCTAAC[C/G

]TCTAACCTCTAG
TCCTG

CTG
TTAACAG

G
TACATAG

G
ACTTTCTTATTTTAACATCTTCT

C/G
3

67974744
0.904

3069585117
CTCTG

TATTTG
AG
CAG

ACCAAAG
ATAACAAAG

G
AAG

ACTG
TCACAG

TAG
AAATG

ACTG
AT[A/G

]ACATTG
G
AG
CCACAG

AAAG
ACAAAG

TG
AAAATCTTAG

TTG
TG
ATTAG

AAG
AG
CAACAAG

A/G
3

69585117
0.752

3071302240
G
G
ACATTG

CG
ATTG

TATAG
AG
CAAG

G
G
ATTG

CAG
ATAG

CAACATAG
CG
ACCATAG

G
CCAT[T/C]ACAG

CTAG
CATG

AG
G
CATTCAACATCTCCAAAG

G
CTG

CAAAAAAATACATTTG
AACAG

C
T/C

3
71302240

0.55
3073091270

ATCATATTATTAATTG
G
ATG

TACCCAAATTATG
CAAAG

G
TG
CTTCACCAATG

TTTCTAAG
[A/T]CTTTATG

TTTAATTTCATACATCTTCAAAAG
CATCTTCATCATCTCTACCTCTTCAG

AC
A/T

3
73091270

0.847
3074637142

AG
TTCTATG

G
AAAATCATAATTTATTTCCTACATTATTTTCATCTTAAAAATAAAAATCAG

[T/C]G
CCCATTTAAAAAAAG

AAAATTAATCG
CACG

TG
AG
TAAG

G
G
AAG

AAG
AG
ACG

ACTG
TTG

G
A

T/C
3

74637142
0.666

3079526168
G
TTTG

TTTTTG
TAG

G
TACATAG

CCTAAG
CTATTTG

ACACTATTG
G
CACAG

G
TG
CAAG

AAG
C[C/G

]ACAG
TAAAAATG

G
AG
AAAAG

TATG
TTG

ACTTCTG
AG
TTTCTATAAAAAG

AAAATG
CTTCAA

C/G
3

79526168
0.97



3081263952
G
TTTTTG

AATCACCTG
AAATTAACAAAAAATTTCTCCTCTAG

TATCTCATTAATTCAAG
T[A/C]TTCTTATAAG

ATG
TTG

G
G
AAG

AATG
G
G
CATG

ATAACTTCAG
TAAAAATCCAG

CAAAG
CC

A/C
3

81263952
0.83

3082915876
ATATG

ATG
G
TAG

ATAAAATATTCTG
TAAATATG

TATG
CATATAATG

G
TTCTG

G
TAG

AACTG
[A/G

]CG
TG
AG
TCAG

TTTG
G
AATTG

AATCAG
TTCATCCATCAG

TTG
G
G
AG
TCAG

TG
AAATTAG

CAC
A/G

3
82915876

0.966
3084726779

ATCATATTTG
TTTTACTTACTAG

TTTTG
AAAG

TTG
AAAACTTG

ACATACAAG
AATACG

TG
[A/G

]AG
ATATG

G
AG
ACAG

TTTG
AAACTTG

TTG
AG
ATTTTAAATG

ATCCATTTG
CACAAAATTG

A/G
3

84726779
0.817

3086289128
CATCCTTG

CCAACATG
TTCTG

TCACTTG
AG
TTTTTG

ATCTTAG
TCATTCAG

TCATTCATTT[C/G
]TATATG

ACTAAATG
ATCATG

ATCAACAAATTATATAG
AAAAG

TATG
TCTG

TG
G
TTTATG

TA
C/G

3
86289128

0.748
3087797914

ACTCTTATTCTAAG
AG
CACAG

TCTAG
G
TACAG

G
AG
G
TATTCCTG

G
CTTTTG

G
TTTG

TCATT[A/G
]TTAATTAG

TG
ATTATTTAAAG

TTATTTAACAG
G
G
CCTG

G
G
G
ATTTAG

CTCAG
TG
G
TAG

AG
C

A/G
3

87797914
0.689

3089363019
CG
CTATAATG

G
ACAAG

G
G
G
ATG

G
TAG

CG
TG
G
AAG

G
G
TG
AG
ATAG

G
AAG

TG
TACCAG

ACCAC[A/G
]TG

AG
ACAG

AAG
CATTTCTG

AATG
AG
AG
TG
TCCTG

G
CACCCG

G
TG
AG
TG
TCTCTG

CCTG
G
CA

A/G
3

89363019
0.929

3090974446
G
CTAAG

ATATACTACCAATG
AG
TCATG

G
TTTTG

TCCCATTTTTCAG
TTTTTAAAG

ATTCTC[A/G
]ACCAG

CAAATG
TCACATAATG

G
G
G
AG
TTTCTG

G
G
TTG

ATTTCCAATCTCTTTCTTG
TTCTC

A/G
3

90974446
0.953

3092549463
ATCTG

G
G
AAAATCTG

AAACCTCCCTCTG
G
TCCTCAG

CTTCTCTG
CTG

ATTCTAAG
G
AAACA[C/G

]TTCCCAG
G
ATG

ATTTCCCCTCAG
TG
ATG

CTG
G
TCTCTTCTTAG

CCACG
G
CTAATTTCTCAA

C/G
3

92549463
0.786

3094071447
G
TTCACTTTG

CCTCTTG
TTTACTCTTTTG

AAAATG
G
CAAATAAG

AAAG
CTCCATG

TG
G
ATT[T/C]TG

G
AG
G
CAG

ACAAACTTCTTCCAAG
TG
CAATCAAG

AATCTCTATCCTCTCTTCAG
TCAAAT

T/C
3

94071447
0.689

3105451747
ACTG

TG
TG
TCG

AAAACTTTACCCATTTTAG
G
ATTAG

G
G
TCAATG

G
TTTTCAG

CTG
G
G
G
TCC[T/C]CTTAG

G
G
G
ATTTG

G
AAATAATCAAAG

G
G
G
TAAATTTCAAAG

AAAG
CTACACAATTTTTATA

T/C
3

105451747
0.955

3112264059
TG
ATTCTG

TTAG
ATATTTTG

TCACAG
CTATG

CACTG
AATAAATAATATAG

TATATATCAG
[T/C]G

ATG
TTTTG

ATG
TCCTAAAG

CCCAATAACCCAG
AATATG

ACTG
TG
G
TTAG

ATTTG
G
CTA

T/C
3

112264059
0.648

3115483838
ACATG

TACCACAG
G
G
CTCATATCAG

G
G
TCATG

TAG
CATCAG

AG
G
ACAG

CTTG
G
AG
CAG

TC[A/G
]ATTCTCTTCTTG

CACTG
TG
TAG

G
CCCTG

G
G
CACG

G
CG
CTACAATG

CTCACACTTG
G
TG
C

A/G
3

115483838
0.864

3117024540
TG
G
G
G
ATTG

AACTG
AG
TCTTCTG

TG
TG
CACG

G
TAAG

TG
CTAAG

CTATG
CCCTG

ATCCCCA[A/T]G
G
TCATAG

G
CTTTG

TTTTTTACCACTG
CTTAG

ATG
AAG

CCTG
TCTTCATTTG

G
G
G
G
TTC

A/T
3

117024540
0.98

3118842691
AG
G
G
ACTTCAAACTCTG

G
TATTG

G
TCTG

CTCTTAG
AAATAATCATG

G
G
ACAG

G
G
TCTTAT[T/C]G

G
AG
CCCTTG

G
CATCTCTAG

G
ACTCCTCATTG

G
CCAAAAG

ACTAAAG
AATG

G
ACCTCG

G
T/C

3
118842691

0.956
3120434693

CATTTCCTTG
CATTTG

CATCCACTAG
TG
ACTG

G
TTCCTTAG

TCACTTTG
CTG

CTTCCTTC[C/G
]ATTCAAG

ATTCAAG
AAATG

CCTTCCATTTG
CTCTTCG

ATG
G
ATTTTCG

ATTTG
G
AG
G
CT

C/G
3

120434693
0.918

3123525182
G
TATTTG

ATG
CTCTCAAAATG

TACATATTTG
G
G
TTCTTCTATCTCAAATTATTTAAAATG

C[A/G
]TAATTCACATTTTTTTG

TAATCATTCTATG
CAATTTTG

TG
G
CATG

ACG
TTTCTTCCACTTG

A/G
3

123525182
0.595

3126820406
G
AAATATTTAATCAACATCAG

AG
AATG

G
ATCTCAG

CAAAG
AAG

TCACCTG
CCTG

AG
G
ACAC[A/T]TTTTCCAG

CG
CAG

TTCTTCTG
CTCCATATTCTG

CTTTATG
ATAG

CCTG
G
G
AAG

CACACAG
C

A/T
3

126820406
0.741

3128386941
AATATTTAG

TG
G
G
AAG

ACATG
AAAAACATTTCACCCTG

G
ATAAG

G
CACCAACAACAG

ACCA[T/C]CCCAG
TG
TCCAG

CTTG
ATG

AG
CCAATG

AATTACTG
G
G
CTTACTTAAAG

G
ATAG

TG
G
G
TG
AC

T/C
3

128386941
0.86

3133286498
CTG

TAG
AG
ATG

TCTG
TAG

G
ACCAAACAG

G
G
TCTG

AATG
ACG

TG
G
G
G
G
CG
TTCAG

AG
TTG

G
[A/C]CATACAAG

AATATG
TG
CAAAG

TG
G
ATCACATACTTCTG

AACAG
CG
TG
TTG

TTTTG
TCTG

A/C
3

133286498
0.952

3136767098
CCTCCTTG

G
AG
CTG

G
TCAG

CG
G
TG
TTTAG

TTCTTTG
G
TG
G
CTTCCTCTCTCTCACTG

G
CG
[A/T]G

AG
TG
G
ATATCTTACG

TTAAATTTTAAG
TTCTTCTTAAG

AG
TTACATTTCCCCCCATTG

A/T
3

136767098
0.905

3142347974
AG
G
G
G
CCACCTCCTACCCCTCAG

ACCTCAG
AG
G
AAG

G
ACTCCTTCCTG

ATG
G
CATCCTTCG

[A/C]ACACTG
CTTAAG

G
TTACCCTG

CTG
ACCTCATCTCCCTG

CAAG
AG
TCG

G
AG
CAG

G
ATCCATC

A/C
3

142347974
0.897

3143920365
CG
TG
G
CAG

TAG
CCTG

CTCTG
TG
AACTAATCTG

ACCACCCCTG
ACAAACAG

ATG
TAG

G
AG
AC[T/C]G

G
AG
G
G
CACTCG

CCCTTG
CTG

CTTG
G
CTG

TG
TG
ACCCTAG

G
CAG

AAG
AATTG

ACATCTCTG
T/C

3
143920365

0.896
3147613796

G
G
G
TTCAATG

CAG
TCTTTTCTCCATTCTG

AATTCAACG
AG
CCTCTATTCACCCATG

G
AAAC[A/G

]CACAACACG
G
G
ACCCCCTTCTCTAACG

CTG
CTTCCTATACAACAAACACATTAACTG

CTCC
A/G

3
147613796

0.852
3149186732

AG
TTAATCAG

CAG
AACTTACCATTTTCTTTG

TTG
TG
TTTTG

CTTTATTTTTG
TTTTAAAAT[T/G

]G
AAAG

AAACTTCATTTTG
G
G
G
AAATG

CTTTAAAAG
TACCTG

TCTTATTTCAG
TTAG

AAG
AG

T/G
3

149186732
0.689

3156964356
CATCCCCACCAG

CTCTG
TTCCG

G
CCCCG

G
TG
CCCACCCTCAG

CTCCTTCG
G
TG
CCTCACTC[A/G

]G
CTCTG

CACACCCATCTG
TCCG

G
TCCACCTG

CTAG
CACATCCG

G
CCCCTCCTCTG

G
CCCTT

A/G
3

156964356
0.809

3161912878
TG
CACCG

G
G
CTTTTACATTTTTTTCTAG

TTCG
TATG

TAG
AAG

TG
TTTG

CCTG
CATG

AATG
T[A/T]TG

TG
CACTTG

TG
TG
TG
TCATG

TCCACAAAG
G
TCAG

AAG
AG
G
G
CACTACATCCTTG

G
AACCA

A/T
3

161912878
0.715

3163501339
AAG

CTG
CCTTCG

AACG
TG
AAG

CCCTCCTG
TCTCCG

ATATG
G
G
G
TTACAG

ATATG
AACTACC[A/G

]G
AG
CAAG

TACCTATACTCCCTG
G
G
CCATCTG

AG
CTG

CCCAG
G
TCTTTTAAAAAAAATTTCA

A/G
3

163501339
0.85

3165014088
CCTCTG

ACCACCTCCCAATG
CCTG

TTACTCCCTG
TAG

CTG
G
CTG

ATG
ACCG

CATG
G
CG
CT[C/G

]G
TG
TCAG

G
CATCAG

CCTAG
ATCCAG

AAG
CAG

CAATTG
G
CG
TG
ACAAAG

CG
G
TCCCCTCC

C/G
3

165014088
0.776

3168152874
TCTG

TTAAG
ATG

CCG
TTCTCTAATATTG

ATTCTCTG
TG
CACAG

AG
G
TCACAG

G
TG
ACAACA[A/G

]CTG
TATTG

TG
AG
G
CTTTTTAAAAAAG

ATTG
TG
ATTATATTTTATTTATAACTG

TG
TTG

G
G
A

A/G
3

168152874
0.891

4001510132
TG
G
CATATCTTCTG

AG
G
TCTTCCTCAAATG

TCATTCTCAAG
G
G
CATACCTTTG

CCTG
G
TTT[A/G

]AAG
TTG

G
TACTTCCTCAAG

G
CTTTG

G
CTATCACTG

TTTCAAG
ACTAATG

AG
TCAAG

G
CAAC

A/G
4

1510132
0.849

4003183259
CG
TG
AACG

G
CTTCCG

G
G
G
TCTG

CCTCCTCTTCACAG
G
CTG

CCATCTG
CACTACTTCTG

AG
[T/C]G

TTG
G
TG
G
TTCTG

G
AG
AG
CCG

ATG
TAG

ACTCACTTCCG
TCCTAG

AACTCTG
AG
CTG

ACC
T/C

4
3183259

0.889
4004770797

ATCCCACG
G
G
TG
G
CAG

G
AG
AAAG

G
TG
CCATTCAG

G
G
CACCTCAACCACCAACAAAAG

CCCT[A/G
]G
AAACCAAG

G
G
CTTAATG

AATCCAACCAACCAAG
G
AG
G
G
CAG

TG
G
TG
G
CTG

TTCTG
TG
AAG

A/G
4

4770797
0.94

4007954708
TCTG

TCCTAAAG
G
TTG

TAAG
TAAG

CCTTATTG
CCTAG

TCACTATTAATG
G
TG
TG
TG
CAG

C[A/G
]TG

ATCTTG
G
G
TATG

TAAG
G
TCATATTG

CCTATTACCTTTTCCTCG
G
TATTCTCAG

G
CTC

A/G
4

7954708
0.911

4011087981
AG
G
CAG

G
G
TG
G
TACTTG

TAAAG
TAG

AG
ACATG

TG
ATTTG

TAATTAG
G
G
CATTTG

G
G
TACA[T/G

]TG
TG
CTCAG

G
G
CAG

CTCAACG
G
AACACG

TG
TTCCACTCATG

CAG
G
G
CCCTG

TTG
CATG

A
T/G

4
11087981

0.558
4014153602

ATATTTATAAATATTTTATATG
AATACTAATAG

CTG
TTATG

AG
TATTCTACCCTCATG

G
CC[A/C]AAACTTACCCTAATG

ATTG
TCAACTAG

TG
CTACCATCATCTTATG

CATCATACATTTTTAA
A/C

4
14153602

0.91
4015706671

TCACG
CACTCCG

CG
CACAG

CATG
CTG

G
AG
ACTTG

AG
TG
TAG

ATTATCTAAAATCTCAG
G
C[T/C]G

G
TCCCTG

TTG
G
G
AAG

AAAG
G
CAG

CAG
AG
G
G
CAG

AG
AG
CTCCATG

CTCTG
CTG

CCTCCT
T/C

4
15706671

0.904
4017323924

ACCTAG
CTG

TATACTAAG
AG
CATATCTAAAG

TCAACG
CAG

AG
G
G
TTTAG

AG
AG
TG
TG
CTAC[A/G

]ATG
G
ATAAACACCTCAACAACAAACAG

TCTTTTTG
G
TAAACACACCATTTTG

G
G
G
G
TTCAC

A/G
4

17323924
0.908

4018914851
CAAATAAATTATTAG

TATAAAG
G
CCTCCATAAG

G
CTCTG

TACTTCCCAG
AG
AAG

G
G
G
TCTG

[T/C]TCACCATG
TTG

G
ATTCAG

AAG
G
ATG

CTTACACAG
AAAACAAAAG

CACCTAATACCCCCTTG
T/C

4
18914851

0.896
4021988111

CTATACAAACAACTAG
TTCAG

CTG
TAG

CG
TTTTG

CG
G
TTG

G
CG
G
TCTTG

TAG
G
AAG

TG
AAT[A/C]CTTG

G
TAACACG

G
TTTCAAAG

AG
AG
TG
TAAATTTCTG

CCTG
AACAATCG

AACCAATAATTT
A/C

4
21988111

0.905
4023502835

CTTATTACATTAG
G
TTTTTCTCACCAATATTTATCAAAG

TG
ATG

CCTTTCTCCAACTTG
T[A/T]TTTTTTTAG

TAATTTTG
TCAAAG

ATCG
CTAG

CAATTTATTTAACAACTTTATATTTTAT
A/T

4
23502835

0.882
4027941759

G
G
G
ATTAATTCCTCAACCAG

ACAG
G
ATG

ACTTAAG
TTATG

G
ACTCTG

AACACTG
TTG

AAA[T/C]TACCTAAG
AG
G
AAG

AATATTG
G
TCCAAAAAAATG

CTG
TG
G
CTG

TTG
G
TCAG

TG
G
G
G
CAC

T/C
4

27941759
0.686

4031072166
AG
ATAG

AG
CCCTTG

AAG
CTG

CCTCG
TG
ACTCTG

AG
G
CG
TTG

G
ATCG

TTG
TG
TCCTG

G
TCAC[C/G

]TG
TTCAG

TAAAAAG
CTG

G
AG
AG
CCCATG

G
CTCG

TG
G
G
AG
ACAACCTG

TCAG
TG
CAATG

TTC
C/G

4
31072166

0.959
4035890150

CTG
TAATTG

TG
TTCATACCATG

CATG
TCCCATTTCG

TCCG
G
G
TTACCTCACTTG

G
G
AAAAT[A/G

]TTTTCCTG
TTCCATTCCTTTG

CCTG
AAAG

ATTCATG
ATG

TAAG
AATTG

TTTTAG
CTATCAG

A/G
4

35890150
0.759

4037413372
CAG

AG
G
TG
TTCATATTATATTG

TATTATTATAATG
G
TG
TG
ACAACTATTCAAAAG

CAAG
G
[A/G

]G
ATG

G
G
ATG

ATTCTAG
ATCTTCACCAACTG

ATTATTAG
ATAAG

AAAATATG
ATACATAC

A/G
4

37413372
0.942

4039060333
TATACTCCACTG

ACTG
CTTACTG

CTG
CACTCATCTCAG

ACCAG
TG
CAG

G
AAG

TAG
AG
AAG

[T/C]G
CTCCAG

TG
CATTCTTAG

TCCTCTTAG
AATCAG

AG
AATCTG

TTTAG
TCTG

TG
CTTTTCT

T/C
4

39060333
0.911

4040902321
TG
TG
G
TACTG

G
AG
AG
TTCTACATCTAG

ATCTG
AAG

AG
AG
CAG

G
AAG

AG
AG
AG
CCACTG

G
G
A[T/C]TAG

TTTG
TG
TTTCCG

AAAG
CCCAAG

G
G
CCACAG

CAACACAG
G
TCCACCTACAAG

G
ACATAC

T/C
4

40902321
0.502

4045685149
TTATCCCCCTTCCAATTTCCCCTCTG

G
AAACCCTCCATG

TCATTCCATAG
TTCCCTG

CTCC[A/T]ATG
AG
G
G
TG
CTTCCCCACCCACCG

CTG
ATTCCATCCTG

CCTCCTTG
CCCTG

G
AATTCACCT

A/T
4

45685149
0.602

4047510440
CCTCCAG

G
TG
CAACTG

TG
CAATATG

G
G
TACG

CCTG
G
CAG

ATG
TTCACCTG

G
CTATG

G
ACC[A/C]G

G
G
G
G
CAATG

AAG
G
G
G
CCAG

AAG
AAG

ACCAG
G
G
CCAAG

AG
G
TATAATG

TG
CATATTG

TT
A/C

4
47510440

0.609



4049098430
CCACCTAG

TG
TTTG

AAAAG
CCATCAAATG

CTCTATCTTTG
TAG

AATTCCTG
AG
CCAATTTA[T/C]G

TCCAATCAG
AG
TG
TTAG

CAACAG
TTG

TAAATG
TTCTG

CCAAATAG
ATCTCTAATCTTG

TC
T/C

4
49098430

0.876
4050715446

TG
G
AAACTTTTAAG

AAG
TG
G
ATCCTAACG

AG
AAG

TG
CTCG

AAAAG
G
G
CAG

AG
TG
G
G
ATCA[A/C]CG

G
CTTCTATCTTG

CTCCG
TG
ACTCATAAG

AG
G
TAAG

G
G
TTTTTG

CTTTTCCACATTCT
A/C

4
50715446

0.824
4052313040

G
G
G
TTTTCCCACG

G
TG
TCAAG

TACCTTG
ACTG

G
TCTTTTACTG

TG
AG
TCATCATTCTG

TCA[A/C]TG
TG
AG
AAATAG

CCAAG
ACAATTG

ACTTATACCAAAACAAG
G
G
G
TTACATTG

G
TTTATG

G
T

A/C
4

52313040
0.838

4055570079
TCAG

G
AG
G
AAG

TG
ACAG

CAG
TG
ATACAG

ATTG
G
TTCTAG

TCAG
G
CATATG

G
ATCCTG

CG
G
[A/G

]G
AAG

CACACTAAG
G
ATAAACCTCTTACTTG

G
ATG

AG
G
AG
AG
TTAAAG

G
TATG

G
AAAG

G
A

A/G
4

55570079
0.976

4057174499
G
G
AG
TTG

G
TTCTG

AG
TG
G
CTG

TATTG
G
TG
CTG

G
G
ATCTAACCCTG

TCCTCTCCG
G
AAG

AG
C[A/C]G

ACAG
TTCTTTTTG

AATTG
CTG

AATCG
TCTTTCTAG

ACCCCTTTATTTTCTTACCTTAATT
A/C

4
57174499

0.956
4059071691

ACATAG
G
CAG

G
CTAG

AATG
ATTCAG

CCTG
G
AG
CAACAG

ACTCATACCAATATAAAG
CTAA[T/C]G

TTG
G
CTTG

TTAAG
AACAG

ATTCAATAG
AACTTCCTTCAG

TCG
G
TAAAG

CCAG
CTTCCC

T/C
4

59071691
0.823

4060670736
TAG

TTACATG
TATG

CTACAG
TATACCTATG

G
AG
TTCTG

ATG
TCAATTG

AAG
G
AG
TTAG

TT[T/C]TCTCTTCCTACCATG
TG
G
TG
TCCCTTACTG

AG
ACATCTTG

CTTG
CTTTAACG

TTTG
TTT

T/C
4

60670736
0.986

4062198189
AAAG

ATTAG
TAAAG

CACACCTCTG
G
G
TATAACTG

ATAG
G
ACATTTG

AAG
AG
G
ATTAG

ATC[A/G
]TG

AG
G
G
CTG

TAACAG
TTCATTCTATTG

ACAG
ATTCAAAACTTG

G
G
G
CTACTG

G
G
AG
ATG

A/G
4

62198189
0.908

4066812933
CTAG

G
G
TTG

TAG
G
CATG

CACTATCCACACTCACCCTG
ATG

TAAG
TTTG

G
CTAG

AATAG
ACA[A/G

]AAG
AG
CTCACAG

CCAAG
TG
AAAG

AATG
G
AG
TCCTACCTTG

CTG
AG
G
G
CAG

G
AACG

CAG
G
G
C

A/G
4

66812933
0.955

4068343084
TG
CATTCCAG

CACCATTACATTTACAG
CTTCTCTAATTG

TTAG
AG
CATTG

CAG
G
CAG

ACTG
[A/C]TG

G
TATTAG

CCG
TG
G
TAG

TG
AG
G
CATG

G
TAG

TG
G
G
G
G
G
G
AG
CATG

ATG
G
TTG

TG
ATAG

G
AA

A/C
4

68343084
0.943

4069863554
CACATCCAACATAG

CTG
ATG

CCAG
TCTCTTCTG

G
AG
TAG

TG
TTCTCAG

AATCAG
TCTG

CC[T/G
]G
TCTACCCAG

CTG
G
CCACTCAG

TTTTACTG
ATTCAG

AG
CAACCCTG

G
CTTAAAAAG

AAC
T/G

4
69863554

0.982
4073009704

CAAAATG
G
CTG

AG
TTTATATATG

G
AG
G
AG
AAACTTG

G
AG
AAG

G
G
AAG

TG
AAG

CTTCTG
AA[T/C]TG

G
AG
AG
G
TTG

AG
AG
TAG

CAG
ACAAG

G
CATG

CTAG
CTAG

G
TTG

G
CTCACTG

TCG
G
TAG

A
T/C

4
73009704

0.937
4077641301

TCTCTCAG
CAAG

CAAATATCAG
TG
AAAATG

AG
AG
ACCCACAAG

CTTTACATAACTAG
CTCT[A/T]TAAG

CAAG
CCAAACTCTG

ACACCATCACTG
TCCCTTG

AG
TCCTTTTATACCTTCCAAACAT

A/T
4

77641301
0.879

4079183914
AATTTG

AG
ATCTG

G
ACAAAATTG

G
AG
AACATATACTTTTTTTTG

G
ATG

AG
G
TCTTG

AG
ATG

[A/G
]AAG

TCCAAATTG
TTTTAAAG

G
TACTG

TTACCTG
AG
TCACCAG

G
CCCACCCACAG

TCTCCTG
A/G

4
79183914

0.93
4080742511

TG
TCCCATTTCACAG

ACAAG
G
AAAACTG

AG
G
TTTTG

CATG
TTAAG

TAACTAG
CTCAAG

AC[A/G
]TG

AAAACTG
AG
G
TAG

AG
G
G
TATTAAACAATTACCCTG

AG
ATAG

AG
TAG

TCAATG
AATAA

A/G
4

80742511
0.816

4082266250
TTTCCTCCCACATAAACATAG

CAG
AG
AG
AATG

CCG
G
G
ACAG

CTTG
CTTTCTCCCACACAAC[A/T]CAAAATTG

ACATAG
AAAG

G
ATTTAG

AAATATG
G
ATACTTTCTG

TTCCCAG
TG
ACCCCATTT

A/T
4

82266250
0.961

4088644702
AAG

ATG
CCAAAG

TG
AATTACTG

AAATG
G
AG
AG
TTG

AG
AAAG

TTACAG
AATAAAAATAATG

T[A/T]G
ATCATTAG

AG
AAACTACATTTCAG

AG
ATTAATCTAG

G
AACCATG

AACACTTTCAAAG
TAG

A/T
4

88644702
0.567

4090207324
AACAATTAAAATG

TACTG
AAAATTTCTTAG

TG
ATTTTG

AATATTTG
CAATAG

AG
CTAATC[A/G

]TCTTTTCTATTTAATATG
TTTCCAG

G
ATCTG

AAACATG
AAACATG

ATCCATG
AAAG

AG
A

A/G
4

90207324
0.631

4091870538
TG
CTTG

CTAG
G
CAAG

TG
CTCTACCACTG

AG
CTAAACTCCCAACCCCACTTCACTATCTTTT[A/G

]G
TCAG

G
AAATG

AACTG
ATTTCAAATCAAATATCCTTG

CACTTTCCCTTCCATTTCACAATT
A/G

4
91870538

0.943
4093383134

G
ATTATATATATCTAATATACTG

AATCTACCTG
AAATCTACACATTCTAACTTTAATTCC[T/C]CCATCTCTTCTCATG

TACCAAACCCCTACTCTG
G
TTCAAATATATG

TCCTCTTTTG
TTT

T/C
4

93383134
0.808

4094931788
G
G
CATG

TCTG
ACCAATTTTTTCTTTTCTTTTTCTTTTTTCATTTTTG

G
TTG

TTTTATCTA[T/G
]CTAG

CTACAG
AATCACTG

TAAATTTTAAAATATCAG
TTACTAG

G
ACTACTCTAACACAT

T/G
4

94931788
0.539

4096920596
ATTG

ATAATACTATTATG
TTG

CAAAG
TG
AAAAG

TATAAAATTAG
TAAAG

TG
AG
AACCCAC[A/G

]TG
TTCCATG

AG
AATTTACTTATATG

AAATCATAAG
TATG

CTTG
ACG

TG
G
TAG

CACATAA
A/G

4
96920596

0.676
4098619123

TTCTG
AAATG

TTTTATATTG
CTCATAG

TATAAAAATAATAAG
CTG

ACCTG
AAG

CCCCAAA[A/T]G
TTTATAG

TACATTG
G
ACAATG

AG
G
TCTCACTATATG

ATATTTTTTG
TTACTG

AG
ATAA

A/T
4

98619123
0.835

4103249461
TTTAAG

TCTTACAAG
G
AAG

AG
G
G
ATTTG

TATTCTG
G
CCAACATG

AATTCAG
TTTG

CTTTT[T/C]CCATAAG
TG
G
AAAG

TG
AAG

CTAAG
G
AACCATTTG

ATAATTG
TTG

ATTG
TTG

AG
TTG

ACC
T/C

4
103249461

0.872
4104814037

TATACATG
TTAAG

AATTAG
TTCTG

G
G
TAG

AAATG
AAAG

AG
ATCACCACCACTCCTG

AAG
C[A/T]TG

TCATG
TCTG

G
G
CAAG

G
CAAACTTCTATTATCAACCACG

AAG
G
TATG

CTCAG
AAG

AG
T

A/T
4

104814037
0.839

4109637514
TAG

G
TG
CTG

TG
TCTG

ATCTTTAATATTCTG
G
AAG

G
G
CTCCACG

TG
CTTTTAACTG

CTG
AG
[A/C]AATTTCTG

TAAACCCCTTTTTCCTATAATCTATTAAG
ACAAATTAG

AG
TG
TCTCTG

TAT
A/C

4
109637514

0.8
4114563241

AAAAATAAG
CAATAG

AAAAATATTTG
TATG

AACAAATG
TG
AACAAAATG

TG
AAATG

ATTT[A/G
]TTATTATG

CAAG
TTTG

CATCCAG
CCTCAATG

CTATATTAATTCCAAG
TAG

TG
AAAATG

C
A/G

4
114563241

0.955
4116166995

G
ATG

TACTCAAATACAG
CTCTG

TCG
G
G
CTTG

TAAACTG
TTCATCTAATG

TG
TTG

AAACAAC[A/G
]G
AAAG

TCCATTTATCCTG
TCCCCAG

AACTCAG
CTCTCAACTCTTCCCATTAG

ATTCTCTTT
A/G

4
116166995

0.974
4119360890

AG
TCCCTCG

G
CCAAAACCTG

CTG
TTCTTCCAAAACCAAG

CCCTACTG
TAG

G
ACCTG

ACG
CA[C/G

]CTTCCCAG
G
G
TCCCACAG

TCAAG
TCTTG

CACG
ATG

TAAAAACG
AAG

G
TCG

TG
AG
G
G
G
AG
G
G

C/G
4

119360890
0.782

4124297354
CTG

G
G
ACTG

G
ACACTTCCAG

TTTG
TAG

CTG
G
AG
CCCCAACCTAG

CTG
ATCCCAG

CCCTCAG
[T/C]TCACTACTCCCAAG

TACCTTAG
G
AG
AG
AG
AG
TTCACCG

CCCG
G
ACAG

G
TG
G
G
CACTCCTG

A
T/C

4
124297354

0.549
4127749824

TTAAAAAAG
CATACTTTTCG

AG
ACTAG

G
AG
ACAAG

TCTG
CTAAATTG

TCTTTTTG
AAACCA[T/C]CCACG

TG
CATCCCATG

CG
ACTTTTAAACACCTCTTCAAG

TTTCAG
TCCAG

CCTG
AAG

ACAG
T/C

4
127749824

0.88
4129411553

CACACACACACACACACACACACACACACACACACACACTG
TCCTTTG

TTCTTTG
G
TTTAC[A/T]ACTTG

G
G
CTG

CTTAG
G
CCTTTG

CTTTCACCCTTTG
AG
TTCAG

AAACAG
AG
AG
G
ACCCACAG

A/T
4

129411553
0.982

4131221730
TCAG

AG
TCATAG

AG
ACAACCCTTCAG

AG
G
G
CG
G
G
TAAACATAACTAATAAATCAAG

CAG
AC[T/C]G

G
G
TTG

G
G
AG
TTTCG

AG
G
G
G
CTATTG

G
G
AG
ACAG

TG
G
CAAACTG

TTCAG
ATCATG

CCTG
TC

T/C
4

131221730
0.898

4133375390
TATTTTTCATAATTATAAG

CCCTCCCTAACTCCCACTCTCTAG
CTG

G
ATG

TG
TAG

ACAAG
[T/C]TG

ACTATCCTATAG
CTTCATG

AATCTTTTAG
TTTTAAAAATG

ACAG
AAG

TTCATTTACT
T/C

4
133375390

0.841
4134899865

G
G
G
G
TCAAG

ACCAAG
AG
CTCACTG

AAG
AG
CG
G
G
TCTCAG

AG
G
AG
ACTG

G
TTACAG

CCTG
G
G
[T/C]G

AG
G
G
AAG

AATG
TG
TATCAG

CCTCAG
TCATG

AG
G
G
CTATTCAAG

TCTG
TCAACCG

TG
G
ACC

T/C
4

134899865
0.905

4144487081
TG
CTG

AAG
ACATTG

CATG
CTTAG

G
TTG

CAG
G
ACG

TG
G
AAAAATTG

AG
CTG

G
AAG

CTCTCC[A/C]TG
G
CTCTTG

TG
TTCTTTAAG

CCTCCTCTTCCTCAG
G
G
TTCCCTG

AG
CTCTCAG

G
G
G
AAG

A/C
4

144487081
0.806

4146021397
TTCTAG

AG
TAG

AATTAATAAG
CATTTAAATTATTATCATTTTAATG

ATTTTCTTTAAG
TAC[A/G

]CTCTCCACCTG
TCAACTG

AACCAG
CCATG

TAG
TG
ATATTTCTCCAACTTCAG

TCATAAG
CT

A/G
4

146021397
0.828

4147671667
ACCAG

TG
TTG

G
G
G
TTCAG

AAAG
TG
ACATCCCCCATATTTG

CTCTTTG
ATG

AG
CTG

ACAAA[T/G
]TTG

AG
AG
G
TG
G
CCTCAG

ACCAAG
ATCCCCAG

G
G
TCTTCTTTTTTCACTTCAAG

ACAG
TG

T/G
4

147671667
0.896

4152505867
ATG

TG
TG
G
AG
CAG

G
TATTG

CTG
CACTCATG

G
AG
G
ATG

G
AG
G
ATG

G
G
ATG

TCAG
G
G
G
CCTG

[A/T]CCAG
CTG

TTG
G
CATG

CTCCTACCACATG
TG
CTCTCACG

CACTG
G
CCG

CTCTCTAG
CCCC

A/T
4

152505867
0.625

4154143910
AATACAACTATTCACAG

ACACCCCCACTCCCAACTCCAG
AG
AAAG

G
AG
G
G
AAG

CAG
G
G
G
A[T/G

]CCTG
CG
G
CAACATTG

G
ATCCAAG

AG
ATCCCAG

AAG
CCCACAAACTTTATG

TTTAACCTG
T/G

4
154143910

0.7
4155805092

TTCACCTCCCAG
TATG

ACACAACCACTCCCTG
TTTG

G
TTTG

G
TTTG

G
TCTTACCTTTG

TT[T/C]G
AG
ACATG

G
TG
G
AACACCAATG

ATCTACG
ATG

CCATTTAG
ATTTTTAATG

CTCTCTTTT
T/C

4
155805092

0.762
4157312410

CCG
CCCCCACTG

TCCAAG
TG
CTG

G
G
G
CTACAG

ATG
CCAACCACTG

CG
CCTG

G
CTTTTG

CC[A/G
]TG

CTG
G
G
G
ACTG

AAG
TCCTCTG

CCATTCTACTG
G
CCTTCTG

CCCCTTACTTG
TG
CTTCT

A/G
4

157312410
0.675

4160402821
ACAG

CTTG
G
ATG

TG
G
CTCTG

CACTTCAAACACAG
TCTAAG

ATCTACTCTAAAACCAAAAC[T/C]G
AG
G
CAACAAATACG

TG
G
CTCTTTCCTG

G
CTCTTG

CAG
TG
G
AAATG

AAACTTCTCTTTG
T/C

4
160402821

0.902
4162009988

AAAATTAACATATG
AG
AAATATCCCAG

G
G
G
AG
TCAG

ATAG
TCTTTCATAG

TG
CTG

AACTCA[A/G
]G
G
G
CATG

AG
CAAAG

ACTG
CTG

G
AG
G
TG
ACCTG

AACTCCTTCTTTCG
AAG

CACCAAAG
ACTC

A/G
4

162009988
0.966

4163821233
AG
TAACTCACCTG

CTTCTCG
AATG

G
ACCCACTTG

AG
G
G
TCCAG

G
G
CCACTG

AAG
G
G
TCTTC[A/G

]TACATAACTG
AACACTG

TCAAAG
CTAG

ACTATTCATG
TTTTAATATTCAAAG

G
CTTAG

CAG
A/G

4
163821233

0.991
4165454560

TG
ATG

ACCTG
G
G
G
G
G
AAG

G
G
AAG

AAG
G
TG
AG
TACCTAG

G
G
ATG

TG
G
G
CAG

AAG
AG
CCCCA[A/G

]CTG
TCCATAAG

CCCCACCAAAG
G
CACAAACTG

G
ATG

G
CCTCTG

TTG
TACCCACTG

CCCC
A/G

4
165454560

0.65
4168756464

TTG
G
CACTCTTAG

CAAATAAAAAACTG
TCAG

CCACAG
G
ATG

TACCATAACAAAG
AG
TTAAA[A/C]TTCATCAG

CG
AAAG

ATATG
CTTTCTG

AG
ATATTCTCTTG

TAAACTTATG
AG
AAAG

G
G
ATAA

A/C
4

168756464
0.742

4170447191
ACCACATTAG

G
TG
TTG

CTCCAATATTTAAAG
CACATTG

AAAATCTCCCACACTCCAG
CCT[T/G

]CTG
G
G
CTACAG

TCCCAG
TG
AG
AAATAATG

AAG
CAAG

G
TTG

CCCAG
TTG

ATG
CTCAAAG

A
T/G

4
170447191

0.614



4172050247
TTG

TTTAG
CTG

TAAAG
G
G
CG
CCAG

CTG
G
TCATTG

G
CTCG

CAG
TCCTG

TG
TTCCCAG

TTTC[T/C]G
G
CTTAG

TCCTG
TTATCG

TG
G
ACCCTG

ATTCAG
CAG

CAG
AG
G
CATTCCCG

G
G
TTG

ACTA
T/C

4
172050247

0.935
4181963967

G
ACTG

CTATCTCTAATTAAATG
TAG

AATTAATTTTG
G
CAAACTAACCACAG

ATG
CAG

TTTA[T/C]G
CTCAG

TTTTATCAG
ACAG

ATTTATTTATAAG
CTG

TCAACTTCTTG
AAAG

ACTTCATTTTG
T/C

4
181963967

0.872
4183540141

CTTCCTCTTG
TCTACCTTATCTG

TG
G
AG
ACCAACCTCCACAG

TCTACCTG
AG
AAAAAAAT[T/C]ATG

AAATCCTTG
ATG

G
AAATCACAG

G
TTCAACTTCCTG

G
AACACCTCTCCATG

CAAATG
T/C

4
183540141

0.921
4185056116

TTCTAAAATG
ATG

TAG
TG
G
CCG

TTCCG
G
AATG

G
AG
AG
G
CAG

G
G
AG
G
G
AG
G
G
AAACAAAG

C[A/G
]G
AAG

TCTTTTAAAACTG
TAG

CTG
G
G
G
AAATCAG

G
CG
TTCTCAG

G
TCAG

TCTG
CAG

CCAC
A/G

4
185056116

0.72
5005067054

G
ATCCCTCCTG

TACTTCTG
AAAACATG

G
TTAG

AG
TG
CAG

G
G
AAG

ATCG
G
TG
G
CTG

TCTAC[A/G
]CAG

G
AG
G
TG
G
G
TAG

AAAG
CTTCCAG

TTTACCCCAATCTTTTAG
G
AACCAG

G
TAATTATT

A/G
5

5067054
0.896

5006609907
AAAATCAG

G
AAAG

CTG
CAG

TG
AG
AAAG

AAG
TATTTTAG

AAAAG
TG
ACATTG

ATTTATTTC[A/G
]TATTTTTTAG

AATTAATTTTACTATG
G
CATCCAATAG

G
AAAG

ATG
ATCACCTTAAAG

AA
A/G

5
6609907

0.552
5009771971

AACAG
TTG

TG
AG
TG
TG
TAG

CTCTATTAAAAATG
AG
AAAAAG

G
AG
AAG

CCCACTCAATG
G
A[A/G

]G
G
ACCAG

CAACCAG
G
TG
CATCTACAACCCTG

ACG
TACTTTCCAG

G
TTAAG

TTTTATG
AT

A/G
5

9771971
0.745

5011423376
CATTCTATCCCCAG

AATATTG
CTAG

ATAAAATTAG
TTTAAAATATTAG

CATTCCTG
G
G
AG
[A/T]G

TCCCTTTATTATTCTCATTTG
CCAG

AATAAG
ATG

AAATAG
G
AG
G
AAATTATATAACTT

A/T
5

11423376
0.9

5014587097
TTTAG

TG
ACACCCAAAG

TTTG
TCCATG

TTCTG
AG
TTG

ATATAAAG
CCACTCTG

TAG
G
G
CCC[A/G

]CTG
CTTTG

TTCATG
TTCTTCTTG

CACAAG
TTAG

G
AAAAAG

TAG
CAACATTTCAG

AATCACA
A/G

5
14587097

0.934
5021092679

G
TG
TG
TG
TG
TG
TG
TG
TG
TG
TATG

AAAG
TAATCTAACTG

AAATCACCAAATATTG
TTTG

AG
T[T/C]AG

AG
CCCTAACAG

G
CCATCTTTTG

TCACCCAATG
ACATTTCAAG

TCCAG
AATTAG

G
TTATG

T/C
5

21092679
0.987

5022847270
TCCCAG

ACACACTG
CCTG

G
G
AACAACAACAG

G
ACG

TCTG
AG
ATCAAG

ACTG
G
TTCG

TTCTC[A/C]G
CATTAAG

TTTCCTCG
G
AAG

ACTTCCACG
G
TCG

G
CG
CTG

CTG
CAG

G
AG
G
CCACG

CAG
ATG

C
A/C

5
22847270

0.93
5024525099

TTG
AATG

AAAATG
AAAG

CAAAACACAATACATCCATG
G
AACACAG

CAAAG
G
G
AG
TCCG

AA[A/G
]AG

AAG
CG
TTTCTATCTCTAAG

TG
CCTACATTG

AAAAACCAG
AAATG

TCTCAATATAG
AT

A/G
5

24525099
0.991

5026080053
AG
G
CTG

AG
TCAATG

CCACCTACG
TCTG

TCTTATACTTCATG
AATG

G
ATG

TCACCATTACAG
[T/C]G

TACTG
ATG

AG
AG
AATG

ATACAAG
AG
AAG

G
CCCAG

AG
G
TCTTG

AG
TCTTTG

AG
AACAATAC

T/C
5

26080053
0.919

5027598108
AG
TCCTAATTG

AACTTCATCTTTG
CTG

TG
ACTG

AG
ACTCAG

ATAG
AAACAAATG

CAAAG
T[T/C]TTATTTG

CTTAATCTG
TTTACCAG

TAACTTTTCATTCTTG
CAG

CG
TG
TG
CTTTTG

TAG
T

T/C
5

27598108
0.807

5029291630
TAAACTACTCTTAAG

G
G
TAAG

CTAG
TG
TTAG

ATG
G
CTAACAG

AACATTG
ATTCAATG

ACG
T[A/G

]G
TTG

G
AG
G
G
TCCTTG

TCTTATAACATCCTG
TTTG

G
G
ATTTTTTTCTCTTCTAAATTTTATT

A/G
5

29291630
0.877

5030844009
G
G
ATCCTTG

TAG
TTAG

TCCTTG
AG
ATG

TAG
ATCATAG

AG
CTG

CCAG
G
G
TAAAG

TG
AAAG

AG
[A/G

]TAG
TG
TAG

AG
CTG

AG
AAAG

G
TAAAAG

TG
G
AACACCTG

AAATTTG
AAG

G
CCCCAG

TAG
CCAT

A/G
5

30844009
0.837

5032389662
ATAAG

AATAG
TG
AATG

ATACTG
AG
AAACG

AATAATAAAG
G
AG
G
G
AAAATTTTG

ATAAG
AC[A/G

]TATTG
ACAAG

AAG
G
TG
AACATAAAATTTCATG

TTCCTCAATTTCACATG
TTAG

AATATA
A/G

5
32389662

0.81
5033983990

TTTTTAAAATG
TCAACAAATTTCAAG

G
TG
ATAAATCCAATTATG

TCTTG
TTCCATG

TATG
[T/C]TCTTACAAG

TAG
TCTTACCCACAG

ATTAACTTCTATCATCTCTTCTAG
CCAG

TG
ACTCC

T/C
5

33983990
0.862

5039065030
TAAAG

CTATTTAG
TTTCCCAG

AATACAAAATTTTG
TTTTG

CTTTG
TTATTATATTCCTG

A[T/C]G
G
CAG

G
AATCATG

CAAACAACAG
G
AAATAATG

AATTTG
ACTCTG

TATCTTATAAG
G
TTG

T/C
5

39065030
0.64

5040663200
AATAATCTG

CATTTTACAG
TG
ACACACCATCTACTAAAG

TTTTCTAAACCTTCTCAAATC[A/G
]TACCAAAATCTATG

TTTCTATTAATG
G
TTCAAATG

G
ATG

AG
TCAG

ATAG
G
ACATTTCAC

A/G
5

40663200
0.613

5046890247
ACAG

ACTG
ATG

AATCCCACCATTCCTG
CAAG

CAG
AAAG

ACCG
G
AAG

AAAG
CTATAG

G
CAT[A/G

]TTTTTTACAG
CATCTTTCCTG

CG
TTTG

CCAATG
G
TTG

ACCTATCATTAATG
G
TCTG

ATG
A/G

5
46890247

0.904
5048449425

AAG
TACAG

AAG
TTTAG

ATCATCTG
G
G
G
TG
AATG

TCTG
G
G
CTATTTCACCAG

G
CAAG

CAACC[T/C]AG
ACCAG

TAAAACTG
CCTCCTG

AG
G
AG
ATG

G
ACAG

CAATCAG
G
G
ACCTG

G
AG
CAG

CATTG
A

T/C
5

48449425
0.905

5050017626
ATG

CTG
AACCCCAACTCTTTG

CAAG
AG
AAACAG

TTTTG
CATAG

G
TAG

AG
AAACCCAG

TG
AT[T/C]ATCCTCCCTACCTCTTTG

CG
G
TATTTATG

TG
ATATACATCTG

G
G
G
TCAG

AG
ATTAATG

AG
A

T/C
5

50017626
0.986

5051833536
TAG

ATG
TAG

TCATG
TCTTAAG

CG
TTG

TG
CACATG

G
G
CTTG

AG
TG
AATTG

TCACCAG
G
AAAC[A/T]TTTTAAAATATG

ACTAAAATACACTG
CCTCTAG

ATG
TCAG

CCTCTAG
AAAAG

TG
AAG

CAAC
A/T

5
51833536

0.765
5054983065

AAG
CAAAACTATTTG

CAG
ATAG

TTG
G
TATG

TTCAAATCTTTCCAG
G
TCTCCTTTCCCACA[T/C]ATTTTTCTTCAG

ACACAG
ATATATTCTATTTTAATAAATATTTCAATAAAAACATTTCA

T/C
5

54983065
0.846

5059722864
G
G
ACAACTTCCCACCCCCTTG

CTG
TG
AG
TCAG

CAG
ACTCCACCACTAG

TG
G
AG
AG
AG
AG
AT[A/G

]G
G
G
ACCTG

G
CCCAACTTG

G
TAG

CTTTG
AG
CAG

CAAG
CCAG

TAG
CCAACCTTCTCTG

G
CCTG

A/G
5

59722864
0.915

5063069411
TCAG

AG
AAG

G
G
ATTG

AG
AG
G
AATTG

ACCAATG
CCCTG

AAG
AG
CAG

G
CAAG

G
ATG

G
CTG

G
G
[T/C]TTAG

AG
TG
CTG

G
G
G
G
AG
G
G
G
AG
TG
TG
G
G
AAG

AACCCTACCAG
G
AAG

CTG
CCTG

G
G
CTG

T
T/C

5
63069411

0.553
5066241199

ACG
CTAATTATG

TTACCTAAAAACCTG
TTTG

CATTG
TCCTG

CATG
TG
TG
ACTAAAG

G
AAG

[C/G
]CTG

TCCAG
AG
TTG

G
TTTTTG

ACTG
G
TCAG

TAAAG
TTACCAG

CTG
CTAATG

G
CTG

G
ACAG

C/G
5

66241199
0.648

5067878089
G
G
TCCCACTTAG

G
CCAG

G
CTTTAG

G
TTG

G
G
G
G
TATCTCACTTG

TG
AG
CG
TTG

TTG
TG
AAG

[T/G
]AG
CTCCCAG

G
AATTAAG

CTCTCTCTATG
TG
TG
AG
AG
G
G
G
ATCTG

G
AACACCAG

CTCTG
A

T/G
5

67878089
0.873

5071110542
G
TG
TG
TG
AG
AG
G
TTCTTG

TTG
ATCACTTCCG

TTTCACTAATG
G
CTG

G
ATG

G
TCTG

AATTT[T/C]TCCATTTTTATTTATG
G
TAG

AG
CATTG

TG
TATAG

G
TCAG

AG
G
ACAG

CTTG
CAG

G
AATAG

T/C
5

71110542
0.957

5072889821
CAAAG

TG
AG
AAG

TTG
ATG

ATG
TAG

CTTTTAATG
G
CTAG

TAG
CTATG

G
G
AAG

G
AG
ACAG

G
AT[T/C]G

G
CTCAG

AG
AACATG

G
G
G
G
AAG

AG
AAAG

AG
CTTATG

G
TAG

G
ACTG

AACTG
TAAG

ACCCG
TC

T/C
5

72889821
0.756

5074405238
TCTAG

CCAATTTATG
TG
G
ACTTTATCCCAG

TAAG
ATAG

ACTTCATG
CCTTCATATG

TG
TA[T/G

]CAG
CTAG

AACAAAG
ATCTCG

ATACCG
TTCCAATTAATATCCATCAG

TAAAACAG
CTG

TG
T/G

5
74405238

0.918
5076011393

G
TTCTAATTTACCTG

CTTCTCTTG
AG
CAG

G
G
AG
AG
G
CTCTAACAAG

CAG
AAG

G
AG
CG
ATG

[A/G
]ATCTG

G
AG
G
ATG

G
AAG

G
ACTG

G
G
G
ACAG

TG
AG
G
TTTTTTCACTCTCTCACTG

CTG
ATG

A
A/G

5
76011393

0.88
5077777345

CCAAG
AATG

G
ATAAG

CAAG
CCAG

TG
G
G
ACACCATG

AACAACAACCCAG
ACATCTG

TG
ATCC[T/C]G

TCAATG
G
ATTG

TG
CTG

AG
CAG

TTAG
ACATG

G
AAAAAATG

AACACTAAG
CATG

AG
CACAG

C
T/C

5
77777345

0.923
5079291757

CTCCTG
G
TTG

G
CAG

TTTTG
CACATTCATACAAG

ACAAAATCTCTAATG
AATTTG

CATTCA[A/G
]G
ATG

G
ATG

CAG
G
G
TCTG

TTG
AG
ACTTG

TCTTCCCTTCTCCAG
G
G
AG
G
ACG

G
ACG

CTG
AT

A/G
5

79291757
0.993

5080882050
G
TATG

AACCTCCTCTTTG
AG
G
ACAAG

AATTG
ATTTG

TAATG
AAG

TTTTCTTG
AACATTATC[A/G

]TTG
G
TCTTCCTTCTAAACATG

TCTG
TAG

ACTG
CTTTACTG

ATAACATATTACATG
AATATA

A/G
5

80882050
0.829

5082405031
ATATTTTTACCATTATG

CAAACTG
AATATTTTTTCACATCCATTTATACTTTTCTTTAG

C[A/C]TCAG
G
G
CAAG

CG
AACAATATG

CTACTCTTG
TTTCTG

AG
CTTG

G
G
ACACTACTG

TAG
CTT

A/C
5

82405031
0.92

5084309584
ATATCCTATTG

ATG
G
ACG

G
G
ATG

G
TTTTG

TACAG
TTCACTCAG

ACAAG
G
AAAAAAATTAT[A/G

]TTTCTG
AAG

TATATACAAG
ACCCG

CTCTCATG
ACTTATTTATCCACTTCAG

TCACAAAA
A/G

5
84309584

0.875
5085968698

TTAAAG
G
TG
AAG

ACACCATTCCAG
G
ATCACCTTACAG

G
TG
AG
ATTAAG

TTTCAG
G
ATAG

TG
[A/G

]AAG
TAG

AAATCATG
TG
ACCCTTCCAAAG

CCCTG
TCTTAG

TATTTATG
CATTTCCTCAACCA

A/G
5

85968698
0.923

5087557596
TTTCTCATCTG

G
ACAAAAAG

G
G
ACTTG

CTTG
G
G
TCACTAG

TTTCAAAG
CATATCTCTTG

G
A[T/C]CCCTAG

TG
TTTCTCAAG

G
G
G
TCTCAG

G
G
CAG

G
AAAG

G
AAG

CCTATTG
G
ACTCTCAAG

TCAT
T/C

5
87557596

0.979
5089137795

CCATTTTTTTCCTG
CTG

CAAAATCCCTG
AAACTG

G
G
TAACTTATAAATATAAG

AAATTAA[A/G
]TTTCATAG

TTG
TAAAG

CTTAAG
G
G
G
CCCATATCTG

G
TAAAG

G
CTTTCTTG

CACTTTTAT
A/G

5
89137795

0.691
5090734317

TG
G
TG
CTATTG

ATTTTTCTG
AATTATG

CTTTG
ATATTAACATAACCATTCTACCTTTATTT[A/G

]AATAATG
CTCAAATG

CTAAG
ATAG

CTTATAAG
TTG

AAATTTTCCATCATG
G
AG
AG
ATATTA

A/G
5

90734317
0.652

5095772373
G
AAACTG

TAAATAAAACACATG
G
CG
TTG

ACCATCTTTTATTCATAATTTAAG
ATTATTTTA[A/G

]TTTCTTG
TG
TG
TTCTATATTTTCAAAG

CATTG
CTTTTG

CATTG
G
TTCCTATTCTG

TTTTCT
A/G

5
95772373

0.562
5097348972

G
TG
G
G
G
G
TAAAATCACCG

AATAG
G
TAG

AATTTTAATG
ATTAACACAAAG

TG
G
TG
CAG

AG
TG
[A/G

]CAG
G
G
AG
ATTAAG

G
CTCATATTTG

G
G
TG
CATG

AATG
ATTCAG

AG
TTATACATCACTTG

G
G
C

A/G
5

97348972
0.935

5099195367
CAG

G
TCTCTG

CG
ACTTTCTAG

AG
TTTCCCCCTG

TCCCCTAACTCCCACTG
CTACATATTTC[A/G

]TTCATTCTTCTG
G
CCCTATTG

G
TG
TCCCTCCAG

TCTTTTCCCATACATAATCCTG
CCCTTC

A/G
5

99195367
0.651

5106168007
TTTTAAAG

G
G
G
G
CAAAAG

AAG
ACG

ACTTTAG
G
CACCTACACAACTTCAACAATTCACG

TG
C[A/G

]CAG
AACG

TTTTG
AG
CAG

CTCCCACACACAG
CAG

AAAACCCACG
ACTCG

G
ACTCG

CAG
G
CCC

A/G
5

106168007
0.954

5107857072
G
TG
G
CCTTG

TAACCAG
ACAG

CATG
TAG

TTG
AG
AG
CAATG

G
TATTAG

CTG
TAACTCAG

AAAT[T/C]TTG
G
CAAAAAG

CTCAG
TG
TAG

G
CATCTG

G
CAAATG

CCTCTCTCTTCTTCTTCTTTG
TG
AG
A

T/C
5

107857072
0.974

5109413667
CCCTATATATCCTTACAAAG

G
AATAG

G
TCAG

G
TTG

TG
G
TTTCTG

G
CTTCTTCAG

TG
G
CTG

[T/C]AACAG
TTTTTG

G
AATCAG

TG
TTCTAACCTTTG

G
AATACCCCTCCTATG

TG
G
ATTTCCAC

T/C
5

109413667
0.986



5111029312
G
ATTAG

G
G
G
CCTCCAACTTG

G
TTTCTG

G
CAATAG

TACAG
ATCATG

ATCCTG
ATCTAAAG

C[A/C]G
G
ACCACAG

ATCTAG
ACAAAG

CCCTCAG
ATG

CTG
CCTG

G
ACCACAG

ACATCAACATG
G
C

A/C
5

111029312
0.988

5114178292
TCAAG

G
TTTTTG

TG
ACTAG

G
TCAATG

TCCAG
ATTTCTCTTTG

CTTACCCTG
CAG

AG
TACC[T/C]TCCTG

TACCAG
AG
AATATAG

TG
TAG

G
AG
TG
AAG

G
ATCCATG

TAG
ATACCAG

TTG
ACTTC

T/C
5

114178292
0.942

5115760857
ACTTG

TTTAAG
AAG

AG
TG
CTTCATTCATTTTTCAAAG

AAACACTAG
G
G
CATATG

TTTATTA[C/G
]G
TCCAG

ATACAG
AG
TG
AG
ATTG

G
G
G
G
AATG

TG
TCCCG

AG
TTATAAAG

TG
ATG

TTACTTAG
C

C/G
5

115760857
0.965

5117431202
TAG

TG
AG
CTAACAG

G
AATG

AATACCTTCATG
TAG

TTG
ACTG

CACAG
ACATCAG

TTAAATCT[T/C]TTG
TTTTTG

CTG
TATCTTTCTTG

G
TCATCTG

TG
ATCAATATTAG

ATATTTTAATCTTAAG
T

T/C
5

117431202
0.912

5118962726
CAG

TG
G
G
ACTAAG

AATTAAATATAAG
ATACTAAAG

G
TAG

TATG
AG
AAAAATCAG

TG
CTTTG

[T/C]G
TG
AG
ACCACATTAAG

TAG
AATG

G
TTCAG

AG
ACTAAG

ATAG
G
ATCCTCG

G
AACCCTG

TG
CT

T/C
5

118962726
0.838

5122070525
AG
CCG

G
G
AATAAAG

G
TG
TG
AATCACCACAG

ACTAG
CAATACAG

TG
TAG

TTTATG
AAACTT[T/C]G

AACTTTCTAG
AG
TTCAAATAATG

G
G
AAACAATCATG

G
AATTG

TG
G
TTCAAATG

G
TTAG

T/C
5

122070525
0.739

5123700718
TTCTG

TTTTG
TCTG

TG
TG
G
ATCTTTG

TTAG
CATCAATCTCCTCTG

G
CTCTCTTG

TCAG
TC[T/C]CCTCTTCTACATAG

TTTTCTG
AG
CACCCAG

AG
G
AAG

AG
TTTG

ATG
AAG

AAATTCCATTT
T/C

5
123700718

0.971
5127022967

CCAAG
ATATATCAAG

CTG
AAG

AG
ATTACTATG

G
AG
ACAATG

AAATCAAAG
CTATG

G
TCAG

[A/G
]G
G
ACCACATG

G
G
TTAG

AAG
AG
AAG

ACCTTG
AAG

TAAG
AATG

G
G
G
G
AAG

G
G
ATCTCTCAT

A/G
5

127022967
0.95

5130181490
G
G
CCCTG

G
AG
CACCG

ATTTCCCTACCCTAACAATTAG
AAG

ATG
TTTAAG

G
CAG

TTTG
G
TTT[A/G

]TAG
AAATCTTAACG

TG
G
ACG

G
TACCCACTG

AATAACTACAATG
AATCTAATAG

AAAATATC
A/G

5
130181490

0.922
5132074162

G
G
G
G
AG
CATACAG

CG
TTG

CCTCCCG
CCCCCACCCCCTCCAAACCTTTCAACTTTTG

G
TAT[A/G

]CTTAAG
CATCTAAACATATTTG

TTCACTTAAAACAAACTG
AATTCTG

AG
TCAAATAG

G
C

A/G
5

132074162
0.911

5136722385
AAATACAG

TAAG
G
G
AAG

TG
AATATAG

TAAAAG
ACCAG

TTACTAG
G
CAAAG

G
ACAG

CACTCT[A/G
]ATG

TATG
AG
AACAG

ATTCAACTTG
ATTATCTCACTATAG

G
ACAAAG

TCACTTAG
TG
G
CTTT

A/G
5

136722385
0.907

5138298219
G
ACCTG

TTTCCCCTG
AG
AATTCATTCTG

ATTG
G
AAAAAACCAG

AAACTCTAG
TCCCTG

TC[A/T]CCCAG
AG
ACAACTTTTCACCATG

G
AG
TG
TCTCCCTCG

AG
CCTCTCTTCAAG

ACCTACTG
A/T

5
138298219

0.969
5141430321

CCTG
G
G
CTCAG

CACG
TAG

TCCAG
G
TG
TG
G
CTCTCTG

TG
TTAACCACCG

TTTACTG
TAAG

A[T/C]G
CTTCTCTG

CTG
AG
TTG

AG
CACTG

ACCTG
AG
TCCCAG

CAAAG
TG
CATAG

AACTAATTTC
T/C

5
141430321

0.889
5142998347

ACCCACAACACG
CAAACCG

TTATTG
CCCTG

G
TCCAG

ACTTCCAACACTG
ATG

TCCTAG
AC[T/C]G

AG
TCCCCTCCTCAG

TG
AG
G
CTG

CAG
TCTAG

G
G
TTG

G
CTG

G
TTTTATG

TG
CTTACTCCA

T/C
5

142998347
0.971

5147654034
TG
G
CAG

CAG
TTG

CCCTG
CAAG

AAATAAAAAG
CAACCACACAG

G
AG
ATG

AG
CCAG

AG
AG
TC[T/C]G

AG
G
CTG

ACAG
G
G
AACACG

TG
ACG

G
AG
ACAG

AG
TTCTG

AAAG
AAAAG

TAG
CCAAG

CG
TG

T/C
5

147654034
0.903

5150773470
G
CCG

ACCAG
G
G
CAG

AAAG
TG
TG
CAG

G
G
ACCCACACAG

TACAG
AATG

G
AG
CG
TAG

G
TCTG

TC[C/G
]TTAG

G
AG
TG
ATTTTG

CACCCCTAAACCG
AG
AG
G
ACCTCG

G
G
G
TG
CG
AG
TG
CTG

CAG
CG
CTC

C/G
5

150773470
0.879

5154056634
TCCCTCTCTTCATCTCTTG

TAG
CCCAG

G
CTG

G
CCTCAATTTTG

CTACATAG
CTG

AG
AACTT[T/C]AACCTTCTG

ATCCTAG
ATG

ATCAG
AG
G
ATCATG

TG
TG
CCACCATCATACCTTTCTTTCTTT

T/C
5

154056634
0.748

5155616304
CAG

G
ACCCAAATAG

TG
G
AAG

G
AG
AG
ACCAACTTCAG

TAAAG
TTAACCTCTG

ACCTCCAAA[A/C]ATG
CTCCAAG

G
CATACCTG

CATG
G
CTG

TG
TACG

CG
CACG

TG
TG
TG
CG
TG
ACACAATG

G
T

A/C
5

155616304
0.885

5157190339
TCCG

TCCACCAAATTACAG
TCCAG

TTCAAAG
CAAAATTTCTG

TTTG
CAAAG

CAAAG
AACAG

[A/T]G
CTG

TG
TCAACAG

G
G
G
CTG

G
G
ATTCG

G
TTACAG

G
CTCATCTCAG

G
AATG

CAG
ACCCCTG

CA
A/T

5
157190339

0.837
5160400750

CAACAAAAACCAAAAAAAAAAAAAAAAAAACAACCCTCTAG
CTTTAG

TTTCTG
ACACTG

G
C[T/G

]G
CG
TAAAATAAG

AATTCTCTAAACCTTTACTTG
AAACCTTCCTG

AG
TG
CTCCAAAATACAC

T/G
5

160400750
0.86

5163432237
AG
TCTAACTG

G
AAAAAAATG

TG
G
AAACATTTAG

TTAG
AACAG

TAG
AG
CAAG

G
TATTAAAG

A[T/C]CCCTTTAACG
G
G
TTAACTCTG

AG
G
G
G
AATATG

CAAATAATTAG
G
TCTTTAAACATG

CTTTT
T/C

5
163432237

0.626
5165261734

TATCTCTG
AATTATTTAAACTACAG

G
TCCCCATAACTCTTCCCCTAG

ATTG
ATG

TCAG
TTC[A/C]TACTAACCTAACATCCTG

TCTCATCCG
CCCCAG

AACCTACTCTATACATG
G
AAG

CTTCCCC
A/C

5
165261734

0.921
5167650243

G
TTG

CCTCCCCG
TCCTG

TTTTCAG
AG
AG
AACCCAG

G
TAG

G
AG
G
CTG

TTACCATG
G
TTTAC[T/G

]AG
G
G
AG
CCAATCAG

G
ATAAG

CAG
ATTTTG

TG
CAG

TG
G
AATTCTTACTCAAACAG

G
G
AAT

T/G
5

167650243
0.91

5169200076
CTTG

CTCTG
G
G
G
G
AG
G
G
CCCG

AG
TCCCAG

TG
CTCACACCCACAG

AG
CAG

CCCACG
ATTG

TC[A/G
]CAAG

CCCAG
CTCCAG

AG
G
ACTTG

G
CAG

G
CATG

TG
G
G
ACACATAG

G
TG
AG
TG
TAAACAG

AAC
A/G

5
169200076

0.674
5171011819

CCCTTCACAG
ACATG

CCCACAG
G
CCG

G
TCAACTCTG

ACG
G
TCCTTCCTCG

G
G
ACTCTTCTC[A/G

]G
ATAATTCTG

G
G
TTG

AG
TCATATTG

ACAATTAAAG
ATAACTG

TCCCAAG
CCTCTTCCTG

G
C

A/G
5

171011819
0.985

5172536318
CAAG

CG
CTG

G
G
ATTTTG

TTG
TTTTTTTAATACTTAATTTTATTTTG

AAG
TG
TTG

AAG
G
ACC[T/C]TAG

AG
ACTTTTG

CCAACCTTACACCCACCG
CCTAAG

G
TTAAG

ATTAAG
CCG

AG
TACCAG

CT
T/C

5
172536318

0.727
6000013290

TTTCAG
G
G
TCAAG

TATG
G
AG
TATTTTCATAACTCTG

AAG
CACAAACTG

G
G
AAG

TCTTAAT[A/C]AAAAAACAG
CACAATACATCATTCAACTG

CTTAG
TCTATG

TG
CTCTG

TTCTTCACTG
TC

A/C
6

13290
0.936

6001561442
TTCTTATG

G
TACTTCCCTG

ATCTAG
CACATTCTCTTTCTCTG

AG
G
G
ACTACG

TCTAAG
TCC[T/C]TACCCG

AAG
CCCAG

G
G
TCCTG

CCTTCATCTG
AACTG

AG
CCTG

CAG
TG
TG
CTG

CTCTG
CTCA

T/C
6

1561442
0.95

6008158299
AG
G
G
AG
AG
G
TG
G
G
TG
TTATCACCCACAG

ACCAG
AG
AAG

ATG
CATATTG

CCCCCTATG
G
TT[A/G

]TCCATTACTATAATAATCATCAAAAACTACTG
ATAACTCAG

AACACG
TG
CACTG

ATTCA
A/G

6
8158299

0.853
6009743133

TAATTAACTTCAG
G
ATG

G
ACTCTCAG

ACCCTG
G
G
G
TAG

CCTAATG
G
G
CCAG

G
G
CACTTTTC[T/G

]G
TTG

G
AG
TG
AATAACTTATCTTG

G
G
CTTCTTG

TATCATTG
G
TG
TCATTG

G
TG
TCTTTCCTA

T/G
6

9743133
0.993

6011372152
CACCTTCATTTTCATCTTTCTG

TCTCTTATTCTG
ATCTG

CAATTTCTTG
TATCTTCAG

TTC[T/C]AG
TG
TTTCCTCTAG

G
CCACG

TTG
CCAAG

TCTTAG
G
TTTCTCTTTCTG

TTG
TTCATG

CTG
CT

T/C
6

11372152
0.538

6012883623
ACACTG

G
AG
G
ACACTG

G
TAG

G
G
AG
G
AG
AG
TG
TG
G
ATTTG

AG
CCAAG

AG
AG
G
G
CACAG

G
AC[A/C]G

TG
AG
CAG

TG
ATCCCTTTCAATCATATCATG

TG
G
G
AG
G
AG
TTCTTTTCCTACATCTAG

C
A/C

6
12883623

0.829
6014629683

TTCCCTCTG
AATCACTTG

G
G
CAAAAG

G
CACAG

TCCCCTACCCCTCTACATAAAAG
TAACC[A/G

]G
TG
CCTTTAG

AG
CTCTTAAAAG

G
G
AAG

G
AATCCG

G
CTTTATTTTATTG

G
ACCAAACTTG

A/G
6

14629683
0.921

6016421220
CATTTCTAAAAAACCAACATCCTG

TTAACATCAG
CTG

ACCACACG
CATATAG

TG
TCCTTG

[T/G
]CCTG

TG
TTAATG

TTTCACAATCCCCCCTCCCTCTG
TTACG

CATG
TTATG

TTATAAATTC
T/G

6
16421220

0.706
6018033419

ACCCTCTG
CCTCTCAG

TG
TTTTCTACCATCACTTCTG

CAATG
TTCCTTG

G
G
TCTCATTG

G
[T/C]G

G
TG
AG
G
AG
ATTAATG

TAG
G
TG
TCCTG

TTG
G
G
G
CTG

AG
TACCCATG

TCACG
TTTG

G
G
TT

T/C
6

18033419
0.953

6021142260
TG
CCAG

G
ACTG

CCACTATG
TAG

G
ACTACAG

TTG
CTTCTTCAACTG

TTTAAG
CCTCTTCATC[A/G

]G
TCAG

G
CTTTCCG

TCG
TCAG

CACCACTG
CCATCTG

TTG
TTCCTG

CTCACTG
CTATTCCTG

A
A/G

6
21142260

0.925
6025496450

G
G
G
G
CCAG

G
CAG

AG
TCTG

TG
TG
G
TATAACCAG

G
CTG

CAG
G
AG
G
G
AG
TG
G
ATG

G
AAG

CCTC[A/G
]G
G
G
CAG

TG
CTG

G
G
TTTCAG

TG
CTG

AG
G
CAG

G
G
G
CCCTG

G
TTG

G
G
G
AG
CCCAG

TG
CCTG

G
A/G

6
25496450

0.645
6032978412

G
TG
CTCTTTAG

CACTTG
TG
TAG

TG
TG
CAG

ACAATTTTTG
TTTTAATG

ATTTTG
CTTTG

TAG
[A/G

]CCTTCAG
CTACTCTG

TAG
G
TAG

ACTG
CCTCTG

G
G
CATAG

AAAAG
AATAAAAAAG

AG
CACAG

A/G
6

32978412
0.878

6036190841
G
G
G
CCAG

G
TACAAAATTACTG

TTTATCATTATTTCTTG
TTCCACTTTG

AG
ACCCG

TTG
CC[A/G

]G
G
G
AAACACCTG

TTAG
AG
AAG

CCTG
CCCTG

TACCCTCTCTG
CTTCTCACAG

AG
TTTG

TG
A/G

6
36190841

0.718
6037905008

TATAAAATCCTTACTTTATCTTG
G
ATTG

CAACATAG
TTCTG

CAATCATATG
TG
TG
TTCTG

T[T/C]TG
TG
G
CTACTATG

G
AG
AAG

G
G
CACCTG

AAAG
ACACCAACATACTTCTAAG

AACCG
TAAAG

A
T/C

6
37905008

0.878
6039447989

TCAG
CTACTCG

G
CTTCCTTACTATG

AG
CTACAG

G
TG
G
G
CTG

CAACACCCTCCAG
G
CTG

TA[A/T]CATG
G
G
CTCTG

G
G
AATCCACATTCCATCCTCG

CATTTAG
CAG

G
G
CAAG

TG
TTTTACATG

A/T
6

39447989
0.656

6041140217
TTTATTAG

CAATTCCCCAG
G
AG
G
AG
G
AG
AAAG

CG
G
TAG

AAAAG
TTCTCATAACATAAACC[A/G

]TACAATTATTG
AAG

G
ATTCCTTTACCTG

TCTG
AAG

ACAG
TG
ATAAAATTG

CATTATG
AA

A/G
6

41140217
0.811

6044507052
TTG

AAG
G
G
AG
AACAAG

AG
G
G
AG
AAAG

G
ATG

AAG
AG
ACCTG

AG
TCACCAG

G
CTAAG

CAACTC[T/C]CCACTTCTG
TTCCCTTCTCTCAG

G
AG
TCAAG

G
CTTCTCACTATTTCTG

G
G
TTG

CATTTG
G
A

T/C
6

44507052
0.924

6046019027
AAG

CCTACAAAAAAAAATCTCAG
ACCAAAACCCCAACTG

CG
AATG

AG
CCATATCTG

AAG
G
G
[A/G

]AAACTCACAAAG
AAAATACAAAATG

TG
AAG

AATCACAAG
G
G
G
ACATG

TTTTAG
G
TCATTTT

A/G
6

46019027
0.973

6049571373
TTCCAG

G
TCTG

TG
ACAAAG

G
AG
CTTCAG

AG
CCAATTCAG

AAATATTTTTG
G
G
G
ACCAG

TTA[A/T]TTCACCTTAACCCAAACTG
TAG

ATCATG
AG
TG
AG
G
AAG

CTCTTG
G
ATTTAG

G
TAG

ACTG
G
T

A/T
6

49571373
0.915

6051304734
TG
CCTTTTACTCTTG

AAATATTTAACATTTAG
TCAATG

AAG
TTG

CTTCTCCTAAG
TTTAA[T/C]ATTG

ATATTG
TG
AAAATAAATG

CAG
TTCAG

ATTTCTTATTTCTTAAG
ATTCATTCTTCC

T/C
6

51304734
0.83

6052974072
TTCTATATACCACTAG

TG
TTTTTAG

G
G
G
AG
AG
G
TTTTTAAATCCATCCAATTCATAATAG

[T/C]CACACATACG
AAG

G
CCCAG

AACG
AG
G
AATG

AAG
TCAAATATG

TAAG
G
G
G
AG
G
ACTTCTG

T/C
6

52974072
0.98

6054555767
AATTG

AACTTG
G
TG
TATTTTG

AG
TG
G
G
G
G
AAG

CAAAG
G
TG
G
G
G
G
TG
G
AACTG

G
AAG

G
AAT[A/G

]G
G
AAG

TCAG
TG
AG
ATCATG

G
TG
CATTAG

AAG
ATTCCTAAATAATTAATAAAAATATTAT

A/G
6

54555767
0.857



6060907377
TAG

CAACCAG
AG
CTATATATG

TG
ACAG

TCACG
CTG

AG
CAAG

TG
AATAACAACTG

TTTTCAG
[A/G

]G
G
TG
ACTAG

TTG
TAATTG

ATTCTG
TAAAACTCCAAACCCCATG

CATTCTTTTCTCAATACA
A/G

6
60907377

0.789
6064062891

ACCACAG
TAATCTTAG

G
TTCTATTAG

CTATG
CTTTCAG

TG
ATAAATG

TTG
G
AAG

AAATTC[A/C]G
G
G
TCCAAATG

AAACTG
G
TAACTATTAG

ATTTG
TAAG

G
TTCACTTTTCTATTG

TCCAG
T

A/C
6

64062891
0.885

6067096063
TCTTAG

G
TTAATATG

TCTG
CATG

TTTCACATG
G
ATG

TG
G
AG
ATTG

TTTG
AAG

TG
ATATTT[A/G

]TTAATTCTTG
G
CTG

TTTTTACAACTTATTTACTTCAACTTTTG
G
ATACTACTTG

G
TCAC

A/G
6

67096063
0.738

6068704582
G
AAG

TTTG
G
ACAG

G
TACTATG

TTATTG
ATTCTCTACCTG

TTTAAATTTTAAAAG
TTG

ATG
A[A/G

]ATATTAG
CATCACATAG

CAAG
ATAG

ATCTG
ATTG

TG
TG
TG
G
G
G
G
G
G
CAG

G
G
TACATG

G
TG
T

A/G
6

68704582
0.666

6070332650
ATCAG

CCCTTTCCTG
TATATCG

G
CTG

AATG
TTAG

TCCATATG
AATTTTG

ACTCAG
TG
TTTC[T/C]AAATAG

TCACATAAG
ATTATAG

TAG
G
AAG

AG
ACAG

TG
AG
G
TTTTTTTTCATAATTTTCAG

A
T/C

6
70332650

0.638
6073669372

CTTCATTTG
ATG

TTTTG
AACAAAAAG

G
AAAG

AAG
TATAG

CG
TG
AG
G
G
CTG

ACATTTCACAT[A/C]ATG
G
ATG

TTG
TTTAACAAG

TTTTCACAAG
CTG

G
CCCTG

ACTG
TCAG

AAATG
AAATG

AAACT
A/C

6
73669372

0.899
6076890237

G
AAAAAAG

TCTG
TCATAG

CATG
TCCACG

ATCATTATTG
ATCTTCAG

TG
TTACACACATAC[A/G

]TACTTCTAG
G
TAG

TG
G
G
CAG

TG
G
G
CAG

G
AG
ATCTG

TCTG
CATCAACG

G
AACTACAAG

CA
A/G

6
76890237

0.627
6078607389

CAG
TG
G
ATATTTG

G
G
TCTG

TTG
AAATTACCCAG

G
AG
CAG

AAAAG
G
AAAG

G
TCAAATATAAT[A/C]TATCATACATAACAATATTCTCG

AATATG
TTTCAG

TG
AG
G
ATATTTTTCTCTG

TCG
TCACC

A/C
6

78607389
0.755

6080367921
TTAG

AG
TTG

TTG
G
CTTTG

TTCTG
AG
G
CAG

TCAG
CTAG

CTACTAACTG
AACCTG

ATTTAG
C[T/C]G

CCATTCTG
TCTCCCCATG

TG
G
CTCTCACTG

CCTG
CTTCTG

G
TTCCATCCATCTTCTTC

T/C
6

80367921
0.789

6085254123
TTAAAACATATAATCATATG

AAAATATAATTCATAG
TACTTAAAAG

TCAG
AG
G
TG
ATATTT[T/C]CTTTCAATG

G
G
TACG

CAG
CTAACTTTCAACACACAAACACACACACACACACACACACACA

T/C
6

85254123
0.853

6086850472
AATTCTAAATAATCTG

TTTTTG
ACACACATTG

TTCTTTAG
TCCCACTCTG

CG
ATG

ACTG
G
[C/G

]TAATTTTCTCCCCTCCCCCATAG
CTCACTTG

G
ATG

AAG
TG
G
CACAG

AAAACTATTTCAG
C/G

6
86850472

0.698
6088424825

CATCTTG
G
ATAG

TATTTTTAAG
TCTCCG

AAACAAG
ATTG

G
CTCTCTTCTAAG

G
CTCACTAC[A/T]TTAAACTTTATTTTATCCTTTAAATTCAG

ACCAAACCTCATTTTTCTTTTG
TTTACACTAT

A/T
6

88424825
0.773

6091698875
CATG

CTG
CG
G
TG
ATTTAACAG

AG
ATG

AG
G
CAAATCAAG

G
CG
TTAAG

TTACCACTAAAATA[A/G
]TTTAAAATAATACCCG

TAG
TATCCAG

TTCACTG
AATAAAATTAAAAG

G
ATAG

AAACTTG
A/G

6
91698875

0.796
6093557664

G
G
AG
G
CATCAAG

TCTG
G
G
ACCTCTG

CAG
G
G
G
CCCATG

CCCCACCCCCACCCCCTG
TTTAG

[A/C]TTG
AG
TCG

G
AG
ACG

AG
G
G
TACTCAG

G
CTCG

AAG
ATG

G
G
AG
CTG

G
TTCATCTTAG

CTG
G
G

A/C
6

93557664
0.668

6095106508
TTAATCTATTTCTAACCTTAACTG

TTTG
CCCTTG

AACAAATG
G
TG
G
TAAAATG

TG
CTTTT[A/T]ACCTTAAAATCCCAG

CAATTATCTTTG
CTTCATCATACCCATG

TTATG
TCAAG

AAATG
G

A/T
6

95106508
0.903

6096659693
CACATTTAACATTCTCTTCTAAAACCACTTG

AACCAG
G
TCCCCAG

AG
G
TCAAATG

ACACTC[A/C]G
CACCATG

G
TCTTCCATG

TTCCTG
CTAG

AATG
G
CCTATTAAG

CTCTAATTAAAG
G
ATTCAA

A/C
6

96659693
0.789

6099761123
CTCG

G
G
G
AG
AAG

G
G
CAG

G
CAG

CCCCAG
TTATG

TG
CCAG

CAAAG
TG
CTATAG

CACCACAG
C[T/C]TAACCCCCG

G
CACCACAAG

AAG
TTG

CG
CCG

G
G
G
G
CTCAAAG

G
TAG

TG
TG
TAG

TG
CTTAT

T/C
6

99761123
0.766

6101338779
TCAG

ATG
CTCCTAAG

AG
CAACCTG

ACTG
AAG

ACTACATG
G
CAAG

G
AATTTCTAG

AAAACTT[T/C]CCTTAG
CCTG

TAATTCAAAG
ACG

AG
TG
TTG

TAATTAG
ACCCACTCATCTTG

TG
TG
AG
G
TG
A

T/C
6

101338779
0.905

6102864807
CCATTAACCATCTACAACCACATTTAAG

TCAAG
ATG

AAATAATATG
TAAAAATG

TACTG
C[T/C]G

AG
G
CTCG

CTCACCACG
TG
TCAAACACCTG

ATG
G
CG
TAAG

G
G
CTG

G
TG
G
CCCCTTCATT

T/C
6

102864807
0.785

6107754298
CAAG

CACG
TCATCATG

CTCTTTG
TTCCTG

TG
ACCCTCTG

CATG
G
TCG

TTG
TG
G
TG
G
CCAC[T/C]ATCAAG

TCAG
TCAG

CTTCTACACCCG
G
AAG

G
ATG

G
G
CAG

CTG
TATG

TATAAG
TG
TTTCA

T/C
6

107754298
0.951

6109613591
TAG

AAAG
TTTCATCCAAAG

G
AG
AG
AAAG

TG
G
G
AG
AAG

G
ATG

AATCG
G
G
AAG

TG
G
AG
G
CG
G
A[T/G

]ACAG
G
G
G
CTG

G
TG
TCAAG

CAG
G
G
AAAAAG

ATG
AAAAG

TG
CTAAG

CAG
AACAAATG

ATCATA
T/G

6
109613591

0.625
6114412200

TAG
CTTAG

G
TG
G
G
CTCAACTCAG

ATTTG
AATAATG

TTCTCTG
TTCAAATTTAAAG

TCTTAG
[T/C]TG

ATCATCTCTG
AAAG

AG
CATAACCTTTTG

G
CTATATG

G
CACCCTG

G
AAG

ACCAG
ACTCCT

T/C
6

114412200
0.842

6115919556
CTG

AATCTACTTAAAATTTTACCCATG
G
G
ATG

CG
CACATCATTG

CACATATTAG
CTTCTC[T/G

]ATCCAG
CCATTTAAAAG

CCTG
TATG

TTTCTCCCTTTATTCCTG
TTATTAG

TACTG
TTG

A
T/G

6
115919556

0.957
6120589080

TCAAAAG
TATACG

CG
AATG

G
G
TCCATG

G
CTCCTG

G
TATTTG

TAG
CAG

AG
AATTG

CCTTAT[T/C]TAG
CATCAATAG

G
AG
G
G
G
AG
G
G
CTTG

TTG
CTCCAG

CG
AAG

G
AG
G
ATG

CTAG
AG
AG
AG
G
A

T/C
6

120589080
0.679

6126772459
TG
G
AAACCTG

TTCTTACTG
CTTTTACACG

AG
AAG

CCACACACG
TG
TCTG

CTG
TAAG

TTAAC[A/G
]G
CACTG

TG
ACCTTAAG

ATTCCACAG
G
G
CTG

G
G
G
G
G
TG
G
CAATG

TCAG
AG
ACCCAACTCCTC

A/G
6

126772459
0.823

6130237987
TG
AG
AAACTG

G
AATCAG

CTTCTCTTTCCTTCTCTG
ACACAG

CATAG
CAG

TTCTTTTTG
CCC[A/G

]TCTAACTCTATTCATG
ACACTG

ATCTATG
TG
CTTAATAACTCACCTCCCTCATTG

TG
ACTT

A/G
6

130237987
0.932

6131878479
G
G
ACTG

AAAACTTTAATTG
CATTAAAACTAAG

CATTTCAG
AG
TG
G
G
G
AG
AG
G
G
TG
CTG

G
AG
[T/G

]G
ATTCTCAACCTTCCTAG

TACCATG
ACTCTTTAATACAG

TTCCTCCTG
TTATAG

TG
ACCCC

T/G
6

131878479
0.553

6133578383
CCTG

AAG
TCACTTAG

AG
CAG

G
TATG

AAG
TTCCCATAG

CATTG
TG
G
TAG

ACTG
AG
G
CTG

TCC[A/G
]G
G
TTG

G
G
CACTATACCAATTAAAG

G
AACTAG

TAG
G
G
AACACTG

TG
AATG

G
TCCTG

G
TACAG

A/G
6

133578383
0.879

6136673954
G
TACTAG

CG
CTG

ATCCAG
G
G
G
G
TCAG

ATCTACTG
CCG

AG
CACTAG

CCACACAG
AATG

TTT[T/C]G
G
CCTG

G
G
G
TAAG

AG
G
TTTCCTTTTCTTTTCAAACAG

CCATCTG
TG
G
TAG

TATATCCTT
T/C

6
136673954

0.914
6138214721

ACCAG
CAG

G
G
TAAAAAAAAAG

G
CTAAACAAAG

CATTATG
AG
ATAATAAATCTCCCCAAATA[A/T]CCCTG

G
G
ACACG

G
G
G
TCTG

CCCTTAAG
TG
TG
CCTTG

AATATTCAG
TG
AG
AATCCTTTG

CAG
A/T

6
138214721

0.931
6141283496

AATG
ATG

ACAATG
AAAG

ATG
TCTTCAACACTG

TG
TAAAAG

G
ATG

G
CATTG

TCTG
G
CAATAA[A/G

]AG
G
AG
AG
G
CTCTTG

CACCTG
TG
ATG

CCTTG
ATTCTCTACTG

TAG
G
G
G
AATG

CCAG
G
ATG

G
T

A/G
6

141283496
0.74

6142802595
AG
TCCCCTG

CTG
G
CTCAG

CCCCAG
CAAACAAAG

CATTAG
G
CAG

CAG
CTAAAG

G
G
AG
CAG

AG
[A/C]CTACAACTG

G
G
G
CAG

TAG
AAG

CTG
TTCCCACTCCCTG

CCTG
AG
TTCTCTCCCCTTG

CCCTA
A/C

6
142802595

0.656
6144550712

CCTAG
G
G
ATATTTTG

G
ATTTTTTTTTAG

CG
CAATTTG

AATTTTTCCTG
AG
TTCTTTCTTG

G
[T/C]AAATTCATTATTACTATATAG

G
AAAG

TTACTG
G
G
ATTTG

TATATTAATTTTG
AAATCTG

CT
T/C

6
144550712

0.614
6146192021

AACTG
CTG

AG
CCATCTCTCACATTTTTAAACATATTCTTACTG

TG
CAG

CCCAG
ATTG

ACTT[C/G
]G
G
ACTTCTAACCCTCCAAAATG

ATTG
CTTTCAACAG

G
TG
TTTTTATCCTTTAAAAATG

TCA
C/G

6
146192021

0.956
7001590648

CAG
AAATG

ACAG
CTG

AG
TTTG

AG
G
AACCTAAG

ACATCTTG
CAG

CCTG
G
ATCAATTCCAAAG

[T/C]AG
TATAG

CACACAG
CCAATAACCCAG

AATCTG
TTAG

ACATG
G
TG
ACACACTCTCACAG

G
AG

T/C
7

1590648
0.984

7003226327
CACTG

TG
CTTCTG

G
G
AATTTTCCACCTG

G
TG
G
ACTTG

G
TG
TG
TG
AACCTCAG

TAAATCTT[T/C]G
G
CAATATTG

TAG
CACAAATTACTCAAG

TCTCTATTTTCTTG
TTATATCCCCCAAG

TCT
T/C

7
3226327

0.812
7004873961

TTG
G
G
TTAATACCTATG

AATG
G
G
TCTTG

TG
CTAG

TTTTAATTTTAG
CTG

TTTAG
AAAG

G
TC[T/C]TTATTG

ATTCTG
G
TAATAAATG

TAACATG
TTG

TACTCTCACCAG
G
AG
CAAATAAAG

TTTTC
T/C

7
4873961

0.543
7008005145

AG
TTTCTACCCTCTCTG

AAAAG
AAG

G
AG
ATAG

G
G
AATG

AAG
G
G
AAG

G
ACTG

TG
TG
AG
ACA[A/G

]AG
G
CCAG

G
AAG

G
G
TG
CAG

TG
AACAG

G
ATG

G
TCG

CTTG
ATTTTTG

ACAAAG
G
AG
TAAAAA

A/G
7

8005145
0.667

7009511628
ACG

G
AAG

TTTG
CAAAG

G
CTTTACTG

CATTG
ACTG

CATTTATAG
G
G
CTTCTCTTCCG

TATT[C/G
]ATTCTTTCATATG

TCTG
AAG

AAAACTCTTATG
TG
CAAAG

G
TACATTG

CTTCTTG
CCATG

C/G
7

9511628
0.754

7012670072
G
G
TAG

G
G
AAG

G
AATAATTG

G
AATCCTCTAG

G
G
ACAG

CAG
TCACAAATG

CATCCTAACTCC[A/T]TCAATATTCCTAATACTAG
ACAAG

G
AG
TG
TCACCTCAG

CTG
CTCAAG

G
CTG

CTTTCCAA
A/T

7
12670072

0.887
7024166242

CAAAG
ACCAATG

G
G
CTTCACAG

AAG
G
TAACAG

G
G
CAG

CAACATTAAG
AG
TAG

ATTTAG
AAG

[A/G
]TG

TTG
AG
CCATAAG

TACTG
G
AG
G
G
AAG

G
G
CACG

CTAG
CAG

TAG
G
AG
G
CTTG

G
AAG

TG
CCCA

A/G
7

24166242
0.915

7031949612
TATTATTCTTCCTCCTCTTCCCTTTTTCCTTG

TTG
G
CTTATTTTCTG

TCG
TTTTCTCTG

T[T/C]AG
G
CAAG

CACTG
TATG

TTCAAATG
TAAG

TG
TAAAAAG

G
G
CAG

TTACTTG
CCAG

TTCTAG
T/C

7
31949612

0.956
7033543143

TCCACTAAG
CTTCCCTCTTCCCAG

ATG
ATCCTAG

TTTG
G
G
TCAAG

TCG
ACAAAACCCTAA[C/G

]CAG
CACAAACG

TCATTAG
CCATCAG

AAAAG
TTTCAAATTAAAACCG

TTCTG
AG
ATCCCA

C/G
7

33543143
0.815

7035148996
AAATACTTAATTATCTG

CTTCTAATACAAAATATAATCCCAACTCATAAAATTAACTTCA[A/T]G
CCTACAAATATTTACAG

TG
TG
ATTG

AAG
CATG

CATG
ATTG

G
ATATCAAG

TCACAG
CAA

A/T
7

35148996
0.786

7038377962
CTCAG

TCTCTATAATG
TTATTTTTG

AG
CTTCTTTAG

CAG
CTG

G
ATTAAG

TTAG
G
CTTCTAC[A/G

]CG
TCCTTTCTTTTCTTTTTTCTCATTTTACAG

TATCAG
AATG

AG
TTATG

CAAAATCTTATC
A/G

7
38377962

0.669
7043152083

G
TTG

AG
TTTTG

TG
CAG

G
G
TG
ACAAG

TACTACTCTATTTTCTTTCTACTATACG
CAG

ATATC[C/G
]AG
TTTG

ACCAG
CAG

TACTTTTCTTATTTATG
TTTG

TTTTAG
CTATCCTG

G
ATTTTG

TG
TG
C

C/G
7

43152083
0.705

7044716533
ACAG

CG
CACAACTACATATTATTATTAG

AAACTATTATTCTTACTTTTG
TTCACATACAT[A/G

]CATG
AACTATG

G
CAAG

TTCAAG
TG
AAATG

AG
AAG

TG
G
G
AAATG

AATTTAATCCTG
CCTG

A/G
7

44716533
0.854

7046228404
ACTTG

TCCAAAG
TTG

TTTTATCTAAATTAATCAG
TG
ATG

TAAAAATTAAACCAAATG
AAT[A/G

]G
TG
CTTTTG

AG
TTTG

G
G
G
ATCTG

TG
G
ACTATCTAG

G
TAG

TAG
ACTCAG

G
AAG

G
CAG

CTC
A/G

7
46228404

0.974



7047763375
CTTATTG

AG
CTTG

CCTTTAATTG
AAACTTTAACAATCTG

TCTAAACATATG
TATTTTCAT[A/G

]TTTAG
AATCAG

TG
G
CTATTAACATACACATAATATTAAG

G
CTTAAG

CATCTTATATG
G
T

A/G
7

47763375
0.659

7050867822
G
G
AAAG

ACAG
AACATTTCCTTG

TG
G
ATATTTCTTTAAATG

G
CTACTG

TTCTG
TTTTTTTTT[A/T]AAAATAG

ATTCCAG
TG
G
AAATTTCTCTTATTTG

AAG
TTTTCTCAG

CTCAG
AG
G
ACTTCCTA

A/T
7

50867822
0.816

7052808733
ACATG

CAACTG
CCAACTG

AAACACAAG
G
TCTCAATTTG

TTCAATAG
G
CCTTCTCATG

AAG
T[A/C]AG

G
CTTCAG

CTACG
G
ATTAACTCCATAAG

CCTG
TG
TAG

CTTCAACTCATTG
TATTATTATT

A/C
7

52808733
0.917

7054565301
TTTG

TCTG
CG
G
TG
TCCACAG

ATG
G
G
ATAAATG

G
CAG

TG
CTG

AG
ACAAG

CAG
G
G
ATAG

CTA[A/C]CTCCAAG
G
G
ACACTAAAACTAATG

CAG
ATG

G
CTAAG

G
G
AAACATAG

ATTG
TCTTG

AAAA
A/C

7
54565301

0.967
7061140277

TTACTCAG
AACACATAACTCCAG

G
G
TTATG

TTTG
TTCTCTTG

CAG
CCAATCACAG

CACAG
T[T/C]CAAAAG

ACCTTG
ATCTCTAAG

AACATTG
ATCATCG

TG
ATATCCCAG

TAG
CTAAAACAATAC

T/C
7

61140277
0.988

7064576568
ACTCAG

ATTCTCTCCTTAG
CTTCCTAG

CCTCTAAAAATTG
ACTTTG

AAAATTG
AAG

CAAAA[A/C]G
TTCAG

ATG
TG
G
G
TG
TTATATCAG

AG
G
G
TTCTG

ATG
CG
TCTCAG

TTCTG
ATTG

G
CTG

TCTA
A/C

7
64576568

0.787
7066130885

AG
TAATAG

TAATAG
TTTTTTATTATCTAG

TAATAAAACCCTG
CCTAG

TG
CATG

G
CCTCTG

[T/C]G
CTG

ATCCAG
TTACCTCATCTTG

G
G
AG
ATCTCCCACACCAAATACTCAAG

AG
TTCTG

G
A

T/C
7

66130885
0.965

7067766886
CTG

G
TTG

G
TG
AG
G
TTTAG

ATTG
CAG

G
G
G
TAAG

G
G
G
AATG

TCCTG
AG
AAG

G
G
TG
TG
CATAG

G
[T/C]CAG

CAG
G
AATTTCCTTG

CCCG
TCTCAG

CCCTTCTAG
CCACTG

AG
G
TG
G
G
AATAACTG

CTG
T

T/C
7

67766886
0.837

7075273694
TG
CAG

TTAAAG
G
ACTCAG

CAG
CCTG

TATTTTATG
AACAAAATG

G
AG
G
AG
ATTTCAG

TTTG
C[T/C]CTG

AG
G
G
TTACAG

ACAG
AAG

AACTACTG
CTTACTCTCTG

TTCTG
TTG

TTG
CAAAG

AG
ATG

T
T/C

7
75273694

0.955
7078441808

TAG
AATTCTATG

TG
AAG

TG
AATATG

G
TAG

ATTCCAATACTAG
AAAATCATCG

ACCAATCAC[A/G
]G
AATCCCAAG

TACAG
ACAAACATTAATG

ATG
TG
CCAACAG

ATATG
CAAAATAAG

TG
ATACA

A/G
7

78441808
0.83

7086661510
TCCTTAAATAAATAAG

ACTAG
TAATAG

AATATCTAACAAG
AG
CCCTCATACAG

ATATTTT[T/C]TTCAG
G
AAG

TG
TAACTTATCTTTATAG

CTG
AAATTAG

ATG
AAACCCACTG

ATCAAATTT
T/C

7
86661510

0.621
7088227484

G
TG
TACTTACAATG

TAATAG
ACTTG

AAAG
AG
AG
G
TATATCTG

TG
CTTG

G
ATCCAAATCTTA[A/G

]ATATG
ATG

TTG
ATCAG

AAAAATG
ACTG

TAG
CATCAAG

TAACAAACCTTATAG
TTCAAG

AG
A

A/G
7

88227484
0.912

7091402105
CCACTG

AAG
TG
CCAAAATG

G
G
G
AATTTTG

G
TAAG

AG
ATG

AAATG
TAG

TATCTG
G
TG
G
TTG

[A/G
]TAATTG

ATAAG
G
AAACTAG

AATAG
AG
TACATTCAATTAG

ACAG
TG
ACAAATG

TCTCTAA
A/G

7
91402105

0.728
7092964847

CTATG
CCAG

CAATG
CTATAG

G
AATCG

AACCCAG
G
G
CATTTTG

CATG
CCAG

G
AAAG

CACTCT[T/G
]CCACTAAG

CTAATCCCCATCCCTTCCATG
TATG

CCTCCCAAATAG
AAATATAAG

ATACAAA
T/G

7
92964847

0.904
7095066786

G
CCAG

AAG
CTTTG

TAAACTG
CCTAG

G
G
TTTG

G
CCCTAATTTG

AG
TTTTCCTG

ATTTCTCCA[A/G
]TTTG

TATTATTTCTTTG
ATTCCATG

CACCTTCTG
TG
TTTCCAG

TATG
G
ACTATG

TTTTG
AA

A/G
7

95066786
0.9

7101196778
ATG

G
AAAG

CAG
CACCTTCCTTTTTTG

TCCTTAAAAG
TTCAACCTAAAG

CTACTTCCATTT[T/C]CAG
TAG

G
CCTTG

CCCTTG
AACTCCAACCACCAG

AG
AACTG

AAATCTCTG
CAATTCCCAA

T/C
7

101196778
0.993

7102913634
CACG

TAAG
TAATG

TATATG
TTTG

ACATG
CAG

G
ATAACTG

ATATATG
ACACCCCCAAAG

G
A[A/G

]TAG
CAAACCACAG

G
TTTCCTTAG

ATCTATCCAATCAAG
AG
TTAG

ATTAAG
AAG

G
ACAG

G
A/G

7
102913634

0.844
7104438040

TG
AAG

AAAG
ACTTTCTTCCAAG

CTTACTTG
TG
G
ACTCTG

G
G
G
G
TTG

AG
AG
G
ATCTCATTCC[T/C]G

TCTCTG
AAG

G
AG
CAAG

G
ACATCTTTAATATTTAG

TTATCTG
G
AAG

CTAAAG
CTATCCCAG

T/C
7

104438040
0.875

7105956466
G
CATG

G
CACAG

ACATG
G
AG
ATAG

AAAG
G
CCAG

CTCTCACG
CACCCTG

CAACTG
TG
G
G
CTTC[C/G

]G
TCTTCATAG

CCCTCACG
CACCCTG

CAACTG
TG
G
G
CTTCCG

TCTTCATTCCCTTCCTG
CTA

C/G
7

105956466
0.66

7107555394
G
AAAACAATG

CAG
G
ATATTG

G
CTATG

ATATTG
ATTG

CCCTG
CACAACTTG

ATG
G
TAAG

G
AA[A/G

]TATTACAG
AAG

ATATATTTATATATATCATCAAACATG
G
AG
AAATTTG

G
CTG

G
TG
TCCAAC

A/G
7

107555394
0.534

7110711496
ACAACTG

CACAAATG
AACTCATAG

CAG
CTG

TG
TTTG

CTTG
CACAATTTCTATCATG

G
AG
C[A/G

]G
G
G
AAG

G
CTTTATG

AATCCCCAACCCCACCCCACACCCCAG
CCAG

G
AG
CTACTG

TCAAT
A/G

7
110711496

0.954
7115986732

CG
TG
TG
TG
TG
TG
TG
TG
TG
TG
CATG

G
AG
ATG

AG
TG
AG
TTAG

TATG
TG
TG
TG
CACACACATG

[T/C]G
ATATAAG

CTAG
AG
G
CTG

CCATCAG
CCACCTTCCTTCACCACTCTCTATTTTG

CTG
TTT

T/C
7

115986732
0.805

7117925849
ACTG

CAG
G
TTAG

CCAACTCCAAG
TCCCACCCTACTCAATCTG

CTG
CTG

TCTTCTCTAG
AG
G
[A/G

]AAAAG
TACACTTCAG

G
CACTAAAACTATATG

G
CCTTTAG

TAG
TTTATCCTACTTCTG

ACG
A

A/G
7

117925849
0.942

7119813204
CCCCTATG

ATTCCTTACATAG
G
CCATTTG

G
CCATG

TG
TCATCTTG

G
CCTCTTG

G
TCCACT[T/C]CTCTCTTG

G
TTCTCTTG

CCTG
TCTTCG

TTAAG
G
TTTTACTG

ACACG
ACCCAG

G
CAACTC

T/C
7

119813204
0.866

7121418726
AACCG

G
CTTTTG

TATAG
G
G
G
CCATCTCTG

TG
G
G
G
ATG

CTG
G
G
G
AG
ACAG

G
G
AG
G
CTG

G
AG
A[A/C]AAG

G
TG
CTG

CCACTG
AG
G
ACTG

CTTCAAAG
CTG

TAG
ACTG

ATG
CAAG

G
AAG

AAG
G
TG
TTG

C
A/C

7
121418726

0.708
7124933938

G
CTTCG

G
G
AG
CTG

TCCAG
G
G
TAG

ATG
CG
TACCAG

CAG
G
AAG

TCTG
CG
AAAG

AG
CATAG

TC[C/G
]G
TTCTG

G
AG
G
CTTG

AG
TG
G
ATCTCTACAG

CAG
CTG

AAG
G
G
G
CAG

G
CAG

G
ACCTG

G
AG
G
A

C/G
7

124933938
0.947

7128013636
AG
TG
AG
G
TATTCATTTCTTTCATCTTG

TCTTTG
AAG

CCTG
AG
ATTCTTTCTTCCG

TG
TCTT[T/G

]TACTCTCTTG
G
TG
AG
AACCACCTG

AAG
TTTCTG

TTTG
ACTTCCTAAATTTTCTCTTCCAG

T
T/G

7
128013636

0.775
7131041216

G
AAG

CATTTTTTTG
TTATG

AAACATTTTTCCG
TAAAAATAATTTTTATG

G
TTCAAAACTC[T/C]AATTTTAATTTG

TCATAAAG
G
AAATTATG

TG
ATCTAATG

ACTATATTTATTATACTTAC
T/C

7
131041216

0.522
7132553862

CACAG
TCACCAAAACAG

CG
TG
CAG

CTCTG
CTCTTG

CACCATG
G
CTACTG

AG
ACCTTAAAC[T/G

]TG
G
G
CTG

G
G
CTCTG

TACCAAACCCCAG
G
ATG

G
ATG

TCAG
G
G
G
G
CACCTG

G
CTCTTG

CTT
T/G

7
132553862

0.924
7134076525

TCTG
AAATCACCTCTG

CTCG
TTTAG

AATAG
ATTTG

ATAG
CACAG

G
AAACTTG

TACATG
AAG

[T/C]TTG
TATG

AAATCTG
G
G
AG
CG
G
AG
CACCTCACCG

TTTTTCTTTTTTG
TTG

TTG
ATG

TTTCTA
T/C

7
134076525

0.945
7135617602

ACAAAG
TTCCAACTACTG

ATG
G
TTTTCTG

TG
TCG

G
TAAG

CACG
G
TCACCAG

TG
AAG

G
CCA[T/G

]TG
TG
CCAG

G
G
CCCCTTACG

G
G
TCTCAAG

G
ATCCTCTCCCCCAG

AG
TTCAG

AACAACTCC
T/G

7
135617602

0.609
7138802842

CATG
AACACTG

AG
CAG

G
AATG

G
AG
TG
CTTTCCATCTTTATCTATAG

ATACTTACACAG
ATC[A/G

]G
CCCTCATATACAG

ACTCATG
TG
TACATG

G
TAATTTTAAG

G
TTATG

CTG
TG
TG
CTG

TG
TCT

A/G
7

138802842
0.587

7140344560
TCAACCCCACCTCTTTCTCTTTTCCCCAG

CTACTTTATTCACCAATCACAATCAACTG
G
G
[T/G

]CACTCAG
TG
TCTTATG

AG
CAG

ACTCACTCG
TCTTTG

TG
G
CAAACAG

CCTTG
G
G
G
G
CCCA

T/G
7

140344560
0.5

8000035169
TG
TTTTG

TTTG
TTTG

TTTG
TTTG

ATTG
TTTTCTG

G
TTCATAATG

TCTG
TAAG

CTCCAG
TA[T/C]G

CCTCTATTTG
G
TTTTTCTTTG

TATAG
CCTG

ACTATTG
ATG

AG
AG
TG
G
G
TTATTG

AAG
T

T/C
8

35169
0.658

8001536108
TCTAAAAAAAACTG

CAAG
G
ACAAAG

ATG
G
G
TG
AG
AG
ACTAAG

G
G
AAAG

ACAG
TCCAATG

A[T/C]TG
G
CCCAACG

TG
G
G
ATCTATCTCG

TG
G
G
G
CATG

TACTG
AG
G
CCTG

ACACTAATACTG
G
T

T/C
8

1536108
0.637

8004634330
TG
TCG

G
G
CTCATG

TG
ACTATG

G
TG
AAG

TG
ACTTG

ATAG
CCTACAG

AAAAAG
G
ACTCTTCTT[T/G

]CCTAAG
G
G
G
TTG

G
G
G
G
G
AG
G
CTCTATCATG

ATTG
G
CTG

G
CTATTTG

CCTG
CTTTCAG

G
CTA

T/G
8

4634330
0.94

8006157839
ATACACAACG

TG
G
G
ATAG

TCAACAG
TTTAG

CTCTG
CCAAAACAG

AG
TAG

AG
AAG

TCCTTAA[C/G
]AG

TTTCTTCTTCATTTCAAG
G
TTTG

TCAG
ATG

G
TTCTG

G
AG
TG
G
AAAACTAAAG

ACAG
ATG

C/G
8

6157839
0.698

8007676104
TCTATTCATACAG

AG
G
ATCACG

TCCTATTCATACAG
AG
G
ATCACATCCTATCCATACAG

A[T/G
]G
ATCACATCCTATTCATACAG

AG
G
ATCACATTCTACTCATACAG

AG
G
ATCACATTCTAT

T/G
8

7676104
0.672

8009250989
TAG

AG
TATAAG

TG
TTCTTAACTCTAG

G
ACTTG

TTG
G
TG
TG
TCAG

CTCCATG
CG
AG
CAG

TCC[A/G
]G
G
G
TACG

G
AG
G
TTTAG

ATTG
ACCAG

CTG
CTCTTG

CTACAACAACTG
ACTTCAAATG

TAATT
A/G

8
9250989

0.921
8010819817

G
G
G
G
G
CAG

CCG
G
TCAG

CCTCTCATAAG
TATTTG

TTTTTTTCCAG
TACAAACAACCTCAACG

[A/C]G
G
CCAAATG

AG
G
G
CTTTACAG

CCCCCAATCTCCATG
AAAG

TTCTCAAAAACAAACTCAAAT
A/C

8
10819817

0.97
8012459253

CAG
TCTTG

TG
G
ACTG

AACATCTACTG
ACAACTCCTG

G
ATTCTTG

G
ACTTTG

CATTG
G
ACAG

[T/C]CATTG
TTATG

G
TACCCCAG

CCCCTTAG
TTCTG

TTCCG
TTAG

AG
AACCCTAG

TACATATAAT
T/C

8
12459253

0.753
8019389163

TCTTCAG
G
AATATG

AG
ACCCACAG

G
TCTCCTTG

AG
G
AACTATAAG

CTATAG
CTG

G
TTAAAT[A/G

]TTG
CTAG

AAAAAAG
G
AAG

TCATATTTTTG
AG
TG
ATATAATCACTAG

CAAATTG
CCCTTTCA

A/G
8

19389163
0.652

8021044500
G
ACACACATCTG

TTG
TCCCAG

G
AATG

G
CAAG

ATG
G
G
AG
G
TG
G
AG
ACAG

G
TG
G
AG
TCACAG

A[A/G
]G
CTTCG

G
G
CCACCCAATCTG

ACCTACTTG
G
CAAAATTTCAG

G
CCTG

TG
AG
AAG

CTCTATCT
A/G

8
21044500

0.809
8024523304

TG
CCAG

TCTACTCTACCG
TG
CTTG

ACCTTAACAG
TCATCCTTCCTTCACAG

AATAAG
TTG

T[T/C]CCCTCCTTCTG
TG
G
CCCTCCCCTACCCCCAG

CTCAG
TAG

AG
AG
CTCCAG

ATTCATCTG
CCC

T/C
8

24523304
0.95

8029283497
CAAAATG

AAG
ACCATG

AAATG
TCAAG

TCAAAAG
G
AAG

CCAG
AG
CCCG

TCCCAAG
TG
G
CCTC[A/G

]TG
G
G
TTTATATCTCCCG

TTACACAG
ATG

G
TATG

CAG
G
TAAAAAG

TG
TCCTAG

ACAG
G
ATTG

A/G
8

29283497
0.907

8030788581
G
TG
TG
TG
TG
TG
TG
TG
TG
TG
TG
TG
TATTTG

TG
TATG

ATTTTTCAG
ATCTCTG

TTAATTAACT[A/G
]ATCAG

ATTAG
AAAAACACCATG

G
TAG

ATTACTG
G
AG
TG
G
TTTAAAG

G
AG
AAATACCCACCA

A/G
8

30788581
0.744

8032321266
G
CAAG

G
AG
TTG

CTG
AAG

ATTG
G
CAG

TTACG
G
G
AAAG

G
AG
AAG

AAATCTG
G
G
CG
G
G
ACACCG

[A/C]G
G
ACCATCCAG

CATTCTG
TG
ACTCTG

AG
CG
G
G
G
CAACTAG

G
ACTTG

G
ATTCCTTACTTG

G
C

A/C
8

32321266
0.758

8038009549
AAATATG

TTTG
G
TAACTG

TCAG
AG
AG
ACAG

AAAG
G
ATG

AG
G
G
CTCTAG

AAG
G
CAG

CCAAC[A/G
]TG

TTATCATAATCATG
CACATTACCTACAG

G
TAG

G
AG
G
CAG

ACTAAG
AAAG

AG
G
ATTTG

A/G
8

38009549
0.992



8039630834
CCACAG

CCCATCTACCTAACTATAATATACACTACATAG
AG
G
TG
G
TG
G
G
ATATACATTAA[A/G

]AATG
TG
CTAACATTTTG

TATTAAG
AATTTTAG

TTCCAAG
TTTG

TAATG
G
AG
TG
G
TG
TG
A

A/G
8

39630834
0.639

8041550093
CATG

TG
ATATG

CTAAG
CAG

TCCTAG
TATTTCTG

TG
G
AG
CCCATG

TTG
AAAG

AAG
CCAG

TT[C/G
]CTTG

CAATAG
CATTG

ACATCTTACATTG
CCATTTATTTCTATAATTTTTTG

ATAATG
AA

C/G
8

41550093
0.883

8049983558
CCTCTTATCCCACAG

G
TCTG

CCAAAAACCCTTCCCTCTAG
AATG

AAG
G
CAG

CCACTTTAAT[A/T]TCATTTCTCCTG
TTCTTCCTTTAAAG

TG
G
ATCTG

AG
CATG

AG
TTCCATAG

ACCATG
G
CTAC

A/T
8

49983558
0.913

8051530223
G
G
TCCTCAG

G
TCTTCTTTG

CATTTAG
CATATG

AG
TTCCCTCCTTCCCTTG

G
CTG

AG
AAG

AG
[T/C]TG

AG
AG
G
G
ATG

TG
ACCTAG

AG
ATG

TAACATCACATAATG
G
CCAG

G
TG
TCTG

CG
CCCATG

AA
T/C

8
51530223

0.883
8054887505

TTG
AAATCTCAG

CACG
CCATAG

G
CTAG

AACAG
G
AG
AG
TCAG

G
AG
CTCAAATCACTCTCAG

[A/G
]CACTACTG

TG
TTTG

ATG
TCATCCAG

AG
CTACATG

AAG
CCCTG

TCCAACAG
G
ACTTTTTC

A/G
8

54887505
0.928

8059837778
CAG

G
AAAACATAACATTCAG

TCAG
TACTAAAAAG

ACAAG
G
CG
TAG

G
TATTG

TCTATG
TG
AC[T/C]G

CTG
TACTTACCTAAG

TTG
CTG

TATG
TTG

CG
CTG

CACG
G
ACTCACG

TCTG
TAG

G
ATCCG

AA
T/C

8
59837778

0.871
8064417055

ATTATATG
AG
CACATAATATTAAATCTG

G
G
G
CACAATTATG

AAG
ATTTG

ATTTCAAATG
T[A/G

]CTG
AG
CCTCTAG

CTAG
ACTACTG

CAACCCAG
CAG

G
ATTTCCCACTG

G
G
G
CCACATG

ATC
A/G

8
64417055

0.792
8066103802

ACTCAAG
G
ACCCACCAG

TTACCTCAG
TTTCTCAACAAG

ACTCAAAG
G
ATTG

G
TTCAG

CG
TG
[T/C]G

CCACCAG
CTG

CACCTATG
TCAG

CCCG
CAG

AG
G
TCAG

AG
TAG

G
ACAG

TG
ACCCCCTG

CCTC
T/C

8
66103802

0.777
8067960675

ATG
CCTG

TCTG
G
ATG

CTG
CCATG

CTCTCACCG
TG
ATG

AAAAG
ATG

CTG
TAAG

CCAACCCCG
[A/G

]TTAAATG
TTCTTACAAG

AG
TTG

TCTG
AG
G
TG
G
G
AG
TG
TTG

G
AG
AG
G
TG
G
CTCAG

CTG
TTAA

A/G
8

67960675
0.957

8072132143
CCAATCTAG

AG
CCAG

TCCG
G
TG
G
AG
G
CATTTTCTAAATTG

AG
CTTCCCTCTTCCCAAG

TG
A[T/C]TCTCCACCATG

TCAAG
CTG

TCATAAAATG
AG
CCATCAG

G
CCAACATACG

G
AG
AAG

ACCG
TT

T/C
8

72132143
0.542

8073971857
CCTCCATG

TTTCTTCATCG
G
TTCCTG

CCCCCAG
G
TTCCTG

CCATG
ACTCCTTTG

ATG
ATG

G
[A/G

]CTG
CAG

TG
TG
G
AACTG

TAAG
G
TG
AAATG

AACCCTTTTTCCTCCACATTCCTTTTG
G
CCATG

A/G
8

73971857
0.755

8075515604
G
TG
TG
TG
TG
TG
TG
CG
CG
CG
CG
CG
CATG

CACG
CG
CACG

CTTG
CATACTTG

TG
CACATATG

TG
[T/C]ACACG

TG
CTCATG

TCCAAG
CACATACCTG

G
TATAG

AAG
ATTCACAG

AG
AATG

TCACTG
TG
C

T/C
8

75515604
0.972

8077062114
CTTG

G
ACTTTAAG

TCCTG
AATTTCATCCTCCTACAATCAATG

ATATTATCAATTATG
TG
AA[A/T]AATG

TACAAG
ATCTG

CTAATAG
AATG

CACAG
CAG

AAAACAAG
AG
TCTCAG

ATG
CTCTCTG

A
A/T

8
77062114

0.716
8080228166

G
G
G
G
AG
ATG

AG
CCCTACTAG

G
TCTCAG

ATTTTCTAG
AG
TCAG

AG
G
ACTG

G
CCTG

G
CCACTG

[A/G
]AG
AG
TATCTG

TG
AAG

ACACTTTCCG
G
G
CACTCCCTCG

G
G
AG
CCTCACCCACCATG

CTCAG
G

A/G
8

80228166
0.946

8081834042
TAAAAAATG

ACCTTATCTATG
ATAAG

AACACATACCATG
ATTG

TTG
G
ACATAAACAAATCA[A/T]G

ATTCAG
TTG

AACTG
G
AAG

G
TCTCTTTCTG

G
TG
CTATG

AAG
G
CTG

CTG
G
AG
AAG

AAATG
TC

A/T
8

81834042
0.91

8083476331
TCTATG

G
G
CACTTTACACACATG

ATACACAG
ATATACATATG

G
G
AG
AAG

G
CCCATG

CATG
T[T/C]AAG

TAAAAATAAG
TATTG

G
G
G
G
AAAAAAG

AAAAACTCTCATCTCAG
TG
TCTG

ACAAG
TG
CT

T/C
8

83476331
0.961

8085387993
AAG

G
CAACTG

G
TAG

TTCTACAG
G
AATCAG

AACAACCAG
CATG

G
CAG

G
ATACCCATAATG

G
C[A/G

]CCAAAG
CG
G
CG
TTAATACCTTG

G
TG
G
TAACCAACAG

TTCTCTAACCG
G
ACTCAAAG

G
CTG

C
A/G

8
85387993

0.819
8086960225

CTG
CTATG

AG
G
TCTAAAACATCTTTAG

CCATCTAAAG
ATG

TTCAAAG
AAAACTG

TTG
AG
G
T[A/T]ACG

G
AAATTAG

AAAG
TCTCCAATTTATATG

G
TAAATAG

TTAAAACTG
AATCTG

AG
CTTTCC

A/T
8

86960225
0.852

8088545231
CACCCAAAATTTATATTAAAACTG

CAG
CAG

G
G
TTACAG

TCTCTAAG
CCAAATCAG

AG
ACA[T/C]ACCCACACCAAAG

TG
TG
TG
G
AAAAAG

G
CTTTCAAAG

TCAAAAAAAG
CATTTACTCCACT

T/C
8

88545231
0.899

8091656605
TTTTTAAACTG

ATTAG
G
G
G
AAAAG

CATCTACATAAATG
G
CAATG

CTACAACTACTCTG
AAA[A/T]ATTCAG

AG
CTCCCCAG

ACATCAG
TG
AG
G
G
G
TCAG

TG
TAAG

CAAAG
ACAG

G
CAAAG

AACAG
A

A/T
8

91656605
0.979

8096468057
G
AATTTCTTATAAAAACAATAG

ATG
ATG

TTG
TG
TG
G
ATG

G
AG
CAG

AAG
TG
G
G
CAAAAG

AA[A/G
]AATAG

G
G
G
AAG

TG
G
AACG

AATATG
ATTAG

AATACATTG
TATAAAAG

TCTCAAAAAACTA
A/G

8
96468057

0.948
8101253044

G
AACTCACAG

CTTTACCAG
G
TTG

G
TTCATTATACTTTG

CTTCTCTTTCTG
AATATACTTA[T/C]TG

TATTG
TATATTCTACTAG

TG
G
CTG

TATATTAG
CAATAATG

G
CACTG

AAAATG
AATCG

T/C
8

101253044
0.505

8104337188
G
TCCCCCG

TCCCCACATCTG
CTCCACCATTTG

TTTTTAG
TATTCTCG

AAAG
CCATTTTG

TT[T/C]G
TG
TG
AG
ATAAAATCTTAAAG

TG
G
TTTTAATCTG

CATTTCTTTAATG
G
CTAAG

G
TTG

CCG
A

T/C
8

104337188
0.704

8109079791
AG
TCCTTTTTTTAG

CCAG
ATCACCTACAG

ATCG
CCTCACAG

AATG
TAG

TTATG
TG
G
G
AG
C[T/C]CTCG

G
CCCATG

G
TTG

ATCCACTCCCACTG
TTCCTCAG

CTTCACTACTTTG
G
CTCCTTCT

T/C
8

109079791
0.951

8110621346
CAAATTACCTTTAG

AAG
CTTAAAAACTCTTCATATG

TCTTAG
ATCACG

CAG
TAG

TAG
AAT[A/G

]TG
TG
CCG

TTTTACCTAG
G
G
AG
G
CTG

AG
CG
CATACCAG

CAACACTG
G
AAACCTTATTG

G
G

A/G
8

110621346
0.987

8112131352
TTCTTCCAAAG

CAG
G
CACACTG

TTATCCTG
TTTCTG

TAATG
TG
CACAATATG

G
G
CCTG

G
A[T/C]G

CATATG
G
ATG

AG
CACTCTG

TG
CCTTTG

CTG
CAG

TG
CTCTG

ACTG
CAG

AG
ATG

TG
ACAG

T/C
8

112131352
0.932

8113672002
CACCACACTTG

G
CTACTTTG

G
TAATTTCTTAAAATG

TTAAACATACATTTACCG
TATG

G
CC[A/T]G

G
CAACCCTG

CCCCTAAG
TATCTACATCTACACAAG

AAAAAATTAAAG
CAATG

TCCACATC
A/T

8
113672002

1
8116787492

TG
G
ATTTTCTAG

TTTCTG
CAAAG

TG
TATG

CTG
ATTG

G
CG
TCATG

ACG
CCTTAG

G
G
AAG

TT[T/G
]CG

G
G
CTG

G
CTTTG

TG
TG
TG
TG
G
TATG

TG
AG
G
G
ACCACCG

G
ATG

ACATTG
CTTCATG

G
TG

T/G
8

116787492
0.786

8118338566
G
ACACACG

AG
CAG

CAAG
TG
TG
CAG

TAAG
ATACTG

CTG
AAG

AG
CACTCG

ATTCTTCCAG
AC[A/G

]TTCCACTACCAACCTG
TTTCAACCCCACTTAG

TCAACCCAACTCAG
G
CTG

CACAACCG
C

A/G
8

118338566
0.882

8120093696
TG
G
ACCACAAG

CAACTTATATAG
ATTG

AAAAATACCAACCTG
AAAAG

TTG
TG
ACG

TACAG
C[A/G

]CCCATTTACATAAAATTCCTG
TAATAAATTATAG

TG
G
TG
AAG

G
G
TCACAG

AG
ATACTG

ATC
A/G

8
120093696

0.904
8121605051

CACTCCACTACTTATG
TCTG

G
CTCAG

TTCCCACAAG
CAG

G
CAG

AACCCCAAG
ATCAAAAC[T/C]ACAG

AG
G
AG
TTCACG

TG
ACCTG

TG
CACCTACAACTTACCACG

G
G
ACTCCAAATAG

TTCT
T/C

8
121605051

0.869
8123189500

ATTTAG
AAG

TTTCTATAG
AACACTTTG

TAATG
TTG

AG
ACTG

G
TCCCTCAAG

G
AAG

G
CATG

[A/G
]TG

G
G
AG
G
ACCCTG

AG
G
CAG

G
TAG

TCACAG
G
TG
TCCACAG

TATCCTAG
G
CTCTTAG

G
ATG

A/G
8

123189500
0.625

8124822775
G
G
ACCCCCTG

CCATG
AG
CTATCG

AG
AG
CCCCCAG

CCAG
G
TG
G
G
TTTAATCTG

CAG
CCCTC[C/G

]CCTG
TACACTCTTCCTACATAAAG

CTTCCAG
AAG

CAG
CCCTG

G
AG
G
AG
AG
TTCAG

CCAT
C/G

8
124822775

0.974
8126447368

ACTTTAATG
G
G
AAAG

G
ATG

TCCTTG
TCTAAG

ACCCTAAG
ATG

TAG
TCAG

TCTTACTTTTTC[T/C]CCCTCATTAAAACTATTTCTG
ATTTG

G
G
CTTAATG

G
TTTTTTTATTAAG

ATTTATTTATTT
T/C

8
126447368

0.764
8127969315

AG
CCTTTCATTACTG

CAAAG
CAACCCTAG

AG
TTCG

CTG
G
G
CCACTTG

CAG
ATG

CAG
CTG

AC[T/C]CAG
CACG

G
G
AG
CTG

AG
CTG

TG
G
TCAG

CTTG
CATTCATG

TCAG
G
G
CACTG

CACAG
CCAAACC

T/C
8

127969315
0.738

9000007599
TAATATACAAATTG

ATAG
TACATTTG

CCTAAG
AACTTCTAAG

G
AATATACTTTG

CAATG
TT[A/G

]G
G
TTTAG

CAATTTTG
CAAACAAG

AG
G
AG
AAAG

TTAAAG
TTG

G
AG
TG
TACTG

TTCATCCATC
A/G

9
7599

0.924
9004638687

AAACTCTG
ATAG

CTG
TAAG

AG
TATG

G
G
ATTATATG

TTCTACTCCTCTATTCTG
TCCCACTC[A/G

]TCAG
TG
TG
TCTG

TTTG
TATCAG

TG
CCATG

CTG
TG
TTATG

ATAG
TG
CTG

TG
G
CACG

ACTTG
C

A/G
9

4638687
0.949

9006153383
ACTTCCG

G
AAAG

G
CG
G
TG
TG
CTG

G
TG
AACG

CCG
TCTTCCAG

CTTG
G
CATG

G
CCAACG

G
TAC[A/G

]G
AATG

CTTTACCTCTTTTCTTG
TTCCG

G
TG
ATCTTG

G
CTCTTCTTCCCAG

CG
TCCTCCATC

A/G
9

6153383
0.977

9007696760
CATACATCAG

AACTCG
TAG

AAG
ACTG

TAG
ACCATCTCAATCACCCTCCTTG

TTATACAAA[A/G
]AG

G
AAATCTAG

CCCAG
AAAG

G
AG
TG
ACCTTG

TG
CAG

TTG
AG
AAAG

CTG
AG
AG
G
G
TCCCA

A/G
9

7696760
0.956

9009290725
TAG

ACAG
G
AAAAAAACTG

G
TACTG

AAAG
TG
ACTTG

TCCTCAAACACACAAAG
G
CCCAG

G
G
T[T/C]AAG

CAG
G
AAG

G
G
AAACTG

ATTG
TATACTAATCCTCTTG

TATTCCCTTCCCCCTTTTCCTG
T

T/C
9

9290725
0.872

9010824989
TG
ACCG

G
G
TG
TCTCTG

CCAG
CATCCCTG

ACCTAG
TCTCTG

TACCCTCACCTG
G
AAG

CAG
G
C[A/G

]G
CAG

CATG
ATCCTCTCCG

G
G
TG
ACTTCTG

CTTCACACCTCCAG
TCCCCTG

ACAATG
TCACA

A/G
9

10824989
0.664

9012529501
G
TG
G
G
TG
CAG

G
G
AATTCCAACCCAAG

TCCTCATG
CTTTCAAAG

AAAG
CG
CTCTTAG

CCAC[A/G
]G
AG
CTACCCTCCTG

CCCCAG
AG
G
TATTTCATTTAATAAAAG

TTG
TG
TAG

ACATAG
G
G
AG

A/G
9

12529501
0.716

9014275270
CATTG

AAACAAATATATATTTTAG
TAACCCCTTTTTTTCCATCAG

AG
TG
AATCTAAAATC[T/C]G

AAACTG
CAG

G
TG
G
CTAACG

ATCTG
TTTG

AG
ATTACAACATG

TG
AATAATAACATAATA

T/C
9

14275270
0.989

9018112709
G
AATCATG

G
TTCTTACAG

CTG
G
G
G
AACATCTG

G
AG
G
AAACAAAG

TG
TG
CCCCCAAAG

CTCA[A/G
]G
AAG

TATCAAATG
CTG

AAG
TAG

TCAG
TTG

AAG
G
G
CCTG

TTTTTTG
TTTTG

TCTTG
TTTTG

T
A/G

9
18112709

0.977
9019698843

G
G
TG
CTG

G
G
AATTG

AACCTAG
G
TCTTTG

ACTG
TTCTAAG

TG
CACCATCACCAAG

G
AG
TACT[T/C]CCAG

CCTCTAATG
ATACTG

CCCCTG
ACTTTAG

AG
G
TAG

CAG
AG
AG
G
AACTG

G
AAG

CTATCG
T/C

9
19698843

0.888
9022924893

CCATATAATTAATG
CTTATCG

G
G
G
CG
AATCACTTTTCAAAACG

AAAG
TCTTATCCACCCAC[A/G

]G
TG
ACTACCTG

G
CTCG

AACG
ACCAG

CTCACACAAG
AG
TTAG

TG
AACAAG

ATTG
G
G
TG
G
AG
T

A/G
9

22924893
0.886

9024499905
CAG

TTTTATTACTG
TTTCCCAG

CATAATG
ACACAAG

AAG
TTTCAATAG

CCG
G
TAG

TCATT[A/G
]CCTG

TCAATTTCTAG
TCTCATTCATTG

CATTCG
G
G
G
AG
ACTTCCTG

TCACATAG
ATG

TA
A/G

9
24499905

0.876
9026201841

AAACTG
CCATTTAG

ATG
TAATCTAAAATAAAAG

AATAAAG
AAAAG

ATCAG
AAACACAAAA[T/G

]TACTG
TG
ATTATTG

TG
CTAG

TG
TTCACTCTAACTTAACTTTAG

AG
ATTG

CCTAG
AAACC

T/G
9

26201841
0.763



9028315173
TTACAACAATAG

TTTG
TTCTCTTTG

TTTTTTATATATAAATTAG
TG
TCTTTAACCG

CTAA[C/G
]G
ATCCTG

TAAG
ACAG

CACTTTTTCCTTTATTCTTCTG
AG
AG
CTTATCTCTTAATTG

TCC
C/G

9
28315173

0.876
9035235062

CTTTG
CCG

CTG
G
G
AAG

CTG
TG
TG
ACCCTG

AG
G
CAG

G
TTG

TCTG
ACTTCTCTG

AACCTCG
G
G
[T/C]G

TG
ACATCCG

TAAG
G
CG
TG
TG
CAAATG

TTCAG
CCCCAG

G
TAG

CG
CAG

G
AG
AG
ATG

G
G
CTTC

T/C
9

35235062
0.872

9038814990
G
TCTTTTTTG

CCAG
TG
AG
G
ATG

CATCTG
TCTCTTTG

AG
G
ACTTCCTG

TG
TTCCAAG

CAAG
C[A/G

]CTCTG
CCACTG

AATTACACCCAG
CCTG

AG
TCTTAG

G
TCTG

AG
G
CTG

CTTACCTCAG
CCTCA

A/G
9

38814990
0.842

9041986839
G
G
G
G
AAACTTG

G
G
AAG

ATCTG
G
CTTTG

G
ACCTTG

G
CTG

G
G
AAAG

TG
TTCCTTCAG

TCCTTC[A/G
]G
G
CCTCG

CACTTTG
CAG

ACTG
CTG

G
ATAG

CTAG
AATG

G
CTG

ACTTG
TTCAAG

G
TTCTCTAC

A/G
9

41986839
0.938

9046897982
CACAG

G
G
AAAG

G
TTAACAACCTG

ACCTG
AG
TG
TTTTCG

AAAG
TCTTTG

CATTTTCCTCAG
[A/T]G

TTG
CCCATCTG

AACCCCAACG
TTCATTCCAAACCAAAAAATTG

G
AAG

G
G
CATCG

TTTT
A/T

9
46897982

0.941
9053618889

TTCTAAG
ACAG

CCAG
G
G
CTTCATAACAAAATG

AAAATAATAATCTG
G
AG
G
G
TG
ACAG

AAG
[A/T]AATCACAG

G
ACATCG

ACCTCTCTTCCACAG
G
CCTACAG

TACAAACATG
AG
CACATACG

T
A/T

9
53618889

0.926
9055129164

AAACTATAG
TTTAAATTAG

CTCTCACTCTTCATATG
ATATTTCAG

TCCTCG
G
CTTCG

CCC[A/G
]TG

TTTTCCAACCAACCAG
G
ATTAG

TACCATTTTCATG
CTTATATTG

TAACAG
G
TTTG

G
C

A/G
9

55129164
0.774

9056661667
TCTTTATG

ATG
CAAAG

TCATAATG
CTCAAATG

TCAAAAACCATG
TCAAAACATG

AAG
TTG

A[T/C]CTCATTACACTATG
TTCAATTAAG

ACG
AG
G
TTCTTTTCTTAAAG

G
TTTATTG

TTTTATATG
T/C

9
56661667

0.858
9059744869

G
ACAG

G
TG
G
AAG

ACAG
CATCTCTG

G
ACATTACCCTTTACCACTCTCCAACTTACTG

CCTTG
[A/G

]G
ACG

G
TCTCATTCG

CACG
G
ACCTG

G
AAG

CACG
TTTTTAG

CCAG
ATTG

CCTG
G
CCATCCTG

C
A/G

9
59744869

0.92
9062839938

TTTTTATTTG
G
CTG

CTTG
TTTTTTAACCCTG

ATG
TATG

CCTACG
AACACCTG

G
G
G
ACTCTC[A/T]TTCTTTTG

G
G
G
AG
AAATAAG

CTG
G
CATATATTTTATG

TTCAG
AAG

G
TACTTTTG

CTTAAAT
A/T

9
62839938

0.94
9067629682

ATTTG
TAATG

AG
TTG

TCATTTTG
AACTG

TG
AAATACAG

AACCACTG
TG
G
AG
AG
CTAATG

C[A/G
]CAAAAATAG

CAAG
ATAAAATTACAAG

CAG
G
ACTATG

TCTTAAATCTTTG
AAAAAAACCC

A/G
9

67629682
0.908

9069300117
G
CCAG

TG
TG
ATACTCCTCTTATTTTCAAG

G
ATACAG

ATATCAG
TG
TG
AATCTTCACTTTTC[C/G

]CTCTG
AG
TG
TTTTG

AG
CG
TCTTTG

G
AG
AATTAG

TCG
CG
TG
TG
AG
ATG

CTCACAG
ACATCG

T
C/G

9
69300117

0.944
9070857309

TCCCCTG
AG
TTG

TG
AG
CCATCATAAATG

CCTCCTCCCG
TG
TG
TATTTTAG

TTCTAG
TG
AT[A/G

]TAAAAATAG
TTATCCTCAAG

TTAG
TG
TG
TAG

G
CTG

TG
TCTTCAAG

AAG
TCATTCTACTG

A/G
9

70857309
0.732

9072613889
ATATG

AACACTG
CAAAATG

AATCAAG
ACACAAACTAG

G
TTG

TACCATCCCATTCCCG
CCTC[T/G

]CTG
G
AG
AG
ATG

AAG
AATG

CTAG
TTTCTTAAAAG

AG
AAAAG

TG
TTTTG

AAG
TTG

TAG
AG
AG
C

T/G
9

72613889
0.963

9074172087
TCCCTG

TATTATTTTACAG
AAG

TTTCACACAAG
G
TAG

AG
G
G
TG
G
AG
CTCAG

G
CCTCCACG

T[T/C]ATAAAAATATCTCCCTG
TATTATTTTACAG

AAG
TTTCACACAAG

G
TAG

AG
G
G
TG
G
AG
CTCA

T/C
9

74172087
0.741

9079064675
TG
TCCTACTACTG

ATG
G
CCAG

CCTTG
AG
CTCTCG

G
TTG

ACATTTTATCCCAG
AG
ACCATA[A/G

]G
AG
CACAACCTTTAG

AATCAG
ATCTG

CTG
TTAAG

TG
ACAG

AG
ATG

TCTTTG
G
CAAG

CTA
A/G

9
79064675

0.908
9086630595

ACACTG
ACTTTACAATG

G
AG
G
CCG

AG
G
TG
ACTCCAG

CCCCTCTATACTTAG
AG
CTCTG

G
G
T[C/G

]ACCTTCG
ACTG

AG
AG
TTTG

G
ACTTG

G
CATG

AG
G
G
TCAG

ACCTATTTG
TTATCACTAAG

CTA
C/G

9
86630595

0.94
9090103431

CTG
CATG

TG
AG
CCTAG

CAAATG
CCTTAAAACACACAG

CCACCACCG
CAG

CAAG
G
G
G
CAAG

G
[T/C]G

CTTCCCTCAG
CCTAAG

AG
ATG

CTTG
CACTTCTG

TG
G
CAG

TCATTCTTG
ACCCTG

ACCCCA
T/C

9
90103431

0.811
9091773328

TG
TG
TAAACATTG

TTCCCTAATTG
TTCCTCAATTG

G
TCAATAAAG

CAAG
TTG

ATCAG
ACA[A/G

]TG
ACTG

AACAG
G
AG
AG
CAAATAG

G
G
CTG

G
ACTTTCTCCTAG

ACAG
AG
G
AG
G
G
TG
CAG

G
T

A/G
9

91773328
0.969

9098131050
TCCAATG

TATTCTACAG
ATG

TG
G
TAG

AAATG
AG
CACG

CTTG
TTTTCAG

G
AAACACTTCCTA[A/G

]TCATG
CTAATTTATG

CTTTTCACAG
TCAACG

TTTTG
CTTTACAATTTTG

TCCTG
AACAACA

A/G
9

98131050
0.931

9099767344
TCCTACATATTTCAG

TAAG
TAAACAG

G
G
TG
ATTATAATG

TCCTTCAACCACCG
AG
TCCTT[T/C]CTAATTTTG

ACTTG
TATCCTTG

TCCTG
CTATTG

G
TTTCG

TTATTTTCG
CACATACATG

A
T/C

9
99767344

0.985
9104399314

TCCG
G
G
CTTTTAG

AG
AG
AAAG

AG
CAG

AG
CCAG

ATG
TG
AACAATG

CCCTCCTTCTTAAG
CAG

[A/G
]TTCATG

G
AG
AATCTAAG

TTG
TACCCAG

ATCCCCAG
CTG

TG
AG
G
CG
CACCACG

ACTG
CG
ATG

A/G
9

104399314
0.981

9105972844
TTATCAG

G
CAG

ATCTCTG
TG
G
ATCG

CAG
AACCAACACCAAG

G
AG
AAAG

AAATCAG
TAG

AA[T/C]G
G
G
TTG

TCTTTCCAG
G
AG
ATCTCG

G
G
CATTG

ACTG
CATCTCAG

CCTG
TTTAG

G
AG
G
TCA

T/C
9

105972844
0.968

9107605440
CTATG

AAATAAAAAAG
ATATTTTTATATAAG

AG
ATATTTTTAG

ATTTTCAG
CAG

CAG
AAAG

[A/G
]AAATG

TTTCTATCCCACAAG
G
AAG

G
AAACAG

G
AG
G
G
ACG

TG
ATG

TAG
G
ATCAG

ACCAAAG
C

A/G
9

107605440
0.919

9109154182
AATAATCCAAAAAG

AG
ACATCTG

TTTCCAAG
TG
G
TATATTTTG

ATCTTCAATTCAAAATAC[T/C]TTCCTCATATATACG
G
G
ATTTCAG

AAAACATCATACCAACATAATTG
TG
AG
TTAAACTG

TG
T/C

9
109154182

0.76
9110891808

CCAAAG
G
TCCCAG

G
G
TTCTG

ATCCTAACACCTCAACCTG
TTATG

ATCTG
CATCTATTG

CT[T/C]CTTTCCCCAATATATTCACTTTTAG
G
CTG

TG
CCTCATAATTTTTG

ATG
TATTATG

CTG
C

T/C
9

110891808
0.883

9112476703
TG
AG
AG
AAAG

G
ATG

ACTG
ATTCTTCCCTAAAG

CCATAG
AATG

G
TAAG

AG
CCCAG

G
TG
CAA[A/C]CTG

AAG
CCTG

TG
TATG

ATTTAG
CAAG

AAG
ATCATTTG

TTCCTCTCCACG
G
G
AACAG

G
G
C

A/C
9

112476703
0.971

10000138483
G
ATCTATCAAG

ATATAAG
TCTAATAG

G
CTTCCAG

G
AG
G
CATTCCAG

G
G
AG
ATTCCTTG

G
G
T[T/C]TCAG

AATAACCTG
ACTACATTTTG

ACAAATTTG
TAAG

CCAG
CTG

G
CAG

CCACTTAG
AAACA

T/C
10

138483
0.991

10006775353
CCTCTTCAG

G
TTTCCCAAG

CCAAAATG
G
CCCCAAATCCAAACCTCCCAG

TG
G
G
TTTTG

TG
[C/G

]G
G
TCAAG

G
TG
CTCTG

AACACATG
AG
CATG

G
AATG

G
AG
G
CACAAACCG

G
TAG

TCTCAG
G
C

C/G
10

6775353
0.918

10008363675
AG
G
CTG

ACG
G
G
CCAG

CTTG
G
G
G
CACCG

G
G
AG
CCTG

CTTG
TCCCTG

CCTCCTCAG
CACTG

G
G
[A/G

]TTACAAAAG
CATACCACTATG

TCCCCACTTTCTG
TG
TG
G
ATCCTG

TG
ATCAAG

TTCAAG
CC

A/G
10

8363675
0.783

10009957612
AAG

G
CACCTG

G
G
AG
AACTTTG

TACCATG
CAG

G
G
G
TCTAG

AAG
TCAAACATCACAG

AAAG
A[A/C]TTTG

G
G
G
CTG

G
AAAACCTG

CTAAG
TG
TTG

TG
CTTCCCG

CTCAATTATTAAAG
TTG

ATTT
A/C

10
9957612

0.973
10011516717

G
G
CCTAG

G
ACG

TTTG
TAG

G
CCAAG

G
TTATTG

CTTAG
AAAG

AG
AG
CG
CTCG

TCTCCATG
CAC[A/C]AG

G
CTCTG

G
G
CTCAG

TCTATG
CCTG

TATG
AG
G
ACTTCTTG

G
G
AATCTCTAG

TTAAATCCTA
A/C

10
11516717

0.804
10014700063

G
CAG

TCG
AG
G
G
AG
G
CTTCTG

TG
ACTCCCCCCTCCCCAACTCCCAG

TTTTCCTTAAG
G
CACC[A/G

]G
G
CATCTG

G
G
AG
AAG

G
G
CCTG

ACCCACATTCCTCAATG
CTG

CTG
G
CCCCAG

CAG
CTCACTC

A/G
10

14700063
0.811

10017759555
G
CCCCTTCAAG

G
TG
CTAATG

G
CTTCAAG

ATG
G
G
G
TTACCCCTTCTG

CCTG
ATCCATG

G
CTC[A/G

]CG
G
CCCACTTAATG

TTG
G
G
G
G
G
CAG

G
CCATCTG

CCACAG
CTG

CAG
AG
G
TTCTTTG

CTTCTT
A/G

10
17759555

0.61
10020870209

ATG
AACACACACATG

TG
G
G
AACACATATTACTACCCATACCTTG

AAACAAG
AAAG

AG
AATA[A/C]TACTAAAAAAACATAAATACATTCAAATG

G
G
CTTTTTAAAG

AAAG
AAAG

G
G
G
AAAG

TTCG
G

A/C
10

20870209
0.744

10027170584
CATTTTG

CTTCACTG
AATTATAAAAG

CAATACATTCTTATTAAAAAAAAACAG
TAAG

G
AAG

[A/G
]G
G
CAATCAAAAG

ATAAATG
G
CAG

AAATAG
G
CTG

TAAAG
TG
G
CATCTTCAATCCCATTTCCC

A/G
10

27170584
0.849

10028719102
G
CTG

CAG
TTTTG

G
TG
AAG

CG
ACTG

AAACG
CG
CTCTG

CCTTCCACATTCCTCATAG
CTTACT[A/G

]CAG
AG
CTCCTCCCCAAATCCACAG

TTCACAATG
G
G
AG
ACCAATTTG

TCTCCCTG
G
G
ACCTC

A/G
10

28719102
0.976

10030374109
TAAG

G
CACTTCCAAAG

TTAAAG
G
ACCTTG

CAG
AG
AAG

CAG
G
ATAAAAATG

ACAG
CAG

CAG
[A/G

]AATG
G
G
AG
ATG

G
G
CAG

TTAAG
G
G
CATTTG

CTG
TTCTTG

CAAAG
G
ACCTG

ACCCG
TG
TTA

A/G
10

30374109
0.818

10031907156
AAAAAAAAAG

AG
CTTCAG

TCCAG
TTCTCTATTCAAG

G
ACTTCTAG

TTTTATG
G
AATTTATT[A/T]TTATAAG

G
CAATTCTG

TATACATATATCTTCTAAG
TCAAAG

TTCTCTAAG
TTCAAAG

TG
TG

A/T
10

31907156
0.537

10033524496
TG
TAG

TAG
G
ATCCATACAATTCCCTG

G
AG
TTACAATATTG

G
TACCTACAAAACAAG

G
CAA[A/G

]ATCTATATTACCTCG
G
G
TTCCATCTTG

AATATACATAG
G
G
CACAG

G
G
AAG

G
AATTG

ATT
A/G

10
33524496

0.888
10038246551

G
CTAAG

CCAG
AATAG

AAATAACCAATTAATTTCCCCTTTG
AAAACAATTCCACG

ATG
TTCC[A/G

]TTTTCCG
TG
CCAG

CCTTCCTCTG
G
CACATTTG

TTTTCTG
G
TCTCAG

AG
G
TAAG

CG
TG
CACG

A/G
10

38246551
0.916

10039818446
ATG

TG
G
TAG

AACTG
AG
TTCAACCTG

TCTTG
TCTTTTACCAG

ATTTTTCATTTAAATACAT[A/G
]G
AACACATTATTTTAAG

CATATG
TCG

G
G
CTTTG

G
G
TTG

TTTTG
TCTTATG

ATG
CG
G
G
AG

A/G
10

39818446
0.829

10041439179
TG
TG
AAACCTTTAG

G
AG
G
CAG

G
CTCTAACTCCCCATTTCTCCCTCCG

CCTG
ACTCTCTG

G
[A/G

]G
TTTG

CCCTCATG
G
CTCTTG

CTG
TG
CTG

CACCG
TCCACCCAG

G
TG
G
AATTTG

AACTCTT
A/G

10
41439179

0.662
10044705113

G
TG
TATATATTTTACATAAATCTG

ACTATTTCATTG
G
TTTTCCTTTACAG

G
CACAACAG

TT[A/G
]TATAAG

AATG
TTG

G
TCTG

TTTTTATAATG
TG
ACG

TAG
TTTAATG

ACAATTTTG
AAATAG

G
G

A/G
10

44705113
0.71

10046241978
CCCAG

TG
G
CCACAG

CAG
G
TTG

G
AACTCACTCTCCTTCCTCTCCTCCACTG

TG
G
TCTCTCCT[A/G

]TCTCACACTCAG
CCCTG

TAG
CAG

TCTTCTTG
AAG

G
TACCCCTCCTCTG

ACTACAACTG
TCT

A/G
10

46241978
0.836

10047776989
AG
G
TTCTTATTG

CTCTAAACAG
CCACAAG

TACAG
CG
G
G
CTG

AG
ATTCTAG

G
AG
CAG

TATA[C/G
]TTAG

TTTCCCTTCCTG
TG
G
AATCTG

G
ACCTG

G
AATG

TCTCCCG
AAG

CCCATG
TG
TG
AAA

C/G
10

47776989
0.943

10055969848
TTTG

CTG
ATTG

TAG
TG
AG
G
CAG

G
TG
AG
TG
CCCCG

G
G
ACTCCCG

TG
AG
G
TTTG

G
G
G
CTAATT[T/C]ACAG

CTTTTG
TAATTAG

TG
CACTCTTCATG

G
G
CATG

CG
CTG

TATACACACACACCCCTCCC
T/C

10
55969848

0.992
10064286854

G
G
G
ACCAG

ATG
CACAG

G
TACCACCCCCCACCTCCCG

ACACTG
AG
CCTG

G
G
TTCTCCACATC[T/C]CCACTCACTTAG

CTCCTCG
G
AG
AG
AG
G
CG
G
G
AAG

TCATAG
ATG

TG
CTCACAG

G
TG
TTCTTG

T/C
10

64286854
0.737



10065987410
CACCATCAG

G
ATTATTG

G
G
AAAG

G
CAAACAAG

ACACAAG
G
TG
AAAACTG

CAG
AAG

G
TACAG

[T/C]TTG
G
CTTTG

AAG
AACAG

AG
AG
AG
G
G
G
G
G
G
G
G
TG
G
G
CCTCG

AAG
ACCCAG

G
CAG

G
CCTG

AG
A

T/C
10

65987410
0.935

10067577050
TATATTTTG

AG
G
TAG

AG
CCTCATTATATACG

CAAG
G
TTG

G
ACTTG

AACTCAAG
ATCCTCC[A/T]G

TTTATG
CCTCTCTG

G
TG
ATG

G
AACG

G
CATG

AG
CTACTG

TACCTG
ACTG

ATCCTG
TATA

A/T
10

67577050
0.642

10069114925
CCTCTTG

CTCCCCTCTTG
CTATAG

CCTTG
ATG

CTTAATTG
CAAG

G
G
TCCAAAAG

TTTCATC[A/G
]TTAG

CAAAAATAATTATTCTTTCAG
CTCCCTCTTTTG

TTCTCACTG
G
CCTCTG

TCTTTTTC
A/G

10
69114925

0.969
10070676395

G
G
TATCTTG

CAG
AG
CTTCAG

G
G
CCACTG

CACCTCACACAG
CTAG

G
ATTCCCACTG

TACCAT[T/C]G
TCTCTTG

G
G
AG
TATG

G
TAG

G
TG
TG
TTTG

TCTCCG
TCTCTCCTG

CAG
AG
G
TG
CTG

G
CTCTT

T/C
10

70676395
0.922

10072264375
TCG

G
TATTACCTG

TG
G
AATG

AATG
CTATCCACCAG

G
G
TCTTCACTG

ATG
CTAG

G
AAAACAC[T/G

]TATG
CATACCTG

TTTCATG
TAG

TATAACTACATG
TTTCTACACG

TCCTG
AAG

G
AG
G
TTATC

T/G
10

72264375
0.924

10077287817
G
AAACAG

ATAG
ATG

G
G
CTG

G
AG
TTG

G
CAG

CTG
ACTTAG

AG
G
G
AAG

G
AG
G
AAG

G
G
G
G
AG
AG
T[A/G

]G
AG
AG
AAAAG

TATG
AG
G
AACAG

G
CAAACTTG

TCAAACTCCTTTTTCATCCCTCTTCCG
CCT

A/G
10

77287817
0.966

10078860043
G
CAAATCCTAG

TTATTTTTAG
AG
TACCTTAACACACCCTTTG

AAATCG
ATTCG

TAG
TAG

A[T/C]G
G
TAAG

CTTAAG
AG
G
TTG

ATG
G
TTCTG

AAG
AATG

G
AG
G
AATAAG

AG
AACAG

ACTG
AG
G
C

T/C
10

78860043
0.92

10080464456
TTATTCCG

ATTCAG
G
TTTTG

CTTG
AAAG

CAG
TG
ATTG

ACAG
G
ACAAG

ATG
ATG

TTTG
ATAA[T/C]G

ATAAACAATAAG
ATACTTTCTCTATTTCCTCATG

TCTCTCTCCTTACTAG
ACAG

TCTCAT
T/C

10
80464456

0.621
10081985153

G
ATTTCTCTCATAAG

G
ACACTAATTG

TAAAG
ATTCAG

TCTATG
TG
AG
TATG

ACCTAATG
AA[A/C]CCTCAAAG

G
TG
CTACTG

TG
ACCATCATACTAG

G
CACG

AG
TACATTAATACAG

ACATTTG
G
A

A/C
10

81985153
0.937

10085150354
G
CCCCACCCAAACG

TCAG
ATCATCTTG

G
AATG

CAG
G
CTG

AAG
TG
AACCTTTG

ACCTCTG
AA[T/C]G

CTG
AACTCTG

G
AG
AAG

ATAG
ATAATG

G
CATG

AAG
ATTTCCCAG

CTCCACAACCTCTG
CCA

T/C
10

85150354
0.819

10086714378
G
G
G
AACG

AG
TG
TG
G
AG
ACACAACACATG

CTTCTAACCCACATCTG
CCCTCAAG

TCAAATG
T[A/G

]G
AAAG

G
AAG

TTCTG
G
G
AAAG

G
AG
G
AG
TAG

TG
TG
CCTG

ACCG
CCTG

AG
G
CCATCAG

G
TG
CCA

A/G
10

86714378
0.866

10088241830
ATG

TCTCACCAG
CCCCTG

ACACTTG
TTTG

TAG
TACG

TCAG
AAG

CG
ATTAACAG

AAG
TTCTG

[T/G
]G
CG
TATTAG

CTTTG
CTAAAG

TTTATAAATATG
TG
G
TTTTG

G
CG
G
G
ATTTG

TATTG
AG
AG
TT

T/G
10

88241830
0.876

10089766892
TTCG

ATCCCCAG
CTCCG

AAAAAAAAAAAAAAAAAAG
TTCATCTG

CACATACATATTCTCTT[T/C]G
G
AATACG

G
AACACTTCCCCACATCAG

AAACAG
G
AG
G
AAG

ATTTCTAG
G
G
G
AACG

CCTG
AT

T/C
10

89766892
0.989

10091419662
CTG

ACCG
TTG

CTCATCACCAG
CTG

CTG
CTTTG

G
TCTTCCCG

G
ACTCTCCATTCTTTG

TATC[T/C]G
CTG

CTCG
CTCTG

CAATCAG
CTCAACCTCTAACCTATTAG

G
ATCAG

AG
TG
ACTTG

CCAACT
T/C

10
91419662

0.941
10094502019

G
AG
G
TTTTTG

ACTG
TTG

TTTATCAAAAG
G
AG
G
TG
CACTG

G
TTTAG

AATTCTATAG
ACATT[A/G

]AG
TCTACATTAACCACTTG

ATATATTATCAAG
TTG

ACAAAAG
TATTTTATTTCCTCTG

C
A/G

10
94502019

0.578
10099943591

TG
CG
CG
TTG

CG
TG
TTCAG

AACCCAG
G
CTACAG

AG
ACG

CCG
CCCCG

TG
CAG

CTCAG
G
TG
AG
C[A/G

]CCACCAG
AAACCAATCCG

TTTCTTTTCG
TTTTCG

G
CTTTG

ATTTTG
AATTG

ACTTCATAAT
A/G

10
99943591

0.76
10101611833

TG
CATATG

TG
TACAG

G
TTTG

AG
TATATG

TTCTCACATG
TG
TG
CG
TG
CATATG

ATCTG
G
G
CA[A/G

]G
CATG

TATATATG
TTCAG

G
ATCCTCTG

ATTG
TATCCCTCAAG

CAACG
G
AATTAAAG

CTATC
A/G

10
101611833

0.961
10104629819

TG
AACCCCG

ATTTTCATG
TCTG

TTAG
ACAAG

CACTCTATCATTCTACATCTG
AG
CTG

TAG
T[T/C]CTAG

CCCTTATTTTG
CTTTTACTCTTTTTTTAATTTATCTTTG

TG
TG
TG
TG
TG
AG
TG
CACA

T/C
10

104629819
0.766

10106193291
TG
G
TTTCATTCTTCTG

TCTCCTCCCTTCCCAAATACTCTTTCTTG
G
TG
CAG

TAAG
TACAG

G
[T/G

]G
G
CAG

CTCAG
G
TTAAAATG

G
TCAG

CAG
G
AACATG

TG
CTG

G
CCG

G
CCCCTTCTCAAG

ACCTA
T/G

10
106193291

0.806
10107819766

TTTCACAG
AG
CAG

G
CAAG

AG
G
CAG

AG
G
TTG

G
CACTG

TAG
ATAG

TAAATG
AATAACCAG

CCA[A/G
]TTCCCACCTCAG

CAACAG
G
AAG

TG
CTG

G
TCATG

G
G
TATATAG

TG
CATG

TTG
TCAG

ATCTCC
A/G

10
107819766

0.958
10109399893

CTG
CAAATG

ACAG
TCTTCTG

AG
AG
TG
TG
ACACTG

CCTTTG
CTG

TTCCTG
CTG

TG
TG
ACTT[A/G

]CCATCTCCCCCCTTATCTG
G
CCCTCACCCTCCAG

AG
TATCG

AG
TG
TG
AG
G
AAG

G
G
G
G
G
A

A/G
10

109399893
0.834

11000889960
TTTTAATCTTTCTCTAACACCAACTCATG

ATAG
TG
ACTTG

G
G
TG
CCTAG

G
G
CAAG

TG
AATT[A/T]TG

CCTTCTG
G
CATATAAATG

AATG
CATCAG

G
AAAAAATAAATG

TG
G
ATACATTAG

G
CAATA

A/T
11

889960
0.965

11007329190
AG
AAATACCCAATTTAATAAAG

ATG
AAATAAAAAATCACATTTTG

G
TCTTCTG

G
AAG

TAG
A[T/G

]CCACAG
CAG

G
TTG

TG
AACAG

CTAG
ATTTG

G
G
AACTAG

AG
CCTG

ATCTCAG
ATTTTCCTTTT

T/G
11

7329190
0.993

11009165141
G
G
TTG

G
AACTTG

G
ATCTCATG

CTG
TG
TTCG

TCAG
TTACCG

TG
TATG

CTTTTG
TATCTG

TCT[C/G
]TCTTTAATCATTTCTTCACATCACTTG

CTG
TAG

AG
CTG

TTCCG
TCTAAACAG

AATAAATAT
C/G

11
9165141

0.846
11010882373

AATTAATTTTG
AATG

G
ATAAG

TG
AAAATG

TTATCCAACAAATACACAG
TG
G
AG
G
TCTTAA[A/G

]ATG
ACTTG

ATAATTTTCTACTCACTCACTG
TTCTTCTTAAG

ATAG
TTTG

G
G
ATTTG

G
TT

A/G
11

10882373
0.733

11012641195
CACAG

AG
G
CAG

G
CAG

G
CG
G
G
TAG

ATAG
ACAG

ACAG
G
ATG

G
AG
TCCG

G
TTTCTCAACTTG

G
[T/C]CATATG

AG
ATTAATCAAG

ATAAAG
TTATAAATACTTAAAG

TCTTAAG
AAG

AG
AACCAG

A
T/C

11
12641195

0.69
11017619785

G
G
TCATTAAAG

G
AAATTG

TAAG
CCATCTG

ACATTACG
CTTATCACCCATG

CCCTG
CCTCG

[T/C]G
G
TG
TTG

AG
AAATACACAG

CTTG
AG
G
G
TG
G
G
TG
AATTG

G
AG
TCAG

TCTTTTG
ATG

TG
AG

T/C
11

17619785
0.639

11019203719
AG
G
TTCCCAATATCCATATCATCCTG

TCTCTG
ACTG

CAG
CCACCATTAAACAAG

CAACTTT[T/G
]CTTCAACACTAG

AG
CG
TATG

TACTTTAATTCAG
AATATG

G
ATAACATG

G
TCAG

TTTG
G
ACA

T/G
11

19203719
0.962

11022388395
TAATAG

TAATTTG
G
AAATATTG

G
AG
G
G
AG
G
TAG

ATTAACCACATG
ATAG

TTAG
G
AAG

TAG
[T/C]TCAG

TCATTG
AG
CTCTTTCTG

CCATATCAAACTATAAAG
TCTCTAAG

TG
AG
G
TTTG

TTG
T/C

11
22388395

0.939
11024052265

NNNNNNNNNNNNNNNNNNNCATCCG
TG
TG
ACCATG

AG
G
TAAATG

ACCATTTCTCTACAG
TG
[T/C]G

CTG
TG
TG
G
CTG

AG
CTG

TAG
CACCTG

G
TAAG

TATG
CAATG

CATTTCCAACG
TG
ACTTACG

G
T/C

11
24052265

0.985
11025582611

TG
ATG

AAG
AG
AG
ACATTATG

TTTATG
CAAATACTCCTCCCCTG

CCTCTCTCTCCTAG
ACTT[A/T]TTCCCTG

CCTACCCTTCCTTTG
TATCCAATAAAG

G
G
CTTCG

CCTTATCCTG
G
ACATG

CCTT
A/T

11
25582611

0.724
11030346235

TG
TAACATG

TG
TCCTTG

TG
G
TATG

G
TG
G
TG
TAAG

G
G
TTCAAAAATCG

CCAAAG
G
AAG

ACCC[T/C]AG
ATTTAG

ATATTATG
CAAAG

ACAAAG
AACATTTATTCTG

CAG
AAATACCAG

CATTCAG
G
G

T/C
11

30346235
0.795

11031854195
TCG

TG
G
G
CG
TACTG

CATTTTACCTTCACG
G
TG
ACTCTG

ATG
TG
G
CTTTG

TCTTATTTCAA[C/G
]TG

AAATG
CTTAATTTACCACAAG

G
G
TAG

G
CACTCAAG

G
G
G
G
AG
CG
TTAATTG

ACAG
TAA

C/G
11

31854195
0.92

11033435569
AATG

TTTACCTCAAAATATAAATATCG
G
AG
CTG

G
TG
TTAATG

ACTG
CAG

G
TTCACTCACAC[T/C]CCTACTTTG

AAAAACCTG
AG
TG
TG
TCACCAACTCAG

G
ATTAACCATCACTG

ATTTG
G
G
G
TA

T/C
11

33435569
0.946

11034966294
ATG

G
CTCTAACCTCACTCATTTG

CTG
TCATAAATTTAG

G
G
CCAG

G
G
AG
TTAG

TCTTCG
G
G
[T/G

]TAG
TG
AAG

CG
TG
ACTTCTG

ATTTTATG
CATATATAG

TCAG
CCTTCCCACTATG

AG
AG
CT

T/G
11

34966294
0.944

11036509230
CCTTCTAAATTATTTATG

TTTG
TTTCTATG

G
G
TTTG

TG
CTG

CTCAATTAAATTTTG
ACTTG

[T/C]G
AATTAG

TTAACTTTCAG
CTG

TATTCTAG
G
G
AG
TG
TTCTTTCCCATCATAACAACCACTTG

T/C
11

36509230
0.821

11038526316
TTTTTTTTATAAATCCAATACCCCCACG

G
AG
G
CTAG

CAG
ACTCTCACG

TTG
AG
TG
AATTAA[T/C]TCCATCTG

TTTG
CTTTCCTCTTG

CTG
TG
G
TCAG

CTG
TG
CTG

AAAG
AG
TCAG

CATTTTAACA
T/C

11
38526316

0.985
11040166875

CTTCTAACATTTG
CTTCAG

TTCCATAG
ATG

TCATTACTATTCATAAAAG
G
CAATAACAAT[A/G

]TAATATATAG
AG
AAG

G
G
TTACACAATAG

ATCATTTTTACAG
CAAG

TG
TTCATG

ATG
G
AA

A/G
11

40166875
0.546

11045566388
TG
TG
TTAG

CAAAG
TG
G
CAG

G
G
AAAAG

CAACAAG
ACAACTCTTG

TTCTATTCG
TTG

TTCCTG
[T/C]G

TAAG
TAAG

G
AG
ACAAG

ACTG
G
CACTAG

CTTTTATG
G
TAAAACTCTCACAG

G
ATACTTTTA

T/C
11

45566388
0.894

11049064419
TG
TCATTACTG

ATTTTAG
TATCACTAATTACAG

CACG
G
CCATCTG

CAATCTATCATCAAC[T/C]TG
ATTTG

G
G
CTTTAAAACTACATAATTG

ACAAAACAACAAAAACAACAAAAACAACCTC
T/C

11
49064419

0.979
11051063125

ATCATAATTCACAACATATATG
TTCATAACATG

AACACATACTCTACACATAATCCCTG
AG
[A/G

]CTG
AG
CTG

ATATTAATTCCTG
TACAG

G
TTG

TG
TTTAAACCAATAG

AAG
CTTATTAAAAAG

A
A/G

11
51063125

0.814
11056214836

G
G
G
TG
AG
AATCTCAG

G
TATG

CACATTCCATTCCCATTTTCCACACCACTG
AAACCAAG

G
G
C[T/C]G

AAAATG
CTG

ACCAG
CG
CATTCTG

AACTG
AAACAACTCAG

ACACCCACAACAAAG
TAACCT

T/C
11

56214836
0.788

11058986195
AAATG

TCTTTAAATAATTAATTACAAG
AG
TCAATACACTTAG

TATTG
AAG

G
G
TTATAAG

AT[T/C]TCCATG
TCACAAATACATTAG

ATG
AATTCAG

AG
TG
G
CTATTG

G
ATATCCAG

AAAACAAAAT
T/C

11
58986195

0.744
11062684008

TAG
CTCCTCTTTG

G
CTCTG

TG
CCAAG

G
TG
AG
AATTG

CATG
CTAACCCACTG

AAG
CCAG

G
G
[T/G

]CATCTATAG
TAAAG

CTACAG
CAG

TACCTCAAG
ATAAG

AAAG
CAAG

ATG
TCTCATG

G
AAA

T/G
11

62684008
0.903

11064270722
AG
TG
TG
G
G
TCTG

TACCACAG
CACCTG

AG
CTCATG

CG
CATTTG

TG
AG
CCTG

TG
G
G
ACTTTG

[C/G
]TG

ATACAAG
G
TACCAG

TTCTCTG
TTACAG

G
AAG

TG
TG
G
TG
G
G
AG
ATG

CAG
G
TCAG

G
G
CT

C/G
11

64270722
0.995

11065981687
CTCATG

G
G
ATAG

ATCCCCAG
TTG

G
G
CCAG

TCACTG
G
TTG

G
CCATTCATTG

CTTCAG
TG
TC[T/C]G

CTCTATTTTTCCCCTG
TAATTCTTTTAG

ACAG
G
AG
CACTTTG

G
G
G
TCAAAATTTTG

TG
T/C

11
65981687

0.736
11067508537

G
AG
TCCTCTG

G
AAG

G
G
CTCTTG

ACCATCTAG
CCATCTCTCCAG

CCTAG
G
ACTACTTAAAAA[A/G

]CAAACAAACACAAACAAACACAATG
AAG

G
AAAAG

ATTG
TG
TG
TATG

TG
TG
TG
TG
TG
TG
TG
T

A/G
11

67508537
0.742

11075571033
G
ACAG

G
AG
CCTG

ATATAG
TTG

TCTATTAAG
AG
G
CACTG

CTAG
AG
TCTTACAAATAAAG

AG
G
[T/C]TAG

TACTTTTAG
CCAACCATATAACTG

AG
AAG

AG
CATCCCCATTG

G
AG
G
AG
TTAG

AG
AAAA

T/C
11

75571033
0.606



11080261983
TCATG

G
CTG

G
AAG

ACACTCATCCTG
G
G
CTTTTG

TG
G
AG
AG
G
ACCCAACAG

TCAG
ATTCTA[T/C]CACATCTAAAACTAAG

TAG
TAG

ATG
G
TG
G
CAG

TTTCCTAAG
G
G
TAACAAG

G
AAG

G
G
ACA

T/C
11

80261983
0.724

11081846340
G
TG
G
CCTAG

AAAG
ATG

TG
CTG

G
G
G
TCCAG

G
CCG

TAG
AAG

G
TG
CTG

TTTTCCATCAG
G
TTT[A/G

]G
AG
CAG

CAG
G
G
CCTCTG

TCTG
CCTTG

TCTG
CCACTG

TATCTG
CAG

TAAG
G
AG
G
CCTG

G
C

A/G
11

81846340
0.863

11083407429
G
CTG

TTACTTATACCTAG
G
G
G
TATCTG

AACAACCAG
TTCACCAG

CATG
TTAAAAAATATAG

[C/G
]AG
TAACCAG

G
ATTTTCTCATTACAAAG

AACTTTTCCCAG
TTTCTCCTACCCG

CTTG
CTTCC

C/G
11

83407429
0.813

12000092958
AAAATTG

ACAATATG
AAAACATCTG

G
CTAG

CAAATAACTTATTG
TTG

AATAG
TAAG

TG
CTT[T/C]TG

ATAG
AACG

TAG
CTG

ATTTG
AAG

TAATAG
TCTATAATAG

TG
AG
G
G
CATACCAG

CCTG
AG
A

T/C
12

92958
0.597

12001618778
G
G
G
TG
ACACCAG

TCCCTATG
CTG

G
G
CTCTG

G
AATG

TTTG
AG
AG
TAAAG

AAATCTTG
CTG

A[C/G
]CAAAAG

TTAAG
CAAG

TAG
G
CAG

CATG
G
ACATTCTCTG

CTCTTG
ATAG

TCATCTAAG
TTC

C/G
12

1618778
0.781

12003229231
G
ACG

G
TG
G
ACAG

TACACTG
CAAATCTG

TAAG
AAG

AACG
AACAG

AG
AG
AAG

CATAG
TG
AG
G
[T/C]G

ATTTCCTAACTACTG
TCAG

CACCAG
CG
CG
G
AG
G
TCTTCCACAG

TG
CTG

CTCTG
CG
CTG

T/C
12

3229231
0.932

12006393572
AG
TG
TG
TTTTG

TTAACG
TTTCCTCCCTG

AAG
G
CTG

AG
CG
CTTG

G
TG
AACAG

CTG
TCCG

CTC[A/G
]CACCTG

TTG
G
G
CTG

CTTTACACCG
CAG

CCTG
AG
AG
G
AG
CG
CATG

CCAG
G
CTAATTG

CATTT
A/G

12
6393572

0.805
12008120463

AAAAAAAG
ACCCG

CAAAG
AG
G
TCAAG

ATCCACAG
G
TTG

AG
AG
TTG

ATG
CACTACAG

G
CTC[A/G

]CAG
ACTTG

AACACTTAG
CTCTAG

CTAG
CTG

G
TG
G
TG
CCATTTAG

G
G
G
TG
G
G
G
TTATAAA

A/G
12

8120463
0.965

12012794920
TTAAAATAAAATTTAAAACAG

ATAAATAAATTTAAG
AG
AAACAAAACG

ACACATG
AAG

G
C[T/C]G

CTTCTATATAG
CTG

TG
CACAG

CACG
CAG

G
AG
TATTCATCG

TCAG
ATAAACCG

TTAG
AC

T/C
12

12794920
0.959

12015944442
CTTG

CTG
G
CCACCAATCTAACG

TAACTTG
G
G
G
AACACCTACCCAG

TAAG
AG
ATCCTG

TCT[T/C]AG
AAG

ACAAG
G
TG
G
ATG

ATTCCTAAG
G
AAAG

ACACTAG
TG
CAG

G
CACATG

CATG
CACAC

T/C
12

15944442
0.757

12017543910
CTG

G
AAATG

CAACATG
ACTTATTTCTTATTG

CATTTATTTTTG
TAACAAG

G
TCTTG

TTG
T[A/G

]TAG
CTCTG

G
CTG

G
TCTTG

AATG
G
AG
ATCTG

CTTG
CCTG

TTCCTTACATG
CTG

G
AG
TTAA

A/G
12

17543910
0.996

12022724423
TG
G
CG
G
TG
G
AG
G
G
G
ACG

CCCAG
AAG

ATCATAG
AG
AG
CG
TTG

CG
TG
AATAAG

TCCTCACTCG
[T/C]G

AG
CACAAG

CCCG
TG
G
CCG

AACTTTG
AG
G
CAAG

CCCTG
G
ACCTG

CCACAATCTCCG
TAG

G
G

T/C
12

22724423
0.824

12025836114
CCAG

CCAG
CCAAG

G
CTTAG

TG
ACAACCTG

TCTTAATACAAAACAG
AAAG

G
CAAG

CTCG
CCT[A/C]G

TATG
AAG

G
CACACATCTG

CAATCCCAG
CATTCCACAG

TG
G
AAG

ATAAG
AG
AAACG

G
AAG

G
A/C

12
25836114

0.534
12027351891

TG
G
ATG

CCTG
TCATCTCCG

CCG
AG
ATG

AAG
G
CTG

AG
G
CAAG

AG
G
ATCCAG

G
CCAG

CCCAAA[T/C]TACATAG
CCAAACCCAATCTCAAACAACCG

AACTG
ATAACAAG

TAG
TAG

TAG
TAG

TAG
TAG

T/C
12

27351891
0.848

12032286665
TTTTTTG

TATCTTCTG
G
AAATG

TACTCTCCATATACTATTTTTATTACATTTCTTTG
TG
TT[T/C]G

G
ATG

TATG
TG
G
ACCACG

ATTTG
TATG

TCCCACAG
TG
G
AG
G
AG
TTAG

TTTTAAG
G
AG
CTAG

T/C
12

32286665
0.733

12033820507
CTTG

TG
AAACAAG

AATG
ACACTG

G
G
ACAACTTTCAG

AG
CTCTG

G
TAG

G
AAG

ACAG
TTG

CT[T/C]TTTTG
G
TTAACATCG

CCTCTG
TCACATCCACAAAATTCACCTTCTCCAAATCCAG

CTTC
T/C

12
33820507

0.94
12035529975

CCTG
ACTCCAG

CCTG
CTG

G
CTG

CAG
G
G
G
AACTTCACACCTTCCCCTG

CTG
G
ACTG

CTG
G
TC[C/G

]CTACCG
TG
CTG

G
TTCTCTTCTTG

G
TTG

ACCTCCAG
CTG

CTCCTG
CTG

CTCTG
CTCTCCCG

C
C/G

12
35529975

0.766
12037049230

G
ACACTACACCG

AG
AAG

CCTTG
TACACACATG

AATTCATCTACTTACACAG
TCACCTTACA[T/C]G

AG
G
TAG

G
TACTTACCAG

TAACCCTG
TTCAG

ATAAACCACTG
ACACAG

AG
AG
ATCAAG

G
AA

T/C
12

37049230
0.717

12041773251
CACCAG

G
CCG

G
G
AG
AG
ACTATAG

G
G
TAG

G
AAAG

G
AG
CTG

TG
TTTG

ATG
AG
G
AG
G
AAAAG

TC[A/G
]ATG

CAG
CTG

AAATATG
G
G
AAAAG

AG
G
AATG

G
ACTAACCTG

G
G
AG
AG
G
CTG

G
G
G
AAATAAAC

A/G
12

41773251
0.937

12043298723
AAAACAAG

G
CCTCTAATG

AATTAG
CTG

TG
AG
ATG

AAATG
TATG

AG
AAG

CCCAG
AG
ACATC[A/G

]AG
G
G
TCCTTTTCAAG

G
TCACACAG

CAAG
G
CAAG

AATAG
G
G
CTCTATTG

G
G
CACG

TAAAA
A/G

12
43298723

0.953
12045115666

ACACATCTATG
TCCCTG

AACACTG
AG
TCCAG

AG
CAG

G
ACACAG

TG
ACG

TG
CTCCATG

TCT[A/G
]CCTG

TG
AG
AG
G
G
ATAG

ATAG
AAG

G
G
ACAG

G
AG
ACAG

ACACACG
TAG

G
ACAG

TTG
TCATC

A/G
12

45115666
0.994

12046643613
TCAAAACG

AG
G
G
CTAG

CACACTG
ACAG

CTG
TCACTACAG

ACACACAG
CCTCTG

ACTCCATC[T/C]G
TCTTCTG

TG
ACTG

ACG
ACTACCTATG

AATG
AAG

G
AACTCACCAATAATAAAG

TCAG
CTTA

T/C
12

46643613
0.959

13004993693
G
AG
AG
CAG

AG
AATAATTATTACAAG

G
CTTTG

AG
CATTG

CATCCAG
TAAAG

AG
TTTG

G
AG
AC[A/G

]AG
ACCAAAAAAG

AACTAG
G
G
AG
TG
CTAAAG

CACACATAG
G
AG
CTCTG

TG
TATACTCAG

ATT
A/G

13
4993693

0.94
13008708707

G
CTG

ACAG
TTG

TTAAATTTACTTAAACAG
CCAG

AACATACTACAG
AAG

G
G
CAG

CCTAG
TTT[T/C]TTTTG

CTAG
G
AATTTTATATTCTTATAG

TAAAAATCAACTTCCAAATATTCTCTTAG
TCTC

T/C
13

8708707
0.794

13010273719
CTTG

ATG
TTCATTAAAG

AAAAAATCTACAAAG
ATG

ACATCTCAATTATAATATCTATG
CC[A/C]TCCATACAAAG

G
TACCCATATCCATAAAAG

AAACATTATTAAATTTTAAATTG
CCCACT

A/C
13

10273719
0.518

13014933245
TAG

CCCCAG
ATAATTTG

TTCTG
TTTCTCG

TACCAG
G
G
CTTG

TTACCCATAG
G
TTG

AG
CAG

G
[A/T]CTTAATTCCAATTATATG

ATACTG
TTTACTG

CCAATATATG
AG
TG
CCG

CAATTG
TACTCAC

A/T
13

14933245
0.83

13016609621
TG
G
AG
G
CATAAG

TCCTTTCCTG
TATTCTCTTG

G
AATG

G
TG
ATTTCATCCCTG

G
AAG

CTCTG
[A/G

]G
G
G
TTG

TG
G
TTAG

TTG
ATATTG

TG
TTCTTCTTATG

TG
G
TTG

CAAAG
CCCTTCAG

ATATCTT
A/G

13
16609621

0.523
13018411493

TTTAG
G
G
CTACTTCTACG

TTG
CCTG

TCATAG
TATCTG

G
TCTTG

TTG
AAG

TTCATG
ATG

G
TA[A/G

]AAATATTTG
AAATCTTCCTTAATCAG

ATAACAATACCCTG
ATTTTACAG

AAG
AAG

AAG
G
CG

A/G
13

18411493
0.901

13023383719
TCCACTG

TCTTTTG
AATCAG

G
CAATTAATACTG

AG
ATACTG

TG
CATTTAAAG

ACAG
TG
ATC[A/T]G

AATCCTG
ATTCTTG

TAAAAAATG
TTATACTTTG

G
G
G
TATAACTTTAAAATTG

G
AG
CACTT

A/T
13

23383719
0.781

13026804728
TAACAG

ATTTTAATATTCATTTTTTG
TTCTG

TCCATTTAG
TG
CTTTG

G
TTATCATG

AG
G
CA[A/T]G

TG
TATTTTCTTTTTG

G
TCCAATCTG

TTTG
G
TG
TTCTATATG

TTCCTTG
TG
CATTTATAG

T
A/T

13
26804728

0.695
13036488082

G
AAACAG

CCCATCTACTTAAATTATACTTTCTTAAACTTTG
ATTTATTG

TCG
ATTTTAG

G
A[A/G

]CAG
AAG

CTACAG
ATACTTAAG

CTTCTTAAG
CTTTTCCCTTTCACAAAG

CTATG
AG
ATATG

G
A/G

13
36488082

0.724
13039921157

TG
G
AACTG

G
G
TTTG

CAG
G
TCAG

AAATATCCAG
G
TG
TTTAAG

AACAG
TTG

G
G
TTTCTTAAG

C[T/C]G
AAG

AG
CTG

TG
ATG

AG
AAG

ACAAAAAG
TTACATTCCCCAG

AG
ACTCCTCTATACG

G
TTG

CC
T/C

13
39921157

0.905
13041625844

TACAAACAAG
TTAATTTCAG

TTTCAG
TATCTTG

TTCTTTG
AATG

G
G
G
TG
ATAAAAATCTA[T/C]AG

TCTTG
CTCCTTG

G
G
TCCTCATAG

CCTTTG
TG
ATTTG

CTTG
TG
TG
CACAG

AATTG
G
TA

T/C
13

41625844
0.962

13043391300
TTTCCCTTTTCTTTTTACTCAATACTG

TACTG
TAAG

TCTTCCAACACATAAAAG
G
TTTTAA[A/G

]G
TATCG

TAAAATTG
TG
TATATCTTACTG

G
TCAG

TG
G
AACCTG

G
ATCTTTCTATAG

TTG
AG
C

A/G
13

43391300
0.652

13051499112
AAACATTTG

AG
AACTCCTTCAG

AATCTG
AATTTG

AAATAAAATG
TG
G
G
AAAG

G
ATTTCTCA[A/G

]TCAATTAAATATTTATCTTAATAAG
CCTG

G
TAAAAG

AG
ATTG

TG
AATCAAAACTAAAG

TAA
A/G

13
51499112

0.739
13053045095

TTG
AATCTAAAAAG

ACAACATTTG
AAATTTTG

AG
AG
ATCAAG

TTAAAG
TACTG

G
TTCAAG

A[T/G
]G
AG
CCAATAAAAG

TACAG
TG
CTAAATG

CAAAATCAAAACTTTAG
TG
ATTTTTG

TCTATAG
A

T/G
13

53045095
0.844

13057797660
TTCTG

G
AG
AATCTCACAG

CCCAAACAG
CTTG

CCTTTTG
AG
G
CTTG

G
G
CATATG

CTTCAG
G
[T/G

]ACTCTG
TAG

CCTG
CTTTG

TATG
AATTCTG

TG
G
CTCCCTTCCCTCTG

CCAAG
ACCAG

CTG
T/G

13
57797660

0.857
13064090867

AAG
AG
TG
TAATTTTCAAG

CTTACATCTG
TCG

AG
AAAAACTG

AATG
CAG

AAATACG
TG
TAC[T/C]G

G
G
AATTATAAACCG

CTCTTAG
CATCCCTTTTACG

G
AG
CATG

AATG
G
CG
CAG

TTTG
AAT

T/C
13

64090867
0.928

13067234922
TCCATTCTTG

CTCCG
G
ATTG

G
CTCCCCCCAG

TCG
CATG

G
CTTTG

CG
ACCCCACACCTG

G
CT[A/G

]CTTTCTCACCACCATCCTG
CTAAG

AG
CCTTTCCTCAG

G
TAAACTTTTTAAAAACTAAAAG

C
A/G

13
67234922

0.708
13068987423

G
TG
G
G
G
AG
G
TATTG

AAG
G
ACCCCTTTCCTCCCTG

AAACTACATTTTATCATAG
G
AG
AG
G
AA[A/G

]CATG
ATTCTCAAG

AATAAATAG
CATATG

AATTG
CCTG

G
TCCTCATCAG

CTTCTG
AAG

TCAC
A/G

13
68987423

0.712
13070520624

TTTTTTTTTTTTTAAATTAAG
G
G
CTCCATG

CAG
G
CAACATG

G
AG
G
G
CTG

G
TG
ATG

AACTCT[T/C]G
ACTCAG

CATCCTG
AATCG

CTTTCATTTCCAAATAAAAG
ACCCAG

G
G
G
AG
TAG

G
CCACTTA

T/C
13

70520624
0.797

13073623100
G
ATTTCTG

CTCATTTG
G
AACTTATCTG

TATAACACCTG
TTACCAAG

CTCTAAG
G
ACCATT[T/C]AAAATCTCATCCG

AG
AG
CACAG

TG
G
TG
ATG

TG
ATTAG

TG
TCCTACATAG

TATTCTCTTT
T/C

13
73623100

0.966
13075145314

ATG
TAG

TTG
TG
TCTTTCTTCCTCTTTG

TATG
ATTG

CTTCCCTAAAG
CCCAATATTACTAG

[C/G
]ATG

AATTTG
G
G
G
ACCAG

G
CTTCTAG

CACCAG
AACTTTTG

G
G
AG
ACACATTCACTATAAC

C/G
13

75145314
0.99

13076714709
AG
CCAG

ACACG
G
TG
G
TG
TTTACCCATAG

TCTCAG
CACTG

G
G
AG
ATG

AG
AG
AG
G
AG
AATCC[A/G

]G
AAG

G
CTTG

G
TAG

G
CAG

CCAG
TCTAG

TCAG
CCATTG

AG
CTCTG

G
G
TTCAG

TG
AG
AG
ACT

A/G
13

76714709
0.549

13078283339
TG
TG
CTG

AG
ATAG

ATG
TTCTCCG

CCCTG
TG
TTAATTG

G
ATTCACAG

G
TAACAG

TAAAG
AG
A[T/C]G

G
ATACTTCCCTTTTTG

CATTTAACAG
ATG

AG
TG
TAG

TTG
ATATG

G
CAAAG

TAAATATTAA
T/C

13
78283339

0.912
13079883630

AG
CG
ACATTAACTTTTCTATAG

CAG
TCCTG

G
TG
TCCAG

G
ACG

TG
G
TCTAACTCCCTG

TG
G
[T/C]G

G
CTG

TACTG
G
TG
TCTAG

AG
CACTG

G
TCCTTG

CAG
AG
CTATACTG

G
CTG

TG
CTCTG

G
AT

T/C
13

79883630
0.966

13081709022
TTG

TG
G
AAG

TG
CAG

TCTCACTCTCCAG
ATTCG

TAATCCACCTG
TCAACACCCTATCTTCTG

[C/G
]ATTCTTG

CTCCAG
CTTG

TCACTCAG
AATAG

ACAATCCTAG
CTCCATCTTCATG

TACTACTA
C/G

13
81709022

0.966
13083620119

CAG
TG
CCG

CAG
CCCCCTG

AAAAG
CCG

ACAG
G
G
AG
TAG

G
G
ACAATCTAG

CG
CCCTCCCTCC[A/G

]G
AG
G
AAATCATTTG

CTG
CAG

G
G
CCAG

AAAACTCTG
G
AAAG

AG
CTG

G
TCACATTG

TACCC
A/G

13
83620119

0.836



13087054272
AAAG

TG
TCTATTCTTTATTAAATTCTAG

ACTG
G
TAAATTCTTTTACTCTCAAG

CCTTG
G
AC[T/G

]AG
TTCCTATCAAG

CCTTG
G
ACAAG

TTCCTACTAG
AAACATATG

TTTG
ATG

TTCATTCTCTT
T/G

13
87054272

0.902
13088649999

G
CTCTCG

ACACAATG
ATCG

ATAG
G
AAG

AG
AAAG

TTTG
AG
G
CCATTAAATAAAAACACATTC[T/C]G

G
ATTCTCTTTATTTTAATG

AAAACG
AAATATACCTATATCTTCACATG

G
G
AAG

ACAAATC
T/C

13
88649999

0.854
13095577311

TAG
CATACG

CAG
TG
AG
G
TTTTTACTATATAG

AATTTTCAG
ACATG

TTATTATCTTTTTTTT[A/T]AATTTG
TG
G
TCAAATCTG

TG
AG
ACTCAG

TTCAG
AG
G
CTTTACTG

G
AACACTG

AG
G
G
TTTTC

A/T
13

95577311
0.849

13097326077
CCTTTCTACAG

ACTTTCCCAG
ACAG

CCTG
G
TCTCCACATG

G
G
TCTTCTTG

G
CAAG

AG
CAG

A[T/C]G
AG
CCATTCAG

TG
CCTG

CCATG
G
ATG

G
CACAG

CACG
G
AG
CAG

ATG
G
G
G
ACAG

ACTG
CAAAC

T/C
13

97326077
0.824

13104581568
CAAAG

TCTATG
ACAAAG

TG
TTTTACCG

TG
TTCTTG

G
G
CG
G
TCCAAG

CATCCCTTCCAATAC[T/G
]TTG

G
CAAAAG

CAAG
CTG

TG
TTCAACCACAG

TG
CTG

TTG
ATAG

G
TATG

ACATATCCTATG
AA

T/G
13

104581568
0.79

14000060332
G
AACATATG

AG
TCTCTG

CAATCACACAG
ATCG

G
ATTTAAAATAAATG

G
G
AAAACAAAACAA[A/T]TG

AAAAG
ACAACAAG

CATACTTTG
AAATTTTTCTCAG

ATTTATTTTTTCCG
AATTG

AAG
AT

A/T
14

60332
0.572

14001569186
G
G
CAG

ATG
G
G
ATG

CTTCAG
AG
CTG

G
CTG

AACAAG
G
G
TATTG

CCCAAG
CACTTCCACAG

AG
[C/G

]TCTG
TG
ACACTG

AG
G
TACCAG

TG
AG
G
TAAG

AAG
ATATCATCAG

CAAG
G
TG
AG
AG
G
G
CCT

C/G
14

1569186
0.916

14006164102
TG
CTCCTTCTCTTTG

AG
TTG

TG
G
TCTCTTACTG

AG
ACTG

AAG
ATTCCTG

ATG
CCG

G
TAG

G
[A/T]CTG

CTG
CAG

AATG
AG
CTCCATG

G
ATCATCAG

G
TG
TCCCACCCATTATG

G
ACATG

G
ACCC

A/T
14

6164102
0.821

14007721627
CAAAACAG

CATCTG
CTAG

G
G
G
AG
G
G
G
TATG

TTTG
CATG

CCG
G
AAG

G
G
G
CG
ATTCCCCCAG

G
[A/G

]ACTG
AG
AG
TG
CTCTCTCTCTG

TCATTG
TCTAG

CG
CATCTG

CAG
CTAG

TACTACG
G
CTTCAT

A/G
14

7721627
0.852

14009423933
TTG

G
TG
G
AG
AG
G
AG
G
AAG

CATTCAG
AG
G
CG
ACCAG

TCTG
CCAG

ATAG
CCACAG

CATTG
ATG

[A/G
]AAAAAG

AG
G
AAG

AG
TG
G
CTCTG

AATG
AAAG

CCTTCTG
CCATACACACTTCCTCATTAAATG

A/G
14

9423933
0.914

14010936357
TTTTTAAAAACAAATCTG

G
AAAAAACG

TG
CACTAACATTTG

CACAG
ACAAG

TG
TTTTTAC[T/G

]CTTCCATTAATAAAAAAATG
TG
G
ACTTAAG

G
AAATCTG

TTAATTTAAATAG
AACTG

CAG
T/G

14
10936357

0.866
14012622412

TCAAAAAATATATTG
CTCTTTCTAAACCTCTTG

G
TCTG

TAATCATG
AATG

CTACCATTTC[A/G
]TG

G
CACCTTTCTTTAAG

G
CTTG

TATCAG
ATTTCAG

G
G
G
CTTCAAATAATTTCTG

TTAG
T

A/G
14

12622412
0.981

14014207213
AAAG

ATG
G
CATTCCATTG

TG
CG
ATTG

TACCATTACTTAATTG
TCCATACATG

TG
TACATAC[A/G

]TG
TG
G
AAG

CCATAAG
ACAACATG

AG
G
TG
TCATTTTCAG

G
AACACCTCCTTTG

G
G
ACAG

ATT
A/G

14
14207213

0.932
14015762319

CTAATCATCTG
TAG

AAAG
G
AAAG

G
ACACTG

TAAG
AG
TAG

TCTTCTTG
CAAG

G
TTCCCACAT[T/G

]G
G
AG
TCCCTG

TG
TAAG

G
G
AATAG

AG
TG
ACTTATAG

CAG
G
G
ACAG

AG
TTCATTCTG

CATG
G
A

T/G
14

15762319
0.967

14017380668
TTAG

ACACCACACAG
TG
AATACTTTTTCCATG

CAG
CAAG

CTG
G
CTG

CTCCAG
CACAAG

ACC[A/G
]AG

AG
AACCAG

TCAG
G
AG
CTTCTG

TCCTCTG
TTCAG

AAAAATATG
G
G
CTTCCCCAG

ATCTCT
A/G

14
17380668

0.903
14020494696

AAAAATG
AAG

ACAG
AACCCAAAG

ACAAACAAAAG
CAG

G
AG
AG
AAAG

TG
G
G
CAAG

G
AG
AG
G
[A/G

]ATAG
CTG

AG
G
CCCCAG

TCATG
ATCG

G
TCATATG

TG
TCCTAAG

G
CCCCTCTAAG

AAG
G
TT

A/G
14

20494696
0.751

14022100230
AAG

TTCG
TG
G
AAAACTCTG

CAAG
TG
AAAG

TG
ATAAATCATTTATTG

ATAAAAAATTG
G
AG
[A/C]G

G
CACAATG

ATTTTATTTTG
CTG

TTATTACCATG
TG
ATTATAATCATTAAACTAATAG

T
A/C

14
22100230

0.909
14025264109

CTG
TATTG

G
AATTTAATTATATAAATG

AATCAG
TG
G
G
ATAG

AAAAAAAAG
CCCAG

AAG
TA[T/G

]G
TCTG

AATG
CACTG

ACTCTG
TTAG

TG
G
TTTTTG

CCACAAAG
CAG

TG
ACTTTTCTTG

G
TA

T/G
14

25264109
0.913

14028439601
TG
ATAG

TAG
AAAAAG

TG
TAG

TCG
TCCTG

G
CTTCTATTAG

CACAG
TAG

AAG
AAAG

TTCTTT[T/C]TAAACTG
TAAG

G
TG
CTG

AAG
G
G
TTCCATCATTG

CTTTG
CTCTG

ATG
TG
ATTTCTG

G
G
AA

T/C
14

28439601
0.912

14030319736
TTATCCCAAG

ATCTG
TTG

CCTATCTG
G
AG
AATATG

TTTTCTATCAG
G
G
CTG

TCTTG
TTTG

G
[T/C]CTCAG

TG
ATACAG

G
ATG

TG
CCAAG

CCCTG
CAG

AAACTTG
TTG

TAG
G
G
G
G
ATAACCAAG

G
G
T

T/C
14

30319736
0.905

14033491220
AG
G
AATTTACATTG

CTG
AG
ATACG

ATATCCAG
TG
TACTTG

G
ACTATG

CATTTCCTACATG
A[T/G

]ATAG
G
CAATAAAAATATATACTG

AG
TG
G
TG
ATAAG

TTCTG
TG
AG
AATCTG

AG
G
ATTACAAT

T/G
14

33491220
0.806

14035022703
AATG

TG
CACG

TTTCTCG
G
CACACACAACACATCTACCG

TCTTCG
TTAG

G
ATTTCTACTG

C[T/C]G
TG
ATAAG

ACACCATG
ACTATAAG

AAACTTG
TG
G
ATAAAG

G
G
G
TTG

ATTTTTG
TCCTAC

T/C
14

35022703
0.519

14036554401
AAG

TG
CTG

AG
AAATG

G
TTCTCTG

ACCCG
G
AG
CTG

G
G
G
TTG

AG
G
AG
TTTG

G
CG
G
TCACTG

A[A/G
]CTCTG

CCTCAG
CTCAG

ACCTCATCTG
G
CTTCATCCCG

CTCACCCTTCCTTCG
CCTG

TG
A

A/G
14

36554401
0.77

14038119728
CTCCCTG

G
G
G
CTG

TTTG
ACCCCCTG

TCAG
TTTCTATCTCG

G
TG
TG
TTTAG

G
ACAAG

G
CTC[A/G

]G
AG
TCCATCAAG

TCCCG
G
G
CG
CTCCTG

CTCAG
TATG

TG
G
CCTTCAG

G
AG
G
AG
CTG

G
G
CT

A/G
14

38119728
0.876

14039687344
AG
AAAG

AAATAG
TG
AATATTG

TTG
AG
AATAATAG

G
CTTTG

AG
ATAATATG

ATATG
G
TATG

G
[A/T]AAACCATAAATTTAACAG

CCTACCTTCCTCAACTACAG
AAATTAAAACATATCATTAAAAG

A/T
14

39687344
0.797

14047726412
ATTTTCAG

AG
G
AAG

TTG
TTTTG

TCATTTCCTACATTG
ACTTACATTTG

G
TG
CAG

AAACAAT[A/T]G
AG
CCTG

AG
G
AAG

CG
G
G
G
G
TG
AATCCTCATAAAG

ATTCTG
TAAG

G
AATCAG

ATCCATTG
TG

A/T
14

47726412
0.883

14049720566
AAAAACAAAAATACCTTG

TG
G
G
TG
CTG

G
TATTAAAG

G
CATG

TATTAACTCTG
CCAG

CTTT[A/T]AG
G
TATTTCCAAAAAAAG

CAAACAAACAAACAAACAAACAG
CCTTATTACAG

TTG
CAG

C
A/T

14
49720566

0.715
14051659098

TG
AACACACCTTTTAG

G
G
CCAG

AG
AG
TG
G
AATG

TG
G
TAG

CAATATTTG
G
AG
G
TG
TG
AACT[T/G

]G
TTATAG

TAG
ATG

TAG
CTTTG

TTAAG
TAG

G
TG
TG
G
CATTG

TG
G
ATCTG

G
G
CTTTAAAAC

T/G
14

51659098
0.659

14054243535
CAAACCAAAG

CAG
G
G
AATATCATTCTCAG

AAACATCG
AG
G
ATAATG

TTTG
ACTACATCTAG

[A/G
]CATCATG

G
ACCAG

TTAAG
CCAACACATG

AAATTAAACATCACAG
TG
TTG

CAACCATTCCAG
A/G

14
54243535

0.859
14057388340

CAG
CCCTTAATG

CACATATTATATTCATG
TATAAAATATTTG

AATTTTAATTCATTCATC[A/T]G
TG
TACCATTATAG

G
TACTTTTG

TG
CATTCAG

AATG
TAAAATATAG

AATATATTTATAT
A/T

14
57388340

0.708
14059067499

CTG
AG
AAG

AAAACACTG
AG
AACTATATCTAAATAAAAATG

TG
TTACCTCTTTG

ATACCTG
T[A/G

]TTATTACTG
TTTTTTAATAATCATG

AG
ACTTG

TTG
CCTAG

G
TATCACTTATG

G
ACAAAATT

A/G
14

59067499
0.648

14064271419
AG
ATAATG

CTTG
AG
ACACTATTCTCTCTTTTTCCTTTTTTG

ATTTATG
CTCCTG

ACCTG
T[A/T]TG

CCAAG
AG
AG
AAG

G
AAAATCAG

G
AATAACAAACAG

ATATCTTATG
TAACAG

G
CTG

AAA
A/T

14
64271419

0.819
14065908860

ATAAACTTTTTCTCCCTCCAATTG
TTTTTCATCAG

G
G
TTTTTCATTATCACAATAG

G
AAA[T/C]G

TAACTG
ACACAG

CTTTG
AG
CTG

AAATG
TAG

G
ATAG

CCCTCCTTTTTG
G
TG
G
TCATG

CT
T/C

14
65908860

0.925
14067446669

G
G
AG
ATAG

AATACAAG
TTCACCCAAAG

G
G
CAACTTTTAG

ATTTCCCTTG
TTTTTTCATCC[A/C]TAACAAG

AG
ACTAACATCCTG

G
AG
TTCAG

TCATATTG
TG
ATATTG

ACTTTACTTTATAT
A/C

14
67446669

0.889
14069100564

TCTAAAACAG
AAACATTCTG

CAG
G
AAAACTG

CCCATAAATAG
CCTATG

TG
AG
TG
AG
ATAG

C[T/G
]TCCTTTCAG

ATATG
TTTCAAG

TTG
AATG

G
TTTTG

TCTTCATAG
TANCTTG

G
TG
CACNCTG

A
T/G

14
69100564

0.823
14074797749

ACATTAG
CACAACTTCAAAAG

TCCCATAG
G
CTATACTAG

TCTCAG
CAATATTAAAAG

TTCA[A/G
]AG

TTCAAAG
TCTTCTTAAATTCATCCAATAATTTAAACATAATCCTCTATCAAATCAAACT

A/G
14

74797749
0.615

14078060932
G
TTTATG

TG
ATG

G
TG
G
ATG

TG
AATG

CAAATACCTTATG
AACCAG

G
G
ATTAAATAACTTTT[T/G

]G
G
G
G
G
AAAG

AATG
CCCAG

AAAG
G
G
AAG

CTCATTG
G
CCTAACACTATCTAG

ATG
CCTCAT

T/G
14

78060932
0.671

14079645175
G
ACTTG

AG
G
G
TG
ACAG

AG
CTCTG

G
G
TAG

AAG
G
CAG

AG
CATAAG

CAAATAG
TTG

G
G
G
G
AG
CA[A/G

]G
TG
G
ATG

G
CACCAG

G
AAACCTTG

G
CG
CCCAG

G
CTG

AG
ATG

CCCCTACATG
G
G
AG
G
CTG

CTG
A/G

14
79645175

0.804
14084841644

G
G
G
AACTG

G
TTTTTCACTCACCTCTAAG

CAG
TATTCTTG

CTAG
G
TTTAG

G
G
ATCCG

G
CTTC[T/C]TAG

ACAG
CTTAG

ACCTCAAAG
G
AG
TATCG

G
TCTG

G
G
CTCACATCTTCACTCACTTG

CTTAA
T/C

14
84841644

0.962
14086540454

CTG
TTG

G
G
AG
CAG

CG
TACCCAAG

CTTACCCCAG
TG
CTG

CTG
CG
CCCG

G
CTCACCAG

G
AAG

G
[A/G

]TCTCATCTG
G
ATAAG

G
CG
TG
TG
G
CATAAATATG

G
G
CG
TACTG

TCG
G
TTAAAG

CTG
CG
CTCT

A/G
14

86540454
0.809

14088308546
G
AAAG

AAAG
G
ACCAG

G
G
CTG

G
AG
AAATG

CTCTG
CAG

TTAG
G
AACACTTACTG

G
TATTCCA[T/C]G

TCAG
TTCCCAG

CAG
CTCACAG

CCTTCTG
TAG

TTCCAG
G
AG
ATTG

G
G
TG
CCTCTAG

ACA
T/C

14
88308546

0.763
14089819261

CTCAG
TAG

TATG
TATTG

TTATTATATG
CCAATAAAATCATAG

AATAATG
AATTG

TG
AAATA[A/C]TG

ACAAG
TCAG

G
TG
TG
CCAATCACATATAATCACAG

TAG
CCG

CAG
G
TACCACTATTG

G
G
TG

A/C
14

89819261
0.911

14092879829
AAATAAG

ACATG
CTG

TCTTCTCATAACCACTAAAG
CAAAG

TCCTG
CCTTTATG

AG
G
TTTCT[T/G

]TTTTAAATG
G
AG
ACAATAG

ATACCCACAG
ACATATTATACAG

TTTG
CTCATTTACAATTAA

T/G
14

92879829
0.773

14094448681
G
CCAG

AG
TTAAG

TCCTATACATTG
G
AG
ACCTTTCATCTTATCCCATTG

TTTTTAAG
CATTG

[A/C]TTTTACAG
AG
G
CCTCTCATATCATG

AATTAAG
TTG

G
TTATG

CTTATATTTACTTG
TG
G
CTG

A/C
14

94448681
0.874

14096038202
AG
G
G
CCTG

CCACTTCTG
TG
AG
CG
TG
TG
AG
ACG

G
TG
TTCCTAG

TTG
TATCAG

AACTATTTG
G
[A/G

]G
TTCAG

CTATCTCTG
TAATTCTG

TG
ATG

CTG
TCATCCTG

AG
G
TCCTG

TG
TG
TG
TCAG

AG
CT

A/G
14

96038202
0.781

14104354286
G
AAATTACATACAG

G
TG
G
TTG

TAATG
TATTTG

CTAG
G
AAG

ACTG
G
AATTTG

ATTTCAACA[T/G
]TCATTCCCAG

AAG
CCAACAG

TTAG
TTG

CCTATAACTCTAG
G
TCCAG

G
G
TATATAG

TAAA
T/G

14
104354286

0.972
14109129876

AG
AAATCATCAAG

ATG
TAAG

CTAATG
AG
TTTTCTTG

CAG
AG
G
AAATAAACACTG

G
AAATA[A/C]G

G
AACAATG

TCACATTG
G
G
TG
AAG

TATATTTAAAATTAAATG
TAATCG

ATTCCAG
TG
AG

A/C
14

109129876
0.989

15000027190
AG
G
G
ATAATTAAACAACTG

ATCTACTG
CCTCTACCCCATCATG

G
G
CTG

AG
ATTG

CAG
ACG

[A/G
]G
TG
TCACCACAG

CTAACTTG
ACACAG

G
TG
CTG

TACAG
CTCTG

AATCTG
G
G
G
CCTCG

TG
T

A/G
15

27190
0.937



15003160721
G
AG
AG
CCG

TG
TG
G
G
G
G
AG
G
G
ATG

ACTTAG
G
AG
ACATG

TAATG
G
AG
G
TAAAATAAAG

ACCCA[A/G
]G
AAACCAG

AG
G
ACCACG

G
G
G
AG
AG
G
G
ACACAG

G
AAAAG

G
CTG

AAG
G
TG
G
ACACTG

TG
G
CAG

A/G
15

3160721
0.972

15004801074
ATG

TCCTAG
AG
ATTTACCACCACTG

CTTTTTTTCTTTAATAAAG
TTG

G
G
G
AAG

TAAAAG
G
[A/C]TTTG

TTG
TG
CTTTG

CTTTG
AATTAG

TG
TATTCCG

TTTCTATG
ATTATTG

TG
CATCCTTT

A/C
15

4801074
0.91

15006564128
CATG

G
TCAAG

CTTTTTTCTCG
AG
TG
ACTATTCAAACTTG

ATATTTTATAACTCACTTTCA[A/G
]ATTTG

AG
CCTG

ACATCTTAAG
CG
AG
ATTCTTAAACATAAG

TCATG
TG
CTTAG

AG
AAACA

A/G
15

6564128
0.805

15010453477
G
AAATG

TAAAAG
AAG

TCACCTAATTATTTTCCTG
G
AATG

G
ATCCATAAG

AG
TG
TAAATG

TT[T/C]TTTG
CAG

ATG
TG
AG
G
ACACCCACG

CTTG
ACAAAG

TG
G
TG
G
ATG

TCTG
CCTG

ATTG
CTCTG

A
T/C

15
10453477

0.991
15011989650

AATG
TCATACAG

AATCAAG
TTTG

G
CCTTG

TTACTACCACCAATG
TCAACCAG

ATAACACTT[C/G
]ACCAG

G
ATATG

TG
TAG

TG
TACACCCTTG

AG
CAAG

AACATG
TG
ACCTCCTAAG

CCATACG
AA

C/G
15

11989650
0.946

15016761941
G
CCAAAACTATG

TTACACAACTTTTG
G
TATATTG

ATTTTCACTTG
ACTATCAG

ACATG
TAG

[A/G
]TAAATAAAG

AAG
G
AAAAAG

AG
AG
CTTTTAG

CTG
G
TTACCTG

G
AATTTG

TAAG
CATTG

CCAC
A/G

15
16761941

0.763
15018306647

TATTTTTG
ACTTG

AG
TTCTCAG

TG
G
CCG

G
AACAATTTTAAAAATTAACCACCCTG

G
AAG

C[A/G
]CCCACTTAG

TCAG
G
AATCACTG

G
G
ATCCATTTTG

TTCTCCTTTACTAG
AAG

TCAG
G
TAG

A/G
15

18306647
0.957

15020021035
G
TG
TCAAG

AAAAACTATG
CTTACTCTAAAACAG

AAG
TCTG

AG
G
ATG

AACAG
TCTACAG

ATA[T/C]AG
TG
ACCTCCTG

ACAG
AG
CAAG

AAAG
CG
ATCTTTAAG

CTG
AACTCAG

CTCAG
TCCCTG

TTC
T/C

15
20021035

0.619
15021614352

ATG
G
CG
G
TTTCAG

CCAG
AG
TAG

ACG
CTAG

AACTTCTTG
TCCAG

G
AAG

AG
AATG

G
ACG

TTG
A[A/G

]G
G
AAAG

CAATG
CCTAACAG

TTG
G
ACATACCCTG

TG
TCCTG

CCCATATCTCTCTTATCTCTC
A/G

15
21614352

0.926
15023183146

G
G
AG
CACACACTG

CTG
CTCG

TTCAG
AAG

ACAAAAATTCG
ATACCCAG

CATCCACATCG
G
G
C[A/G

]ACTCACAACTG
TG
TG
CTACACCAG

TTCTAG
AG
CACCCAACG

CAAAG
CCTCTG

G
CCTCTG

CT
A/G

15
23183146

0.789
15024877509

TTTTTAAAAAAG
CATTTTAAAATAATCATTG

CATTTAACCTTATAG
G
AATCTTCTACAAG

T[A/G
]TACAG

ATAG
CCAG

AATATTG
TTTAAG

G
CCTAG

ACG
ATG

CCATTCTAATTG
CTG

TAG
AAATG

A/G
15

24877509
0.748

15029215322
AG
ATTTAATATTTTCG

TG
TTTTTG

G
AAATCTTG

ATTTTTTTCCTCCTTCTG
TTG

TTTTG
AT[A/T]AAG

CTTTATTG
TTCTTG

ATAACAACACG
AACTG

G
AACATCAG

CCTACG
G
AACTG

TG
TTTCA

A/T
15

29215322
0.638

15031761885
AATTTATG

TTCCTG
G
CTTTG

AAACTG
ATTATTTG

G
CTG

CCTTCCTG
TG
CCCCTTTCCATAT[A/T]CTG

CCTTTAG
G
TAG

G
G
ATATCTATCCCATG

CTG
TTAG

CCTCACTACCCCCG
ACCAATCACC

A/T
15

31761885
0.733

15033388004
TG
G
G
CACAG

CCACTG
CTTTTTAG

ATCACTTCAG
TG
G
G
CCAG

TTCAAG
G
TCAG

CCCCTTTG
C[A/T]TTG

G
TAG

CACTG
TATACATCTCTG

AATG
CG
TCACTG

TG
ATATG

TCTCAG
CCCTG

TCTTG
AT

A/T
15

33388004
0.986

15039297389
ACG

AG
AAAG

ACTCAG
AAG

CTACTATTG
G
AG
G
TTTTTTAG

TCACCTG
AATCACATG

G
TCAC[A/G

]CAATTAG
CCACTG

G
G
AATTG

TCCCTAG
CATTG

AG
AG
G
AAAAG

AAG
TAAATATTAAAAAA

A/G
15

39297389
0.859

15040996673
G
AG
ACAG

ACATTG
CACATAG

G
CAAATG

ACAG
TTTG

TAAATG
TAAAAG

G
G
G
AAACCTG

TG
TA[A/G

]G
CATAAACTTTTCAACCTACTTTAATAAG

AG
TTCAATATCCCCTTCAATCACCACCCATCA

A/G
15

40996673
0.71

15042940968
ATCCCATCCCCAAG

TG
TTG

G
CCTCG

TG
AG
AG
CACCG

CCAG
CCCCATG

CATCATG
CTG

ATG
[A/G

]G
CTG

AAG
TG
G
G
TATTTG

G
G
G
G
CAG

AG
AG
CTCAAG

G
AAAG

AG
TTTAG

TTTTTCTG
TTTCT

A/G
15

42940968
0.794

15044492765
ACAG

AG
CACAG

TG
TCG

G
G
G
ACTTTAACACACCAAG

CAG
AAG

G
AATG

ACTG
ACTTAACAG

T[A/G
]ATTCTCTAAG

CATCAG
CCACATTTAG

G
AG
CCCG

G
ACG

TCCAG
AG
CAG

AAG
CCACTG

CTC
A/G

15
44492765

0.9
15048583778

AATCTAAG
TG
ATACAAATACAAG

TG
CTATTG

TCTG
G
TCATCCTG

ATCACACAG
TTCCACTG

[T/C]G
G
AAAAG

TCTCTG
G
AATCTACATG

CCCCG
TATTTAAG

TTTTTTG
ACTCACCACTCTG

AG
TA

T/C
15

48583778
0.654

15050563324
CTAAG

G
G
TG
G
CTG

ATAAATG
AG
ACCAAAACTTAAG

G
G
TTTG

CAAAAG
ACCACTG

TTCTCTA[T/C]CTCCTCTCTG
TTCAAATG

CACCCCACACAG
G
G
CAG

G
AG
G
CTG

ATCACCAG
ACACACACCTG

T/C
15

50563324
0.923

15054562452
TTTTAG

ACCATG
CCCAG

ATACAG
TTTTG

TG
CTG

CTTAATG
TTTAG

CTG
CTTCTG

CTCCTTG
[A/G

]AG
ACACCTG

G
AATG

TTCCTG
TTCAG

TG
AAACTTTAAG

ACAAAAG
CAATTTCAACG

AAATAC
A/G

15
54562452

0.903
15056136431

CAAG
ACAATCCACTTCCTCTG

G
G
CTG

CAG
CTG

CCACATTCATAAAACCAG
G
G
G
G
G
TAG

CCT[A/G
]G
G
CTACTCTTCAAACCCTTG

TTTTG
TTTATATCACTACCTCTCAG

AG
AG
ATTG

TG
CAG

G
TT

A/G
15

56136431
0.977

15059253615
TAG

CAG
TTATG

TCTCCTTTTCCAG
TCTTTTAATTTCG

TTTTG
TTTG

TTCACCAG
CTTACAG

[T/G
]G
TAG

CTG
G
CG
CCCTCG

TG
G
CATTTTCTTG

ATTG
CTG

TATTTATG
ACACCTTTCG

TTTTTTT
T/G

15
59253615

0.883
15060888797

TG
TACACACACATG

TTTTG
G
TCAAAAATCAACTATTTCCAG

TTTG
G
AATTG

G
CTTG

CATAG
[A/G

]G
ACAATAG

AG
G
ATTAG

TACAAAG
ACG

AG
G
G
AATCTTTTG

CTTTTTCTG
TATCTTTACTTCC

A/G
15

60888797
0.956

15073521957
TTG

G
G
G
CTAAATTTCTATAG

CCTG
ACCAAAAG

TG
ATATG

AG
TG
CATTTG

TG
ATCATG

ATCA[C/G
]ATTAAG

AAATTAG
G
CTACACATG

G
ACAG

ATCCATG
G
CTCCAG

TTG
CATATG

TAG
CAG

AG
G
T

C/G
15

73521957
0.981

15079820106
G
AATAAAG

CAG
AG
AG
AG
CCTTTG

G
CCAG

AAG
G
TATCATG

ATAG
TG
TTCAAAG

G
ATAG

TG
TG
[T/C]TCTCCTCG

CTCTTTTAAG
CTTTATAAG

ACCATG
TG
G
TCTTG

AATTACTACCTCTTG
CTAG

A
T/C

15
79820106

0.817
15081552396

AATATAG
G
TG
AAAATTAAATTTCG

CTATG
G
CTG

CCAG
CTTTG

AG
TG
TG
CTCTTTACG

G
AAC[A/G

]TAAACAAG
CAG

AG
CTG

TTTATG
ACATG

G
CAG

ATG
AACAAATATG

TACAG
AAATAATATCAC

A/G
15

81552396
0.947

15084753970
AG
TATTTTAAAG

ACTTTCCAATG
CTTATG

AG
CACAACACTTTG

TTTTCTG
G
TATTTCCCCC[A/C]CAG

AAAACATCACTTACAG
TTTTG

AATG
AG
CCAG

ACCATCTCTATTTTG
TG
TTTG

AATTTA
A/C

15
84753970

0.962
15089805308

G
TATCAAATTATG

CATCTTTG
G
AATG

AG
TTG

TATG
ATTCTG

TTTG
G
TTCTAATAATTG

CT[C/G
]TTG

CATTG
ACTTG

AATTCCAG
AAAAACTCATCAACTG

ATCTTTCACTTTG
G
ATTAATAC

C/G
15

89805308
0.967

15091387257
TACACTATCCAAATATG

ATAAAG
G
TG
TG
AAATTACATTACG

AAATATATTCACAG
CAAAAC[A/G

]AAAAAATAAAACG
ACTAG

ATTG
ATTTAAG

CG
TTTTTATCG

G
ATAACACACTTAACATTTTT

A/G
15

91387257
0.725

15094560146
ATTACTG

AG
G
G
ACATAAG

TTG
ATG

G
AG
ACATCTG

TTTAG
G
TCTTTG

TTG
TTCCAAG

G
TCTC[A/G

]CAG
G
CTCTG

TACAATG
TCTG

AATG
TATG

TCTG
CCATACTCTG

TG
G
G
AAG

ATG
CTTTTCTG

A
A/G

15
94560146

0.934
15100784346

ATATACAG
TAATAACTG

G
CTTG

G
G
AAG

ATATG
ATTACTG

G
TG
G
AATAG

TG
G
CACAAACAT[A/C]ATAAG

ATTG
TCCTCATTG

G
TTCATTTCCTCCATG

G
AAATAACAATG

CTTTG
TCCATACA

A/C
15

100784346
0.862

15107141928
TTCCCCAG

CAG
G
G
AAAG

G
CAAG

AG
G
CTG

G
G
CTG

CCCTG
TG
G
CCACCACTG

TTTTCTTCTTT[T/C]CTTTTCACAG
AAAATG

G
TTTTCCCTG

CTATAG
CACTG

G
CTAATAAG

AG
AAG

ACTTCACACA
T/C

15
107141928

0.942
16002097566

AAG
TTCTACATTTG

AG
AG
AAAATTTTCAG

TATTTG
G
CCTCG

TTTCCTTTCCCTCTTACTG
[T/G

]CTTCTTATTCTCCTCCG
CCTTTCTG

TAG
TCTCCTTTCTCCACATTTCTATTG

TATATCA
T/G

16
2097566

0.916
16003714855

CCCTG
CCAG

G
TTACTG

TAACTG
AG
G
CACAG

G
G
AAG

ACAG
CCTG

TCTG
TTTCTG

AAG
G
ACC[C/G

]CTG
TCAG

CAG
TATTAG

G
AATATCCCCTTG

G
AG
AG
AG
AG
TG
ACAAAG

ATTCAG
ATCTTCC

C/G
16

3714855
0.984

16006905481
G
AAAG

AAAAG
TAAATAAATTAG

ACTG
TG
G
CTG

TAG
CTCG

G
G
TG
G
ACTATTCACCCAG

CAT[T/G
]CATG

AG
ACTTTG

AATCCCAG
CACTAAAAAAATAAAATTG

ATG
AAG

G
TG
ATCTTATG

AG
C

T/G
16

6905481
0.901

16008429540
TTTCCTCCTTCAACCTG

AAACCATG
G
CG
G
G
G
CCAAG

CCTG
ACCATG

G
ATCTTCCATG

G
AG
[T/C]G

CTCATCCTCCTG
G
TCAG

AG
CCTAATG

TG
ACCTCATG

TG
G
TCCTCACCCTCTCCTG

CAG
T/C

16
8429540

0.787
16011475486

TTTG
AG
CTTTCTG

TCTG
CATAG

ATCTATTCATTAAG
G
AATTCTTG

ACTAATACTAG
ACTC[A/G

]TTTAG
CTTCTTG

G
CTTAACACAG

TAACATTG
AAACTTG

CCAATTG
TAG

CTTG
AATTAG

C
A/G

16
11475486

0.59
16013144600

CCACTTAATTTTTG
TCAAATG

G
AACCAAG

CTTATAAAAG
TTAG

G
CTG

AG
G
G
AATTTG

TG
CT[A/C]CAG

G
AG
CACTCATCATCTTAATCAATTTCCACTCAAAG

TG
CACACTTG

CTCAACTTG
G
AAT

A/C
16

13144600
0.964

16014682846
AAATATCCACCTCTTTAACCTG

ATTCTG
AATTAAG

G
ACTTAG

ATG
G
AAG

AG
AG
G
AATTG

AA[A/G
]TTAACTAACCTG

TG
TCATTTCCATAACCAG

CTACTG
G
ACACATTCACAG

CAATAAG
G
AAAA

A/G
16

14682846
0.901

16017852571
G
TTG

G
G
CCTCAG

CCCCTG
CTG

CCTG
CTCTATG

G
G
AAAACTTTCACCCTCTG

ATTCCAG
CC[T/C]G

G
G
G
TTG

CCTCTTACTG
ACTG

AAAG
CAG

TG
AG
AG
ACACCAG

AAACCCTG
CCTG

AG
AATG

T/C
16

17852571
0.886

16019450680
CTG

TAATG
G
G
ATCTAATACCCTCTTCTG

G
TG
TG
TCTG

AAG
ATAG

TG
TAG

ATAATTTTTTTT[A/T]AAAAAAAG
G
CTAATG

G
ATACAG

CCCATG
G
G
ATG

G
TG
TTCTCCTG

ATTG
ACTCCTAG

G
AG
AA

A/T
16

19450680
0.726

16021150350
G
G
G
ATTCCCTG

TCACCACCTCCTG
CCTCATCATCAG

TG
CCCCAG

G
ATTCAG

ATG
CACTTG

[A/G
]G
ATCATCAG

ACTTCATG
TG
G
ATTCTG

AG
AATCCAACCTTCATTCTCACAG

ACTCATG
G
C

A/G
16

21150350
0.685

16023115819
ATTTCTG

CTG
G
ACAG

CG
AG
CTG

AG
TG
TCG

CTAATTCTCTTAAG
G
TACTCTCTTCTTTCTCA[A/G

]CCTCCTG
TCAG

CTG
TAG

AG
CCCG

AG
AATTTG

G
TCAAG

TCTG
G
TG
TTTG

AAG
CAG

G
TTAATA

A/G
16

23115819
0.933

16028357587
G
TG
G
AG
AG
AAAG

AG
G
AG
TCAAG

TTTG
AAAAG

AAG
TCAAG

G
G
TCCTAG

AAAAG
G
G
AACTAT[C/G

]G
ATCTACTATTAG

TATAG
G
AAAAG

G
AACTATAG

ATG
G
CATAAATTTTG

G
ATAATG

AATA
C/G

16
28357587

0.695
16030342160

TTG
CATCCAAAACTG

TG
AG
ATTG

ATTCTG
ACCAG

AG
TG
G
AAATTG

AG
ACCTG

TATCTCTA[T/C]G
TTCAATAACTATATCCTTCCAG

AG
ATTACAAACCTAG

G
ACCTG

CAACCCCTTTG
CTTT

T/C
16

30342160
0.718

16032474356
AATATTTCTACTG

TCTTG
CTATTG

AAACAACG
TTG

TG
AG
CG
CTTTAAATTTCTCAAACCAG

[A/T]TTCG
TCTG

TTATACTTG
G
CG
CTTAG

TCATCG
TCG

TACACAG
CAG

G
ACCTG

ATTAAG
AAG

G
C

A/T
16

32474356
0.894

16041701263
G
G
G
CCTAG

CTTCAG
CTG

ATTTG
G
AAG

CG
TCCTCCCTG

AG
TACTAG

CTTTCATCAAAAG
AA[T/C]G

ATCTG
CTTACTTAG

CTG
CAG

TTCTG
TTTTAATTAACTAACAG

AAACAAG
TACAG

CATT
T/C

16
41701263

0.902



16043608855
G
TAAAATATTAG

G
CATTTCTTCCTTTG

CTTTTG
TAACCTTTTTATG

TATCCAG
ATTCAAC[A/G

]AG
ATG

CTCCCAAG
ATATTTTTTAAATATTTTAAAG

AAATATG
CATTAG

CCAACAATTTT
A/G

16
43608855

0.773
16045256020

G
ACCTTG

ATG
TG
TTTTAG

ATATCTG
CTG

G
G
TG
TTTTTAAAG

TG
AAACTAAG

TTTG
AAAG

G
[T/C]G

TTTG
ATAG

G
TAAACCTCAACTTAAG

G
AACACACACATG

G
TATTTCAACATCTG

TAAAT
T/C

16
45256020

0.726
16048477219

ATAAAAG
CATCCG

G
AG
CCTTAATTATCACCTG

G
ATTTG

TTATATCCTG
CATACTTTTAAAG

[A/G
]AAG

TTCCTTG
AAG

TATTTTTATTTTCTG
TG
TG
TG
TG
TG
TG
TG
CATG

AACATG
TG
AG
TG
TAT

A/G
16

48477219
0.637

16053321660
TG
TG
TCTTTCTTG

TTAAAG
CTG

G
G
CTG

G
TG
ATCAG

G
G
TG
ATAATTTCTTG

TACCCATTTTT[T/G
]CACCCAG

CTTCCTAATATG
ATTTAATAAAAATCG

TTAATG
AG
TAG

G
G
G
TTCCCCCTG

AG
G
G

T/G
16

53321660
0.502

16055002540
CAAAATCAAAACCACTTTAG

G
ATTTCCATTTATATTTG

TG
CAATTAAAACACG

ACTAG
TG
[A/G

]ATG
G
TTG

TTG
G
TAATTG

CCAACCTG
ACG

ACTCCAG
AG
TCTCCTG

G
G
G
ATACG

G
G
TCAG

A
A/G

16
55002540

0.886
16057142447

AG
G
TTCCTTTG

G
CTAAG

AG
CTCAG

TTG
AATG

CTTTCG
ATATTG

AATTTATG
CAAAG

ATAG
[T/C]CTG

TG
CCTATTTTTG

AAACTG
G
ATCATTAAAG

CCTCTAAG
TACTTATTCCATTCTCTTT

T/C
16

57142447
0.941

16058682220
TCACG

TTATCCTCCAATAG
TAG

TCTCTCCACTAG
TACTATTG

AATTTG
CTAG

TCCTTTG
T[A/G

]TAACAAACTTCTG
G
AG
ATCATTTG

TTCATTAAAAATG
TAG

TCTTATCTTTCTTTG
G
AAT

A/G
16

58682220
0.861

16060330064
AAG

G
TTG

AG
CATTTTG

AG
CCTTTG

CAG
ACG

G
CTG

AACTCG
TCG

G
G
CAG

AG
CCTG

TAG
CCC[A/G

]TTG
TTG

TCTAACATG
AG
G
CTCTCCAAACTG

G
CCAG

CTCACAG
AAG

CCG
CTG

G
G
CAG

AG
T

A/G
16

60330064
0.897

16063605256
G
TCTCATTTCCCTCTCTTAG

ACCACTTTG
TG
TCTG

TG
TG
ACACAATG

AG
TTTTATCAG

AG
C[A/C]ACTTG

CAAAATCATG
G
G
TAAG

AATTTG
TCTTTAG

G
ACTATG

G
ATAG

TTTG
CCAG

TG
ACTAA

A/C
16

63605256
0.91

16066926357
CCTTTCCCTCTTACACATTCCATACCCTTCATTTTG

TCTG
CATTTTTAG

TG
TTTTCATTA[A/C]TATATG

ATAAG
G
AG
TTCTTTTTCTTATCCTATTG

G
G
TG
TTCTTTAAG

CG
CCTCATACTG

A/C
16

66926357
0.703

16070106379
TTG

G
TTTTTATTG

G
TAG

AATAAG
TG
TG
CG
ACCTCCTG

TTAACCG
TG
TG
ACCTCATTG

TTG
[A/G

]TG
AACTG

G
ACAG

G
AG
TG
TCCCCAG

CTAG
CCTCG

ATTTCAATTCTG
G
ATCTTCTCTG

G
CC

A/G
16

70106379
0.908

16071658140
CACACTG

G
TACAG

AAAG
ACAATACTACTAATG

CAG
CAG

AG
AATTG

TAATTG
TTTAG

G
G
G
CA[T/C]G

TATG
TCTCCACATG

ACCTCTTTAATG
TCTATAATAG

ACAG
G
CATG

TG
CATCCCATAG

CAT
T/C

16
71658140

0.932
16073178584

G
AAG

CAG
TTG

AG
TG
CATTTAACCAG

AATCATCCCCTCG
ATG

CTTCCTG
TCAG

TG
ATTTCTC[A/G

]CCTG
CTG

G
CCTCCACTCTG

TTCCTTAG
TTATAAAG

TCCCCATTTG
CCTTCATTG

TAG
TTG

G
A/G

16
73178584

0.931
16074693199

AAAAAAG
CAG

G
G
AATTG

CTCCACG
AG
CCTG

TCTTTCCAG
G
CCTTCACCATG

TAG
AG
ACAC[A/G

]CTG
G
CTCATTG

ACCTG
CCCATTTTCTTACTTAG

ACCTG
G
AAG

AG
CAG

AACCTG
ACATAG

A/G
16

74693199
0.887

16076230619
AG
CCATG

G
ATG

ACCCCAG
TTTCTACCTCCTG

AG
G
G
CTACAG

TCTTTAAG
TG
AG
TG
CCACCA[T/G

]G
CCTAG

TTTATG
CTG

TG
CTAG

AG
AATCAAG

CCCAG
G
G
CCTTG

TG
TG
TG
CTG

G
G
TTTG

CACT
T/G

16
76230619

0.953
16078170106

CCATG
G
CATTG

TG
ACCATG

AG
TG
ACAATATCCTTG

CACATTTCTTCTAACAAG
G
TATCCT[T/C]ACCCATACCCTAAATATCAG

G
CAG

G
G
TTCCTG

AAG
ATTG

AG
CAAAAG

ACAACTG
CCAAT

T/C
16

78170106
0.828

16079970671
CATG

ATTTTCAG
TTG

TATACACG
G
G
G
CCACG

TATCAAACAG
CTG

TCG
ATG

AG
CCAG

G
CATC[A/G

]TACCG
AG
CTCCTCTAACAAG

CATTAATTTG
AATTTG

AACCATTACCTCTCTTTTCTG
ATCA

A/G
16

79970671
0.827

16083135970
CAG

G
TG
ACAG

G
CG
G
G
CCTCACTG

G
G
AG
ACCTG

TTTCTCCATG
AACACCG

TATCATCCTACT[T/C]TCTAATACAG
TTG

CTTCCTG
AG
CAG

ATG
TG
CG
AG
CTCACTTATG

G
TTTTTTTG

TG
G
CATAC

T/C
16

83135970
0.939

16084722774
TTTTTG

TTTCATCTCCTTTG
ATACTATCCCTG

CCCTG
CTG

AAG
G
CCAG

TG
CCCCCTG

AG
AG
[A/G

]CCTCCCATTCTG
TAG

ACTCTCTCTTTTATCTG
TACAATG

TG
G
AATTTCCCACAG

ATAATAT
A/G

16
84722774

0.842
16086483770

AACTAATG
AAG

TCTCTATTCCAG
G
TAAG

G
AG
TTG

G
TG
AACCG

G
G
CTTTG

TAG
CTG

ACAAAC[A/G
]CG

TTG
ACACG

AG
G
TCTCTTG

TTG
G
G
TTTG

G
G
G
AATACCTG

CACATTCG
ATG

TG
ATG

TCAG
C

A/G
16

86483770
0.946

16090046133
TTCTG

CTAACTCATG
CTG

AATAATAACTG
TCATCAG

TG
G
AATACCCACTG

CTTTAG
G
G
TCT[T/C]G

G
TTAG

AG
ATCACTCACATAG

TATCTTACAG
ATTCTTTTCAG

TATCCCTAAAG
G
CATTTG

T
T/C

16
90046133

0.807
17000144919

CCATTTTAACTATG
AACTTG

AG
CTAAG

CAG
G
TCCCCAAATATCCACCATCTTAAACTG

AG
[A/C]ATG

CTCAG
G
AAAG

TG
TTTCCCTATATACATATCTATAG

G
TTCTCCAAG

AAAAATCTCCA
A/C

17
144919

0.924
17009834035

G
TG
TG
TG
TG
TG
TG
TG
TG
TG
TG
CTCATG

TATG
ATATG

TATG
AATTCAG

G
TG
TG
TTCAAG

CCA[A/G
]G
ACAAG

CATAAG
G
CAG

TCAG
AG
G
ACAAG

TG
G
AG
ACACCCTCCACCCTG

TTCG
CCCTG

G
AAT

A/G
17

9834035
0.842

17011614563
AG
ATATG

G
G
TCTTCG

TCTCG
G
G
TTG

TTTTTG
G
ACCCTTTCTTCAAATCAATTG

TATTG
TT[A/G

]G
TG
CATAG

CAG
ACCCTG

G
ACTCATCTG

AG
TAACCTG

AG
TCCTTTTTCAAG

ATTG
TTTAG

A/G
17

11614563
0.973

17020929127
G
CATG

ACCACTTG
AG
TCTG

G
ATCCCG

G
AG
ACACG

TG
CAG

AAAG
CTG

G
G
AATG

G
TG
ATG

TG
[T/C]G

CCTG
G
AAG

CCCAG
AG
CTG

G
G
G
AG
G
AAG

CACAG
G
G
ATCCG

ATCCACG
G
G
G
CTTG

CAG
G
T

T/C
17

20929127
0.698

17022486161
TCAG

ATTTG
TG
G
CAG

TCAATTTTTATTG
TCAACCAACAG

G
ACTTAG

AATCATCTAG
G
AG
A[T/C]ATACCTCTG

TG
TG
TATCTATG

AG
AG
CATTTCTCAAG

AG
ACTTAACTG

AG
G
AG
G
G
AACAC

T/C
17

22486161
0.701

17024009487
TG
AATTCATATTG

CCTTTTG
G
AG
TAAATG

CCAACAAG
AG
TATG

ATTCTG
G
CACACAATTG

[A/G
]ATAAG

ACTG
TAATTTTTCAG

CCCAAACTTCCTATAG
TATCAG

TG
ACATACATCTTTCTG

A/G
17

24009487
0.906

17027239725
ACG

TG
TG
CTTCACTTTCTCCG

AG
AG
ATG

G
G
G
TG
ATG

CAG
AG
TG
TACACATTG

G
G
G
TG
TTG

G
[T/C]G

TCTCAG
AACTAATTAG

TG
G
AG
G
TTTCACAAG

G
CCTACACACAG

CCCTTATAATATTAG
TA

T/C
17

27239725
0.985

17028801656
TCCTCATCCCCAG

G
AG
G
CTG

AG
TTTTCAAG

AAG
CTTAG

TTTTG
TTAG

AAG
TCATAAAG

AG
A[A/G

]TTG
AATTTG

ATTTCATCTAATTTATTTTG
G
G
CACCTAG

G
AAACAAATTG

G
AG
TTG

CCCAG
A

A/G
17

28801656
0.601

17031881962
ATG

TAG
G
TG
CTAG

G
G
TTTG

AAATCCAG
TCCTCCG

TG
AACACAG

TCCATG
CTAAATCTCTG

A[A/G
]CCATCTATCCAG

CCCATAAAAATAAG
ATTTAG

AACCAACACATG
G
ATTACAAATG

AAAAG
A

A/G
17

31881962
0.911

17035082716
AAG

G
CCAAG

ACTATCTG
G
TCTTTATTG

AAAACTTCAAAAACAAG
ACTCTTG

ACCTTG
CACA[A/G

]ATAAG
ACCCAG

CCTTG
ACAATAG

AG
TCCCATCTG

TG
ATACTTTG

G
CAAG

TCCCAG
TAACCA

A/G
17

35082716
0.898

17036686836
ACACACACACACACACACG

G
TCTG

G
AG
AG
G
ATAAG

TTCCTTG
AATTCATCTACTTCATTTA[T/C]CTTTTAATCCTG

TTAAAG
G
TCCAG

TCACTTAAAG
G
AATTG

AG
TTACTG

TTG
TTG

TTG
TTG

T
T/C

17
36686836

0.867
17038219495

AG
AG
G
ACAAG

ACATG
G
TAG

CCTAG
AAATCCAG

ACATTG
CAG

AACAAATTAG
G
G
CCAAG

TTA[A/C]G
CCAACTACCTATTCCTATCCATAG

CCATTCACAG
TATG

G
AACCTG

G
G
CG
ATCAG

TCTCAC
A/C

17
38219495

0.965
17039826041

AG
G
TTTG

G
G
AG
CTTG

AAG
G
AATAG

CTCG
G
TG
G
G
TTCG

CACATAG
G
TACCATATCTG

AAG
CC[A/G

]CAG
TTCCTAG

CCACAG
ATCCCCTCCCTTCCTTCATTG

TCCCTCAG
AAG

CTTG
TG
AAG

ATTC
A/G

17
39826041

0.998
17050250384

CCTTCATCTCTATCATG
TAACAATAAAAG

TG
TCTG

AAG
TTTTG

TG
TTTG

TG
G
CCAG

G
TAA[T/C]TAAAG

TG
ATG

G
ACTCTG

G
G
TTATTG

G
G
CTTTTTCAG

CAG
CAG

ATTCG
ATTCCTACACAT

T/C
17

50250384
0.962

17053549720
TG
TAG

TCATTAACATTAACAG
AG
AG
G
ACATTCCAG

TAAAATG
TG
TAATATG

G
ACATAATG

[A/T]G
AAATATG

CATTTTATTATACAAACG
AG
CCTTAG

G
CCCAG

G
CAG

CCATCAACACTCTTG
A/T

17
53549720

0.548
17057521811

CAAAG
G
G
ATAATTCCATCAG

AG
TAG

G
AAAG

CAG
G
ACATCAAG

CAG
CAG

G
TATAG

TG
TCCA[A/G

]TG
CAG

AAG
G
CCAAG

ATG
TCACATCCTCATTCACAAG

CACAAAG
CAG

AG
AAAACCG

AAAG
A/G

17
57521811

0.787
17059039727

ACCAATCAG
AATG

G
CTAAG

ATCAAAAATTCAAG
G
G
ATAG

AACTTG
CTG

G
TG
AG
G
ATG

G
G
G
[A/G

]AAAAG
G
G
AAACACTCCTCCATG

G
CTAG

ACTG
TATAATG

ACTG
TG
G
AAATTAATCTG

G
CA

A/G
17

59039727
0.631

17060674272
G
AACCTG

G
AG
TTAAG

TCTTAATATCTAG
G
ACTACTTAAAG

TTACCTATTACTG
TTATTCAG

[T/C]TTATTTTCCTAAG
AATCCTG

TG
AAG

TG
TAG

CTATTATTTCTG
TCATATACAG

G
AG
G
AACTG

T/C
17

60674272
0.626

17068613889
TCCTTCATTTTCATG

CAAATTTATTATG
TTTACTCTAAAAAATTCATATG

G
G
G
TG
G
TG
G
A[T/C]G

G
AACTG

G
G
CAATTCG

TAG
G
G
AG
CCCAG

G
AG
G
CTCTAG

AATCCCCCAG
TTACTTCCTTC

T/C
17

68613889
0.727

17070447867
G
AG
G
CTACATAAACACACATAG

G
TG
CACATG

AATAAATAG
ACAAG

G
G
CTG

G
AG
AG
ATTG

G
T[A/C]AG

TG
G
TCAAG

ATCACTG
TCTTG

TCTTCCAG
AG
G
TCATG

AG
TTCAAATCCCAG

CAATCACAT
A/C

17
70447867

0.821
17072003151

TG
TAATCAACAAAG

AG
AAAG

G
AG
G
G
CTCAACAAAG

TCTAAG
TCTTTACAG

ACTAATG
CCA[T/C]CCCTACCCCAAG

TG
CTG

G
G
G
CCTCATAG

CCCAG
G
CCTTG

AACTCTTCTTG
ATCATTCTG

T/C
17

72003151
0.932

17076739165
TAATG

G
AAG

G
TTG

CG
ATTTTG

AATTCCCCATTATTTTCTAG
TTAAAG

TG
G
AAATATAAAG

[T/G
]G
ATG

CCAATATACATATTG
G
AAATTCAG

TTG
AACATATTG

TCACCTATG
G
ATTCCCTTT

T/G
17

76739165
0.663

17078245200
CAG

ATCCAAG
G
G
G
G
TG
G
TG
AG
G
CCTG

G
CTTTG

AACTTTG
TCTTAG

G
CTCTTG

G
CCTTG

CG
T[A/G

]CTG
AG
CACATCCG

TTG
CCTCCCACAG

TATAAG
ATACCCCG

TCATAG
TG
TG
CG
G
CAG

G
G
ATA

A/G
17

78245200
0.703

17083276274
TG
G
ATG

TG
AG
G
AAG

G
TAAG

G
CTTCTG

TAG
TTTAG

G
AG
TG
AG
G
G
G
ATTTG

G
G
CAAATAG

G
T[A/G

]G
G
G
TTACAG

G
AG
CAG

AACG
CCATAG

CAAG
TTG

G
TCCTAACAACTTCG

G
G
AAACTAAG

AC
A/G

17
83276274

0.789
17084867100

AG
TTAAG

ATTG
CTTG

G
TCCTATG

ATTTCAG
G
CAAATAATTTCACTCAAACAG

TG
TG
AG
AG
[A/G

]AAG
CAACTG

ATTCCTTCTCTACAATG
TCAACCTTTG

ACTTG
G
G
AATCTCAACTCCG

AAA
A/G

17
84867100

0.874
17086412600

CCATG
TG
TAAAG

TTTTCCG
TG
TAAAAATG

ATCTTAAATG
CCAG

AG
TCAACCTTCCCTAAC[T/C]TCATG

G
TG
AG
CG
TCG

G
CAG

ACAG
AG
AG
G
ATAG

AG
CAAG

G
G
CG
G
G
TCACTCTCTG

ATG
AC

T/C
17

86412600
0.832

17088072070
TG
TG
TCATCCACCCAG

CCAAG
AG
TATTTATG

AACAG
CTG

TTAACTG
ACG

AG
G
AAAAG

G
AC[A/G

]CTTG
CTTCG

G
ATCACATTG

AG
G
AATAG

CTCATG
TG
AATCG

CATTTATTG
ATCAG

G
ACTT

A/G
17

88072070
0.954



17089629824
G
ATATCTTTAG

CG
TG
ACATG

AAAAAG
TG
AAAATG

ATG
TTCAG

AAAG
G
ATACATTG

AACTT[T/C]G
CTAAAAG

TAAAAG
ACATTTAATTG

TTG
AAAG

ATACTACCAACAG
G
TTG

AG
AAG

G
CAAT

T/C
17

89629824
0.731

18003818313
G
TG
CTCTATG

G
AG
CTG

TG
G
G
AACACAAG

CAG
CTG

CTTG
CATAAAG

G
CTTTG

ATTCAG
TCA[T/C]AAATTAAG

CAAG
AAG

G
AG
G
CTG

ATTTAG
TTCTACG

G
TG
TTG

AG
G
TTG

AAG
TTCAG

TG
CA

T/C
18

3818313
0.896

18006935933
G
CTCAAG

G
TTTTG

G
AG
G
AATAAG

CCCATCATG
G
TTG

G
G
AAG

G
CATG

ATG
G
TG
AG
AG
TG
AC[T/C]TG

G
G
G
CTG

CTTACACTG
TATTG

G
CAG

G
AAG

CAG
CAG

G
ACTCCAAG

AACCAG
G
G
CAG

G
G
A

T/C
18

6935933
0.794

18010837308
TG
AAG

G
G
AAG

TAAAATTTTAATTTTCTCAATAG
AATTTTATTTG

G
TG
TTTATTG

TTG
TTC[A/G

]G
TG
AG
TAATG

TAG
CTACATTTAACCAATTTG

G
TTTCAACTTTAACTAATATTAATTAAT

A/G
18

10837308
0.714

18012366935
AATCTTCCTAAG

AAG
G
G
TAG

TTACG
TTG

AATATTG
ACATAG

CATAG
TCTTTTACTG

TACAT[T/C]CAATTG
TTTACACACTG

TG
CTCTTG

ATG
G
ATG

G
AATTCTATCCCAATCAACCCAG

G
ATTAA

T/C
18

12366935
0.837

18013887135
G
G
ACAATTTG

AATTTTTTTTCCTCTTTG
G
TTAATTG

G
TCTATTAG

G
AG
ATAATTCTATG

T[C/G
]G
ACCCATATATAACAAAG

TG
G
CTAAAATAAATTCAATG

TATAAAG
CATAATG

TTG
CTTA

C/G
18

13887135
0.727

18015474943
CTG

TG
TACAG

G
ATATCTTG

G
TTG

G
TACCTTG

AAAG
ACATG

AG
G
G
TG
ATTCAG

ATTTAAAG
[T/G

]TTTACCTTAAG
AAACTTG

CAG
G
CAACCATAAG

AAACCTG
TTATAG

ATG
ACATATTG

G
AA

T/G
18

15474943
0.924

18017045165
AAACTG

G
AAG

G
CTTTTTTTTTTAATTACTTATTTTG

TTG
TTTTTAATTCTCTAG

AACACA[T/C]TG
TATATATTTG

G
ATG

G
TAAAG

TATAAAAATG
CACAACTATTTCTTTTTCAAAG

ATG
TC

T/C
18

17045165
0.543

18020212418
AG
CACTTCCCTCCTTACTCCCTG

ATTTTG
G
TATTCG

G
G
G
TACAG

TAG
ATG

CTCAATCTAC[T/C]TACG
TG
TCCTAAG

AG
G
AAG

AAG
AAAG

AG
G
TCTTG

CTTTACTTTCTTG
ATAG

CCTAG
G
AA

T/C
18

20212418
0.873

18021940656
CTG

G
AG
G
AAAAG

AG
G
TG
G
TCCCTCG

ATTTTCCAG
CCAG

ACAG
TCTTTACTG

AG
ATTTATTT[A/G

]ATCG
G
G
AACATAG

ATTG
AAATATATTCACAG

AG
AAATACTCAG

AAATTAG
G
G
AAATCACAA

A/G
18

21940656
0.752

18023488446
TG
AAAG

AG
AG
TG
AG
G
CATG

G
AG
AG
G
TCCTG

G
AG
AG
AG
AG
CTTAACAG

TTCCTTAAG
TG
AAG

[A/G
]ACAG

G
AG
G
AG
AG
CTTAATG

TG
G
TTG

ATCG
AAAG

TATG
G
G
AAACG

G
TG
ACACAACTG

G
AG
TT

A/G
18

23488446
0.96

18024995574
AAATG

G
CAAACTAG

G
TCTG

G
ACAG

AG
ATG

AACAATG
AACCACAATG

AG
ATTTTACAAG

G
TC[A/G

]TG
G
G
ATAG

AAATTAG
TCATCCAG

ATG
G
G
TCTG

CTG
AG
ATCCAAG

G
CCATG

G
CATCTTCATG

A/G
18

24995574
0.908

18028487492
TG
TTTTAG

G
AG
ACCAG

G
CTG

TTTTG
TG
AATAAAACTG

AATG
CATG

TTTG
TG
TCATG

ATAA[A/C]ACTACTG
G
CTTCTTG

CTCTTG
G
G
TTTTG

G
AG
G
G
CTG

G
CTTG

G
G
ACTAG

G
G
CTG

G
G
CTG

G
A/C

18
28487492

0.813
18032253306

AAAG
TCG

G
CTATG

G
G
AAG

AG
TCCACTTCTCTAACCCTTCAG

TTCCCAG
CCCTG

CAG
TAAG

C[A/G
]G
AG
G
CTCTG

CAG
CCTTCAG

CG
TG
G
G
AG
TG
CG
G
AG
CTCAAG

ACCAG
G
CTTCTCTATTG

TG
CC

A/G
18

32253306
0.673

18033919873
G
G
CATTG

CAATCCTCTG
CAG

TTCCTTCAG
TCG

TTCCTCTAG
TTTTCCATATTG

G
CCCCCAA[T/C]CTCAG

TG
CAG

TG
G
TTG

G
CTATAAG

TTTCTG
CATCTG

TCTCAG
TCAG

TTCCTG
G
TAG

AACCT
T/C

18
33919873

0.612
18042542433

G
CATCTCTTCATG

CATCTTCAACCG
ACTTTG

TCATAAG
CAACATCAG

ACTATTTCCG
TTCA[A/G

]AG
TG
TG
ATTTCTG

TCTTTACAG
ACAG

G
G
TTAAAAAG

ATG
CTTCTG

TG
ATG

G
AG
TACTACCT

A/G
18

42542433
0.862

18044256339
CCCTTTTCTTAATAG

CTTCCTG
TACTG

TTCAATAAAATCTG
G
AG
CATACACAAACAG

ACA[T/C]G
G
ACATG

G
G
AACAG

ACAAATTCACAAG
ATAG

CATTCAG
G
CATG

CATG
G
G
TACAG

ATTCA
T/C

18
44256339

0.943
18047721977

ATTG
ACTTG

ATATAAAATG
TG
TCATTTATTAAG

TCCTTCCTG
TG
TG
ACTTTTAAATTCCA[T/C]G

TTG
AAAATG

CTATTTAG
TG
TTAAAACTTTATTAG

ACACCAAAACACAG
CTATTTTCCA

T/C
18

47721977
0.901

18049435104
TCTCTTCATTTTG

CCAATTTTCTTTTCTG
TG
CAG

AAG
TTTTCCAATTCCATG

TAG
TCTCCG

[T/C]TG
TCAG

TTTTTG
G
AG
TTTTTTCCAAAATATTCTCAG

TG
ATG

TAG
G
TG
TCTTG

AAATG
TTTT

T/C
18

49435104
0.952

18051039405
CAG

CTCTTTCTTG
AAAG

CCTTTG
TCTTACTTCCCAG

AAG
CACACACG

TACG
ATCTAG

TAG
[T/C]CTTTG

CTATTAG
AG
TAG

AAG
TG
CCAAG

ATAAATG
CTG

TAG
G
AATG

AATATAG
ATTG

CCA
T/C

18
51039405

0.885
18052589887

ATG
G
G
ATG

CAAG
ACAG

TACAAAG
TAG

ATG
AACAG

AAAAAAAG
ATG

ATTG
G
G
AATG

AG
G
TAA[A/G

]TG
G
G
G
TTTTG

G
CTCTCAG

G
TAG

TAG
G
G
CTCAATTATTTAACTCCTTCATATAG

CCAAG
AAA

A/G
18

52589887
0.959

18055800448
CG
CACG

G
TG
TG
G
TCCG

CAG
CATTCCCATTCAG

CTCACAG
CTG

AAAACTG
CG
TG
ACG

TATG
A[T/C]TTACACAG

AG
CCCG

AG
TG
AG
CACG

TTTG
TAG

TCCTAG
G
TAATG

TTG
TTAATG

CCTG
G
AAG

C
T/C

18
55800448

0.853
18060832258

TATATAAACATAATACG
CCCTCTTTG

AAAAAG
CCCCG

AACTG
CTCTG

G
G
TG
AG
G
TACCTAC[A/G

]CCTCTG
TCCATTACTAATCAACG

TG
TACATG

G
CTATG

G
CCG

AAG
TG
G
AAATG

TTCG
TTATA

A/G
18

60832258
0.961

18063882170
G
TTG

G
G
TCG

TTCTCAG
AAAATG

TTTTG
ATG

TTG
CTG

TAG
TCATTTCTTTG

G
TCCACG

TTG
G
[T/C]G

TG
ATTTG

G
G
G
G
G
TACATTTTTTTAAAAG

TCATCAG
TAAAG

ATCTG
CCTCAG

CTG
AAG

TCT
T/C

18
63882170

0.829
18065423483

G
TATCTACAACCTTATG

CCTCAAACCTTTTG
TG
G
TTCTTTCATG

TAACAAG
TG
G
G
ACTTC[A/G

]TAATACG
ATTAG

G
G
AG
CTTG

G
AAAAAATTATG

TTCTG
G
G
CAAG

TAG
AG
TG
CATCACAAA

A/G
18

65423483
0.896

18067006147
CCCATTCCACTG

TTG
AAAAG

AAATATG
TG
CATG

AATAG
CTTTG

CCTTTCTAAAAG
TCTTA[T/C]G

AAG
CTATCTCCACTTTTTTAAAATCTG

TTTATTCG
TCTTTAAG

TG
TTTCACATCAG

G
G

T/C
18

67006147
0.774

18073132804
AG
CCTCTG

AACCATTTCTCAAACCTCTACCCCCTCTTCTTG
TCTG

G
TACCCCAG

CCCATG
[A/G

]ACAG
TG
CCCACACTTAG

G
AG
TCTG

CTG
CTTCAG

G
TG
CTTCTCTCTG

G
AAACCTTCCAAC

A/G
18

73132804
0.859

18074697767
G
G
AAG

TAG
G
TCAG

G
CCAG

CATG
G
TCCG

G
TTAG

AAG
AG
CTCAG

TATCG
ACCCCG

CTAG
AG
TG
[A/C]AG

AAAG
CTCATCAAG

AAAAAATTCCAG
ATCTCCATG

TCAATG
TCTCAG

AG
CAAG

G
ACAG

G
C

A/C
18

74697767
0.994

18076353386
AG
TTTG

ATCTCAG
TAG

CATG
G
TTTAG

TTATTAAACG
TCTG

TG
CTCCCACTACTTG

ACTATC[T/C]CTTCAG
ACG

CCATTCTTCCTATG
G
TCCTTTAG

TCCATAATTCTACTTTACTCTTCTACATA
T/C

18
76353386

0.971
18077866227

ATG
AAATCTG

ACCTACTTTTTG
TCTG

TTTTCG
ACATCATTCTAG

ATACAAAG
AAATAATC[A/G

]G
CTTG

CTAAG
TAATTCCTG

CTG
TTTCCCCCTCTG

TACCTTCCCCTCTTG
CTCTG

TCTG
G

A/G
18

77866227
0.775

18080901061
TG
CG
G
ATTATATTAACCAG

CCAACTG
AG
TTTTATAAACTCTG

G
G
ATCCAG

TTCTG
CATCAC[A/G

]TTTTATAAAATG
CTTTCTTTTACTATG

CATATTTAG
AAATACAATG

AATG
TG
ACAAACACA

A/G
18

80901061
0.876

18082458087
TTATACTTTCACAG

TG
CATTCTG

G
CTG

G
G
AAG

G
TTG

TG
TTG

G
TTTCTCAG

G
AAG

G
ATG

TG
A[A/G

]TG
AATG

TTATTTTCAG
TTATCG

ATCAATTTTG
CAAG

G
G
CTAATTG

TCCATAG
AAG

TTG
CTT

A/G
18

82458087
0.951

18083991780
G
CAAG

AG
G
CCTTCAG

CATAG
G
G
AG
G
TG
CAG

TG
CTG

CTTTTG
TTTG

CTAATTCCAG
TTCCCA[A/G

]TCTG
ACTCCTCTG

TCTG
CAG

G
AAAG

G
AG
G
TAG

G
CCCCTTTCTTTTCTG

TTG
ATTCCATTTC

A/G
18

83991780
0.904

19001746598
AATCAAAATG

TTTCTTTATG
AG
AAG

G
CAG

CTTATCAAG
AACCACACTATTTCATCAATCC[A/G

]TACTCATCAG
G
AATAATTCAG

TG
G
G
TCCCCAATCCACTG

CAAAAG
CTACCTG

G
TACATA

A/G
19

1746598
0.889

19003281882
AG
G
TTG

ATG
AG
TG
TAACTTATTTTACAATCATTCATG

ATTTG
AAG

TG
G
AAAG

G
CCTG

ACCA[A/G
]TG

G
TAACTAAG

G
AAAAG

TG
G
AG
G
G
ATTCAATG

AAAATATG
AAATCATAAAATTTTAG

ATAA
A/G

19
3281882

0.981
19004905218

TG
AG
AAAG

AATG
G
AAATTAG

G
TATTTCTCAATAAG

TTAG
ATTCAG

CTCCTTCACATG
AG
TG
[A/G

]CCTCG
G
TAACCTATACTTG

TATCCAAACCACTTG
TTCTTG

CAG
AAACTACTCCTCATCTAT

A/G
19

4905218
0.937

19010030870
G
TG
TTG

CAG
G
TG
AAG

TG
AAAG

AACCTTATTTG
CACATG

G
G
ATTTCCTTAG

CTAATCTAAG
[A/G

]G
TATCTG

ATAAAAACTAAAAAG
ATACATTTACTTAAAATG

AAG
TAG

AAAACTTTATACC
A/G

19
10030870

0.645
19018014929

CTCACTG
CTCTG

ACAAAATATTTG
G
G
AAG

AAG
TG
ACTTAAG

G
TAG

AAAG
G
G
TTTG

TTTG
G
G
[T/C]G

CAG
AG
TTCG

AG
AG
TACAG

TCCACCACG
G
TATTG

AG
AAG

G
CATTAACATTG

TG
AG
G
TAATT

T/C
19

18014929
0.556

19026469417
AG
AATTG

TACACTG
G
CCTTCATG

CAG
AAACTG

TG
G
CATG

TATG
AACACAG

G
AAAATAAATT[A/T]AAAAAAATCAG

AATTCAAAATATCAAG
CAAATTTCCCACAG

G
ATTATG

G
ATACTATG

AG
CT

A/T
19

26469417
0.841

19032800853
CG
CCAG

AG
ACCAAG

G
CCCAAG

G
CAG

G
G
AG
CAAAAG

CAG
AG
AAG

G
CTG

AAG
G
G
CTAAAG

CC[A/G
]TAATTAG

AAAACATCTTTTCACG
TG
G
AAAG

CTAACAAG
G
AG
G
AG
G
G
AAACCCTG

G
G
G
CA

A/G
19

32800853
0.986

19036121822
TCAAG

G
TCAG

CCACACATTTG
TCAG

G
CTTTCCCTTAG

TATCG
CTTG

CCTTG
TG
CTG

ACAAA[A/G
]G
CATCCCTG

CTG
G
CCCG

CAG
CAG

AG
AAG

ACCCCG
CCTG

G
G
G
TG
AG
G
ACACCACAG

TAG
CAA

A/G
19

36121822
0.631

19037837962
G
G
G
CCATAACATAG

G
G
ACATACCTG

G
CCTTTG

TTCCG
TTCCTCATCTTCCCAG

G
TTAACAT[T/G

]TCAG
AACTTTG

TAAG
G
G
G
TTTTG

AG
ATTTTCTAATACCTTG

AAAATG
G
G
TAATG

G
AG
G
CTC

T/G
19

37837962
0.815

19040876227
G
G
CCTTG

AACTCAG
AG
CTTACTCTG

CCTCTG
CCTCTCAAG

CACAG
G
G
G
TCACTG

CCCTG
CT[A/C]TTTTTTTTG

G
G
G
G
G
G
G
AG
ACATCCACTTG

G
CCTG

ACTCCTCAG
AATCTCG

AG
TG
TTG

G
G
G
T

A/C
19

40876227
0.565

19042542340
AG
G
AG
AG
G
AG
ACACACAATG

TTTG
AG
AG
G
CTG

TG
AAG

AAG
TG
G
G
TTTTATACTCACTACG

G
[A/G

]G
CAG

CAATTTAAATTG
G
CCCAG

CCTTG
CTG

AAG
ATG

ATCTTTATATTAG
TTTACAAATCTG

A/G
19

42542340
0.688

19045796278
TACTTTATTTTG

TTTTG
G
TTTTG

ATTATACAAAG
TCATCAG

AATG
G
G
CTTAG

G
CTG

G
CCTC[A/G

]G
TG
CTTCCTCTCACAAATCCTG

TG
ATG

ACAG
ACATG

TACTAG
CATG

TCCAG
G
TCATACAG

T
A/G

19
45796278

0.872
19047315592

G
AG
CTCTG

CCATTG
G
ATACCCTCTCCCAG

G
AG
TTAG

CTCTCAG
AG
TAACAG

CCATTTCTCA[T/C]G
TCATAG

TTG
G
AG
CTG

G
CCTACTTAAATG

G
AAG

ACTTG
G
G
TAG

TCAATAG
TAG

TCAAAAG
A

T/C
19

47315592
0.918

19049284552
TTCTG

TG
TG
CTG

TG
TAAACAG

CG
CACG

TTG
TTG

TCCTG
G
TG
AG
CTTG

TCTTTTAG
CAG

G
CC[T/C]G

CATCACG
G
G
CAG

TG
TCCTAG

TTAG
CTTTG

TCATTG
TG
TCAACTTG

ACACAG
CCTAAAG

CC
T/C

19
49284552

0.713
19054238555

AG
TTG

ATTATAG
AG
TCCG

TACCACAG
TACACCCTTG

TG
AG
G
AAG

AG
TTG

TG
CG
TTCAG

ATC[A/G
]ATCTAACATG

G
TG
ACTG

TG
G
AAAG

AG
AAACCACCCCTG

CCACTAATCCTCCACCTG
CAG

AA
A/G

19
54238555

0.932



20000047516
TCAACG

G
ATTG

TTCTACTATATTG
TATG

TG
AACTCCG

TCTTCTTATTAG
AACATCTTTCCT[C/G

]TCCTTTCCTCTG
TACTTCTAACTTG

TG
TG
TTTTTAG

CCTCTG
AAG

G
TCAG

CCTCAG
G
G
TG
C

C/G
20

47516
0.749

20001565758
TCAG

CG
AG
TCCCCAG

G
G
AG
AG
G
G
TCAG

G
AG
CAG

TCACTAAACTCTACTG
G
G
TACTAATTT[T/C]CTG

ACTTTAAAAG
G
AATG

G
G
G
AG
ATG

AACTCTCAAG
CTG

TCTCTTTTTAAAAG
CG
TG
TA

T/C
20

1565758
0.862

20003130757
AG
TTCAG

ACTCCTCCAG
CCCTG

AAG
CCCATTTCTACCCTTTCG

G
ATG

CTAG
G
TCCTG

AAA[T/C]G
CAG

G
AG
CAAG

AG
AG
G
TTG

ACG
CCTACAG

ATTCACAG
G
TCATG

CTCCG
G
G
AAG

AAAAG
C

T/C
20

3130757
0.873

20004715045
ACCACAG

AG
G
TG
G
G
G
CTAAG

AG
CAATG

G
CTG

CTCTTG
CAG

G
G
ACCATG

AG
TTAG

G
TTTCC[A/G

]G
CACCCACCTG

TG
G
TTCATAATTG

AAATG
G
AAACTTCTAG

TTTCTTTG
G
AAAG

TCG
G
TT

A/G
20

4715045
0.937

20007904736
AG
TG
G
ACG

G
TTAATG

ATCCTTCTG
AG
CAG

ATTG
TTTATG

TG
AATG

AAG
CCCTTCAG

AG
CCC[A/G

]CG
CCTCCCTCTCTG

CTG
G
TTTTTG

CCCG
TG
TG
CTCAG

CTCAG
TTG

AG
G
AG
TG
TG
TG
AACCC

A/G
20

7904736
0.731

20009465495
CACATACACACACAG

AG
AG
G
G
G
G
G
G
G
G
AAG

ACCCCTCCTTG
CTACATCACACTACAG

ACA[A/T]G
TATG

CACACAAACTTTTG
AAAG

ATATTATATACATTCCTATCAAG
TG
TG
ATG

G
G
ATAG

A/T
20

9465495
0.907

20012527514
AAACATTTACCATAAATTAG

TTCAG
AAAAAG

AG
ATG

G
G
G
G
G
G
G
G
G
ATTTCTTTTACTCCTA[A/T]ATATACTCCAAG

TTTTTG
TAATTG

CCAG
G
TATG

ATCTG
TTG

TCTATTCCCACAAAG
CCCAA

A/T
20

12527514
0.973

20014310650
AG
AAG

CTG
AAACCCTG

G
AG
CCCTATCAACTCTTTCAAG

G
G
TAAG

TG
G
AG
G
G
AAAG

G
G
AG
CC[A/G

]CCTTCTTCAG
G
CAG

AATG
CAATCCATCATTATG

AACTTACCG
G
CAG

CTTG
TTCACCAG

G
G
A

A/G
20

14310650
0.726

20016047305
CCCTG

AAG
CTTG

TTG
AG
CCG

AG
CTG

CTTTATG
G
AAG

G
ATAG

AAG
G
ACG

ATCCAAAAG
G
CC[T/C]G

G
TTG

CTAG
TG
G
G
AG
G
TTTTCTAG

CCAG
AAG

G
TCG

CCCCTCCTG
G
CTCCATAG

AG
CCCC

T/C
20

16047305
0.951

20017608327
CG
TTATG

AATTATTACCACG
CAG

CACCAAG
CCTTCTG

CG
TACTCTG

CATTTG
CTG

CACTG
[T/G

]TG
G
CTCTG

CATAAAATACAG
AG
ATATTG

G
TATG

AG
CCTG

TCTATCG
G
TCCTCTG

G
ACAC

T/G
20

17608327
0.988

20019324306
TAG

G
TCTTTCCAATCCCACTTAATTTTG

G
TTAG

AG
AG
TG
TG
G
CTTG

AAAG
AG
CAG

CG
G
CT[A/G

]TG
CTCTAAG

G
TTACAG

G
G
CCAAG

TG
CTACCTCATG

CCG
CCTTCCCCTTTACCCAG

CATG
A/G

20
19324306

0.82
20020963417

G
AAACTAAATG

TTCATTTAAAATATTG
AAATAG

ATTTTAAG
CG
TATTAG

AG
G
G
CAG

G
CTG

G
[A/G

]AG
AG
G
TCAG

CTCTCACAACCATG
CCCACTTCTAAAAAG

G
G
TTTTG

AACTG
TCTAG

G
TTATT

A/G
20

20963417
0.849

20022594060
TTAG

CCATTTCCCAG
G
CAG

TG
CTG

AAAATTTG
CCCTTATCTTCCCAG

AATTCCATTAG
ATT[T/C]TG

TG
CCTCCCAAAATG

AAATG
G
TG
TCTG

TG
G
CTG

AG
AAG

G
TAAAG

CG
TTAG

ATAAAAG
CTT

T/C
20

22594060
0.974

20025197576
G
CCTCAACCACAAG

G
CAATCCTCCTG

TG
TAG

CATCTG
AAAG

CCAG
AG
TTAAACAAG

TG
CCC[A/G

]TG
TCATCCATCTTG

G
G
AG
AAACCCTTTAAG

TG
CCCATCAATACAG

G
ACTG

G
CTAATTAACC

A/G
20

25197576
0.892

20026707550
TCCCAAAG

CTCACCTCAAG
TCACATG

CTTTCTTCAG
CAAG

G
CTG

CG
TTTCACAACCTTCCT[A/G

]CACAG
CTCTACCAACCCCACCAG

G
G
ACCG

AG
TG
CTCG

AATATCTG
AG
CCAG

TG
G
G
TATCAC

A/G
20

26707550
0.812

20028878254
G
G
ATG

ACCCTG
ACCATCTG

ATCTTCCTG
CCTCTG

CCTACTG
AG
G
ACCCTCAG

TTTACTCG
[T/C]G

CTG
AG
G
AATG

CAATCATG
G
CCCCTTG

CACCTTAG
CAG

G
TAG

TCTTCCAATCAG
CTG

CC
T/C

20
28878254

0.954
20031071864

ATG
ACTCACAACCATCTG

CAACTCAG
G
TTG

TG
TTTCAG

AG
G
ATCTCACCCCCTCCTCTG

AC[T/C]TCCG
AAG

G
CACCG

AATATACAAG
G
TG
TATACACAG

CATACACG
CAAAG

CACTCACCCACG
T

T/C
20

31071864
0.806

20032653341
AG
TTCCTG

TTG
AG
TTTCG

AAG
CCAG

TCAG
CAG

TAACTG
CCCATTCTATTCTACAAAG

TCTC[T/C]TCAACCTCCCTG
CCACTG

G
CCATCCCCCCATCG

G
CATACCTTG

G
G
CACAAAG

G
CTACG

G
AA

T/C
20

32653341
0.963

20034235827
CCTTAAAG

CCATG
AACTG

CCTCTTTTCACTG
G
AATCTG

CCCTG
G
G
G
AG
CCATG

G
ACAAG

G
[T/C]CTTTG

CCTATAG
AG
ATG

TTG
TCTAATCTCCCATAG

AAG
G
ACTCTCCACG

TTCCCACCAA
T/C

20
34235827

0.558
20035793807

CCTCTTG
TTAACTTACAG

TAAG
G
AATAAACTCCAACATG

AG
TTTG

G
G
AAG

AATAG
TTATA[A/G

]CTCTCAG
AG
TTG

TTCATTTTTCATATAACTACTG
G
ACACCG

ATCTG
CCG

CTG
G
AG
TTCC

A/G
20

35793807
0.808

20037370145
G
TG
G
ATATG

CCACCACTCCAG
G
TATTATACCTAAG

TG
CTG

G
AG
ATCTAAACTCAG

G
TTTA[T/C]ACACTG

TTCCCTG
G
TCAG

CTAG
ACACAG

ACTG
AG
CAG

CAG
CTG

ACTCCCAG
ACTCAG

CA
T/C

20
37370145

0.663
20040509529

TAATAAAG
TCTTCATCG

CCCACAG
CCATCATG

G
CCAAAG

G
G
TTACATG

TG
CTTCTCTTCTG

[A/G
]TCACACTATG

CATTG
TG
AACATTTG

TG
TTCTTCATTG

TTTG
CTTTATTTTCACTG

AAAACT
A/G

20
40509529

0.918
20042016047

G
AG
G
TACTAAATATACCACATTTG

AATTTTTATCG
CCTTG

TTTTAG
TCTTG

CCATAAATC[T/C]ATTCAG
TCTTTG

AAAAG
TTTCTTG

G
TTG

AATTACTTCTCTAG
TAACCTCTTTTCCTCTT

T/C
20

42016047
0.916

20043563914
TG
G
TTG

G
G
TTTTAG

CACCCAG
ATACTG

G
AAG

G
AG
G
G
AAG

TG
G
G
AG
TATTG

ACACCCTTG
AG
[A/G

]G
TCTCTCTTAACTG

G
CAG

TG
ACCTTG

G
AG
G
G
CAG

AACAG
TTCTTACTG

G
G
AACCCTCCTCA

A/G
20

43563914
0.919

20045068619
TG
CTG

TG
G
TG
AAATCAAATCATCCG

ATACATG
AAACATAG

TTACAATAG
CG
CTTG

G
TACA[T/C]AG

TAG
ACACCTG

G
TCAACAAG

AG
CTACTG

TAG
CATTG

TCCTTAACCG
G
CG
CATG

CG
CG
A

T/C
20

45068619
0.915

20046634456
TCACTG

G
G
G
AG
TTG

CCACCACAAAG
CAACCTCACACACCCAAAACCG

G
AAAAG

CG
TTTCC[A/G

]G
G
AACG

CTCCAAG
AG
CAACACACCG

AG
CG
CCTTTCTG

G
AG
CAG

TAAG
AACAG

AG
TCG

CC
A/G

20
46634456

0.761
20048250172

TCTCTCTACAACTTTCTG
TAAAACTG

TACATTCCG
AG
ACG

G
ACACG

G
TTAATTAG

AAAAC[T/C]G
AG
ACTAG

G
ACAACAATCTCCCATG

CATG
G
G
G
TG
G
AAAG

AAATG
AAG

ATG
G
CACAACTC

T/C
20

48250172
0.904

20049799754
TTCTTACCATAG

AATCATAATG
TG
G
G
CATTAATATAATTCTTATAAATG

G
AG
AAATTCAG

A[T/C]TTAG
G
TG
TATG

AAAG
ATG

G
G
TATTAAATAATTTG

TTCATG
AACATG

G
AG
AAAATTG

ATATG
T/C

20
49799754

0.686
20051345604

CTTTG
G
ACAG

TAG
G
ATAG

AAG
G
G
AG
G
TCAAAG

AG
TTTG

AG
AACCTTTATTAAAACTAG

G
AT[T/G

]TTAAAAATCTAAG
CATACAG

AAG
CATTTTTTTG

ACATACTG
G
TACCAG

TTCCTTTATATAT
T/G

20
51345604

0.525
20052872439

AG
AATTATAG

CAAACG
TTATAATG

AAG
TCTCTAAG

CAG
TTTCTAAG

AAACAG
CAG

ATATCC[A/G
]CACAG

ACTAG
AATACCCAG

AAAATTTTTCAATAACTTTAG
ATG

G
AG
AAAAG

AAAATATTCA
A/G

20
52872439

0.689
20054465630

TCTCTG
G
CATG

G
ATTCTCTTTG

CTG
G
TCTTTG

TTG
G
G
CTTCACTG

ATG
ATG

CTTTG
G
AATT[C/G

]ATTCAACTTTCTTTCTTCTCTG
G
TATTCATTTG

TCCTAACTTTG
TAG

AG
AAAAATG

CACCA
C/G

20
54465630

0.967

Supplem
entary table 6. SNPs (n=894) selected for linkage analysis.



M
arker Nam

e
Sequence

Nucleotide_Variant
Chrom

osom
e

Rn34_1146593376
CTATGCAGTAAGAAAAAAAGAAAGAAGAAAATCCTATTTTTGTCGAAGGGGACTTTGAGAT[A/G]GAAGGTGTTCTTTTCAACTGTATCAAAGCCAGCACAATGTTTTAAGATGCTAAGACAAAAA

A/G
1

Rn34_1148739042
CTGAGACCCAAGAAGCTAGTTGAGTTGAAAATTCTCCATTGCCTTGAAGAACAGTACTAAA[A/G]TATCTTCAGCTTTTCTAATGCTTTAGCCTGTGTTTTACTATATCTGCTTCTGAAAAACTGT

A/G
1

Rn34_1173205180
CCCATTGCTCATTAGAGGACATATTTGTATTAGATGAGGCTGGGTGGGGGCCTTGCTTGT[A/C]CTCCCACTACCTAAACCAGTAAGGAAGCTCAGGAGTCAAAGGAAGTAGCTGAGGCTGCC

A/C
1

Rn34_1211246657
TGAAAGGATTTACAAGCAAGAGGCTGGTGAGACTCTGCAATACCAGGCGTCTACCGTAAGA[A/G]GGAGCTGCGGGAGGCTTTTCGATTCAACAGGGACAATTAAACTTTGTTGGTTTGGAACTGC

A/G
1

Supplem
entary table 7. SN

Ps w
ithin the Q

TL region, selected for Taqm
an genotyping.


