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Sequences for structures from different addressable rows of U-SSTs are 
given in work sheets named U-SSTs-24H, -12H, -6H, etc.  

Sequences for structures from different addressable rows of U2-SSTs are 
given in work sheets named U2-SSTs-12H, -8H, -6H, etc.  

A similar denotation is adapted from the previous study1 and applicable 
for all the structures. The location of a strand denotes the row and column 
numbers in the structure. For example, a location named x-y indicates 
that it is in row x and column y.  

For gold nanoparticle decoration, two strands with 3’ thiol modification 
are named U-SSTs-2H-100Column-100 and U-SSTs-2H-100Column-101 
respectively in the work sheet U-SSTs-2Hx100C. 
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U-SSTs-24H
Seq_ID Location Sequence
U-SSTs-24H-1 1-1 TGGGCCTCGTGATGACACCGCCGATCCGCTGGGCTTGTCACC
U-SSTs-24H-2 1-2 AGTTATGCGGGCTTAATGACAGGTCTAAACTTGCCAATTTCA
U-SSTs-24H-3 1-3 GGCCTGACCGCCCTACGTTTGGGGAGGTCATTCCTTCATCCC
U-SSTs-24H-4 1-4 TGCTCGAGGTCACCTTCTCAATTGACCACGATCGGCAGAGTC
U-SSTs-24H-5 1-5 CTGATTCCTCCAAGCGAATAACCATCTGGCCAATCTAGCCAA
U-SSTs-24H-6 1-6 CGACTCTAACTACATCTCAGATAGGTAGAGAAAGGGCTCAGA
U-SSTs-24H-7 1-7 GACCCGCTCCCCCAGAGTCGTTAACATGATACCATGGGGTCC
U-SSTs-24H-8 1-8 TCAAAAATTCTATCTACAATGGATGGAGCAGCCCGGCCAGCC
U-SSTs-24H-9 1-9 TCAAGCATAGACTGAAGCCCTTCCTGTCGGCGCCGGTGCGCA
U-SSTs-24H-10 1-10 CATGACCAAGAAGAGCCCAGTCACACACAGTGCCCATTTACC
U-SSTs-24H-11 1-11 TGGGCGGTGCTTGTCTATGCATACGGCCCGATGGTTAGAGAT
U-SSTs-24H-12 1-12 TTTATTGCTCCTCACGACACAATTAAATCGGTTCATCGTTAA
U-SSTs-24H-13 1-13 CGCCTTGGGAAACATCAGGGATCAGTGAAAAGCACAAAATCC
U-SSTs-24H-14 1-14 GGATTTGGAGTACTTCTTCAGTACGGTTTTCGCCAGTAACTA
U-SSTs-24H-15 2-1 TTTTTTTTTTGCACATAGCATCACGAGGCCCATTTTTTTTTT
U-SSTs-24H-16 2-2 TTCAAAGACCATTTCGTGTGACCCGCATAACTGCGGTGTCAT
U-SSTs-24H-17 2-3 GCCACCACTCTGAACTCGTATGCGGTCAGGCCTGTCATTAAG
U-SSTs-24H-18 2-4 GGACTCGTGTCAAAACTCGAGGACCTCGAGCACAAACGTAGG
U-SSTs-24H-19 2-5 TAAGTCGCGTCTGACAGACACGGAGGAATCAGTTGAGAAGGT
U-SSTs-24H-20 2-6 TGATCATCGGTAACACGAACTAGTTAGAGTCGTTATTCGCTT
U-SSTs-24H-21 2-7 GTATCTAGACGTCCGCAACCAGGGAGCGGGTCTCTGAGATGT
U-SSTs-24H-22 2-8 CGGAGGTAGCGCTACTATCAGAGAATTTTTGAACGACTCTGG
U-SSTs-24H-23 2-9 TCGTTCTGTGCCGCACGTTGTTCTATGCTTGACATTGTAGAT
U-SSTs-24H-24 2-10 CCGCTAATGTTGAGACTGCTCTCTTGGTCATGAGGGCTTCAG
U-SSTs-24H-25 2-11 AAAGGATGGGGATAAGCCAGAAGCACCGCCCAACTGGGCTCT
U-SSTs-24H-26 2-12 CGACCCATTCCGCGGTCGCGCGGAGCAATAAATGCATAGACA
U-SSTs-24H-27 2-13 CAGGCTCCTAGGTCCGCTTCTTTCCCAAGGCGTGTGTCGTGA
U-SSTs-24H-28 2-14 TCCGAAAGTGGAATGGGTAGAACTCCAAATCCTCCCTGATGT
U-SSTs-24H-29 2-15 CATGGATATTTTTTTTTTTTTTTTTTTTTTTTCTGAAGAAGT
U-SSTs-24H-30 3-1 TAGGCTTCTCGACCTCAGCCTGGTCTTTGAAATGCTATGTGC
U-SSTs-24H-31 3-2 CCCTTTGGTGAAGTCTCACCTGAGTGGTGGCTCACACGAAAT
U-SSTs-24H-32 3-3 CAGTAAATTTAGGCCTAATGTACACGAGTCCATACGAGTTCA
U-SSTs-24H-33 3-4 ATGTCGCGACACAAAAGACCGACGCGACTTACTCGAGTTTTG
U-SSTs-24H-34 3-5 AGGGGGTATGGCGCACTTGTGCCGATGATCAGTGTCTGTCAG
U-SSTs-24H-35 3-6 CAAAGAACTACGCCCTAAGCAGTCTAGATACAGTTCGTGTTA
U-SSTs-24H-36 3-7 AAGGATTGAAACAGCACCAGTGCTACCTCCGTGGTTGCGGAC
U-SSTs-24H-37 3-8 CGCGGTCCGCCGCATCCAAACCACAGAACGACTGATAGTAGC
U-SSTs-24H-38 3-9 AAATATATTTTAAGTGGTAGGACATTAGCGGACAACGTGCGG
U-SSTs-24H-39 3-10 AAACCCAGGAATACTGCACACCCCATCCTTTGAGCAGTCTCA
U-SSTs-24H-40 3-11 ACCATCGCTAAGGGGATCGCCGAATGGGTCGTCTGGCTTATC
U-SSTs-24H-41 3-12 TCCATCGAAAATATCCTAATCTAGGAGCCTGGCGCGACCGCG
U-SSTs-24H-42 3-13 CGTCCCGAACAGAATACAAATCACTTTCGGAAGAAGCGGACC
U-SSTs-24H-43 3-14 CTCCCCTTCCAGTGCGCGATGAATATCCATGTCTACCCATTC
U-SSTs-24H-44 4-1 TTTTTTTTTTGGCCGATTAGCCGAGAAGCCTATTTTTTTTTT
U-SSTs-24H-45 4-2 TCCCCTTCCACCCGACGTGCCTCACCAAAGGGAGGCTGAGGT
U-SSTs-24H-46 4-3 ACCTTGGTGGAAGGCGGCGTATAAATTTACTGAGGTGAGACT



Seq_ID Location Sequence
U-SSTs-24H-47 4-4 CGGGAACTAGCGTGACCCTTTTGTCGCGACATACATTAGGCC
U-SSTs-24H-48 4-5 GATAGGGCAATGAGCTGGGAACCATACCCCCTCGGTCTTTTG
U-SSTs-24H-49 4-6 ATCCTATACTTACGCCAATGAGTAGTTCTTTGCACAAGTGCG
U-SSTs-24H-50 4-7 GCTGGCAATGGGGATTGCCAATTTCAATCCTTTGCTTAGGGC
U-SSTs-24H-51 4-8 GACCTTATATAGATTAACCGGGGCGGACCGCGACTGGTGCTG
U-SSTs-24H-52 4-9 CTCATAATTTTCAAGCCCAAGAAAATATATTTGTTTGGATGC
U-SSTs-24H-53 4-10 CAGGCAGTACAAATCGGGGCATTCCTGGGTTTCCTACCACTT
U-SSTs-24H-54 4-11 AGAATAAATTGATATGACTCGTTAGCGATGGTGTGTGCAGTA
U-SSTs-24H-55 4-12 GTTAATGCACTGTAGATTTTTTTTTCGATGGAGGCGATCCCC
U-SSTs-24H-56 4-13 CGTGCAGAATGCGCCTCCCCCTGTTCGGGACGGATTAGGATA
U-SSTs-24H-57 4-14 GCTGGGGGTTGCAGAGGGCCCTGGAAGGGGAGATTTGTATTC
U-SSTs-24H-58 4-15 GAGTAAACTATTTTTTTTTTTTTTTTTTTTTTCATCGCGCAC
U-SSTs-24H-59 5-1 TTATCGTTGAGGATACCTCTTTGGAAGGGGAGCTAATCGGCC
U-SSTs-24H-60 5-2 ATTCCGGCCGCAGCCGTACAGCCACCAAGGTGGCACGTCGGG
U-SSTs-24H-61 5-3 CAAGCCCAGCGGTAAGACAACCTAGTTCCCGTACGCCGCCTT
U-SSTs-24H-62 5-4 CCTACCCTATTTTTTAGACTATTGCCCTATCAAAGGGTCACG
U-SSTs-24H-63 5-5 TCGGCGCGCGACCTCGAGTCAAGTATAGGATTTCCCAGCTCA
U-SSTs-24H-64 5-6 AGAACTCTGGCCCAAACAGTACATTGCCAGCTCATTGGCGTA
U-SSTs-24H-65 5-7 TCTATCAGTCTTCCGCGATCCATATAAGGTCTTGGCAATCCC
U-SSTs-24H-66 5-8 ATAGGACAGCATCAGTCTCCTAAATTATGAGCCGGTTAATCT
U-SSTs-24H-67 5-9 ACTAGTGCGGGCTTGCCGCAGGTACTGCCTGCTTGGGCTTGA
U-SSTs-24H-68 5-10 ATCGCGATGAAGTCCCCCGATAATTTATTCTTGCCCCGATTT
U-SSTs-24H-69 5-11 ACTTGGCCATATTAAACGCTTGTGCATTAACCGAGTCATATC
U-SSTs-24H-70 5-12 CACACGTCGGGCACGAGGAGTATTCTGCACGAAAAATCTACA
U-SSTs-24H-71 5-13 CTGCAGGACATTGCCGGCCGGAACCCCCAGCGGGGGAGGCGC
U-SSTs-24H-72 5-14 GCGTCGTGGTGGGAAGTATTGTAGTTTACTCGGGCCCTCTGC
U-SSTs-24H-73 6-1 TTTTTTTTTTTATAGTACACCCTCAACGATAATTTTTTTTTT
U-SSTs-24H-74 6-2 TTTAGGTTTCCTGTTGTCGACGCGGCCGGAATAAGAGGTATC
U-SSTs-24H-75 6-3 CTAGTCTCGAAATCTGGCGGACGCTGGGCTTGCTGTACGGCT
U-SSTs-24H-76 6-4 TTGGGTAGTTACGGATAATGGAATAGGGTAGGGTTGTCTTAC
U-SSTs-24H-77 6-5 ACACGGCCGCGAGAATACGCCTCGCGCGCCGATAGTCTAAAA
U-SSTs-24H-78 6-6 GAACTCTTACTGGGAATCAACGCCAGAGTTCTTGACTCGAGG
U-SSTs-24H-79 6-7 TGACATCTGGTGTTCGGAAGCAGACTGATAGATACTGTTTGG
U-SSTs-24H-80 6-8 TCGGGATGGTTTCCATTCTCATGCTGTCCTATGGATCGCGGA
U-SSTs-24H-81 6-9 CTATTAGTTTTGAGTGACCGTCCCGCACTAGTAGGAGACTGA
U-SSTs-24H-82 6-10 CTTCCGCCGTTCTCGCAGTGCTTCATCGCGATCTGCGGCAAG
U-SSTs-24H-83 6-11 TTAGCAGGTATCTCCTACCTTTATGGCCAAGTATCGGGGGAC
U-SSTs-24H-84 6-12 GGACGGATGGTTAGGTACTGGCCCGACGTGTGAAGCGTTTAA
U-SSTs-24H-85 6-13 CGAGCGATCTAGAGAATGATCATGTCCTGCAGACTCCTCGTG
U-SSTs-24H-86 6-14 AGTGACGGTGAATTTATTGCTCACCACGACGCCCGGCCGGCA
U-SSTs-24H-87 6-15 ACCCGAGAGCTTTTTTTTTTTTTTTTTTTTTTCAATACTTCC
U-SSTs-24H-88 7-1 GCAGTGTATGGACGCTGGAAGGAAACCTAAAGGTGTACTATA
U-SSTs-24H-89 7-2 ACCTTAACTGTAAGTAATATGTCGAGACTAGGTCGACAACAG
U-SSTs-24H-90 7-3 ATATCTTACCGGACGACGCTAAACTACCCAATCCGCCAGATT
U-SSTs-24H-91 7-4 CATCCTTTGCTCACTACAAGTGCGGCCGTGTCCATTATCCGT
U-SSTs-24H-92 7-5 ATCTGTTCTTCCCTCAAGGTTGTAAGAGTTCGGCGTATTCTC
U-SSTs-24H-93 7-6 CGTGGGATTACAGCCGGTTTGCCAGATGTCAGTTGATTCCCA



Seq_ID Location Sequence
U-SSTs-24H-94 7-7 ACCGTCCTCTCGACCTTCCCAACCATCCCGAGCTTCCGAACA
U-SSTs-24H-95 7-8 GTGGTACCTCCGCAGGTTGTCAAACTAATAGTGAGAATGGAA
U-SSTs-24H-96 7-9 AGTGATTGACTGAGTGGCCTCACGGCGGAAGACGGTCACTCA
U-SSTs-24H-97 7-10 CGTGCTAAAAATGCCTTGAGGTACCTGCTAAGCACTGCGAGA
U-SSTs-24H-98 7-11 TAAGTGGTTTAAAACGCCGTCCCATCCGTCCAAGGTAGGAGA
U-SSTs-24H-99 7-12 ACAATACTTAGTCGAATCAGAAGATCGCTCGCCAGTACCTAA
U-SSTs-24H-100 7-13 CATATGCCCAAACATTCTACCCACCGTCACTGATCATTCTCT
U-SSTs-24H-101 7-14 GCTGATCATAATCATCGTTCGGCTCTCGGGTAGCAATAAATT
U-SSTs-24H-102 8-1 TTTTTTTTTTGTGAGGTTAGTCCATACACTGCTTTTTTTTTT
U-SSTs-24H-103 8-2 GACAGGAAGGGCCTAACAGTCACAGTTAAGGTCTTCCAGCGT
U-SSTs-24H-104 8-3 TCGCGAGTAATCTACCTCCTACGGTAAGATATCATATTACTT
U-SSTs-24H-105 8-4 ACGAGCGGCCAGTGTACCTTTAGCAAAGGATGTAGCGTCGTC
U-SSTs-24H-106 8-5 CGGAGCTTTTGCCCTACATATGAAGAACAGATACTTGTAGTG
U-SSTs-24H-107 8-6 CGAGAAAATGGCCACGACACTGTAATCCCACGAACCTTGAGG
U-SSTs-24H-108 8-7 AGCAGTCACTCGCAGTATCGCGAGAGGACGGTCAAACCGGCT
U-SSTs-24H-109 8-8 GCGACCGAAATCCCCGGTGCTGGAGGTACCACTGGGAAGGTC
U-SSTs-24H-110 8-9 ACGCCTGCGCGGTCAGGGGTCAGTCAATCACTGACAACCTGC
U-SSTs-24H-111 8-10 TCGCGACTTTAGAAGGTATCGTTTTTAGCACGGAGGCCACTC
U-SSTs-24H-112 8-11 GAACGAAGATAGTGCTATGTTTAAACCACTTACCTCAAGGCA
U-SSTs-24H-113 8-12 GGCTCTCGCGGTACAGCCACTCTAAGTATTGTGACGGCGTTT
U-SSTs-24H-114 8-13 TGAATCTAAGGGGCCTGCGGGTTGGGCATATGTCTGATTCGA
U-SSTs-24H-115 8-14 CACGCGGGCATGGGTGTTTTATTATGATCAGCGGTAGAATGT
U-SSTs-24H-116 8-15 TTGGCGCGATTTTTTTTTTTTTTTTTTTTTTTCGAACGATGA
U-SSTs-24H-117 9-1 TCATTACAGGGTTTGTCTAATCCTTCCTGTCACTAACCTCAC
U-SSTs-24H-118 9-2 GATTACATGCCAGAAAATAGTTTACTCGCGAGACTGTTAGGC
U-SSTs-24H-119 9-3 AGGCTCTAACGCCGTCGTCCCGGCCGCTCGTTAGGAGGTAGA
U-SSTs-24H-120 9-4 GTTAACTGGCAATCTACTGACAAAAGCTCCGAAAGGTACACT
U-SSTs-24H-121 9-5 CGCATGTCGTCGCGGCCCATCCATTTTCTCGATATGTAGGGC
U-SSTs-24H-122 9-6 GGAACAAATTCACATACTCGCAGTGACTGCTAGTGTCGTGGC
U-SSTs-24H-123 9-7 ACCGCCGAGTCCAAGCCGTGCTTTCGGTCGCGCGATACTGCG
U-SSTs-24H-124 9-8 TCGATTTGTCAGCAGAACTCTGCGCAGGCGTAGCACCGGGGA
U-SSTs-24H-125 9-9 CGATCGCAAGACTTATCCGGCAAAGTCGCGAGACCCCTGACC
U-SSTs-24H-126 9-10 CGACAGTGACCAACGCCTCCCATCTTCGTTCCGATACCTTCT
U-SSTs-24H-127 9-11 ATTTTCCTGTAACACGCGCTGCGCGAGAGCCAACATAGCACT
U-SSTs-24H-128 9-12 GTCTCGATAAGATCAGGCCGTCTTAGATTCAAGTGGCTGTAC
U-SSTs-24H-129 9-13 GTGGCCAACACATCGTGAAATTGCCCGCGTGCCCGCAGGCCC
U-SSTs-24H-130 9-14 TTCGAGCTCGACAGTGAGCTAATCGCGCCAATAAAACACCCA
U-SSTs-24H-131 10-1 TTTTTTTTTTGCGCCATCGCGCCCTGTAATGATTTTTTTTTT
U-SSTs-24H-132 10-2 ATTCTCATTATGGGACGGGGGGGCATGTAATCATTAGACAAA
U-SSTs-24H-133 10-3 GCATGATGTACAGGAAGGGAGCGTTAGAGCCTACTATTTTCT
U-SSTs-24H-134 10-4 CGGAGAAGAGGAATATGTGCGTGCCAGTTAACGGGACGACGG
U-SSTs-24H-135 10-5 GAACAGTCTTTCCAAAGCGTCGACGACATGCGGTCAGTAGAT
U-SSTs-24H-136 10-6 GTCTAACGCAAGTAAGGTAATGAATTTGTTCCGATGGGCCGC
U-SSTs-24H-137 10-7 TTATAGCTATGGGGGAGAACAGACTCGGCGGTGCGAGTATGT
U-SSTs-24H-138 10-8 TCATTTGATTCTGCTTAGGTTTGACAAATCGAGCACGGCTTG
U-SSTs-24H-139 10-9 GTTGGGGCATCTTTCGTACGGTCTTGCGATCGAGAGTTCTGC
U-SSTs-24H-140 10-10 TGCGGACCTCTTACAAATCCCGGTCACTGTCGGCCGGATAAG



Seq_ID Location Sequence
U-SSTs-24H-141 10-11 GCGTCCTCTTTTCAGGGTCATTACAGGAAAATGGGAGGCGTT
U-SSTs-24H-142 10-12 AGACTCCTTATCCTCGCGAGTCTTATCGAGACCAGCGCGTGT
U-SSTs-24H-143 10-13 CAACCAAGGCGACGTGAGAGTGTGTTGGCCACACGGCCTGAT
U-SSTs-24H-144 10-14 TAAATAGTTTCCCGCGTGCAGTCGAGCTCGAAATTTCACGAT
U-SSTs-24H-145 10-15 CCAAAGCTCATTTTTTTTTTTTTTTTTTTTTTTAGCTCACTG
U-SSTs-24H-146 11-1 TTCATCTGAGCGTGCGATACTTAATGAGAATCGCGATGGCGC
U-SSTs-24H-147 11-2 TGGATTCATCGGATATTCCGCTACATCATGCCCCCCGTCCCA
U-SSTs-24H-148 11-3 TGCTTCCTGAAACGACCTTACCTCTTCTCCGCTCCCTTCCTG
U-SSTs-24H-149 11-4 GCAGGTATCTATCGTAGTCGGAAGACTGTTCCGCACATATTC
U-SSTs-24H-150 11-5 CGCTAACATGTACAAGCATTTTGCGTTAGACGACGCTTTGGA
U-SSTs-24H-151 11-6 ATCGCCGGCCGCCCGTTCGGCATAGCTATAAATTACCTTACT
U-SSTs-24H-152 11-7 TGATCGAGTGAAACTGGAGCCAATCAAATGATGTTCTCCCCC
U-SSTs-24H-153 11-8 CCTTTCCGTCAGCTTCAAATCATGCCCCAACAACCTAAGCAG
U-SSTs-24H-154 11-9 CTTGCGCTTTGGATTGATCGCGAGGTCCGCACCGTACGAAAG
U-SSTs-24H-155 11-10 ACACTATAGCTAGACGTGGGGAAGAGGACGCGGGATTTGTAA
U-SSTs-24H-156 11-11 GGACGAGGCCAAACCCCGGAATAAGGAGTCTATGACCCTGAA
U-SSTs-24H-157 11-12 CCCCACCATTGGGGCTACACTGCCTTGGTTGACTCGCGAGGA
U-SSTs-24H-158 11-13 TGAAGTTGGTTTCTTATCGAGAAACTATTTAACTCTCACGTC
U-SSTs-24H-159 11-14 GATCTTGGTTGTGTGTGTATCTGAGCTTTGGCTGCACGCGGG
U-SSTs-24H-160 12-1 TTTTTTTTTTGAGGTTCGAAGGCTCAGATGAATTTTTTTTTT
U-SSTs-24H-161 12-2 CATAATATGTTTCTCTCCGCTCGATGAATCCAAGTATCGCAC
U-SSTs-24H-162 12-3 TATGCGTCCGACCTCGTGGTTTTCAGGAAGCAGCGGAATATC
U-SSTs-24H-163 12-4 ATACTATGTTCCTGTGGGGACTAGATACCTGCGTAAGGTCGT
U-SSTs-24H-164 12-5 GAACCCTAATTCCTTAATACGACATGTTAGCGCCGACTACGA
U-SSTs-24H-165 12-6 ACAGTCGAGCGAGTGAGTGACCGGCCGGCGATAAATGCTTGT
U-SSTs-24H-166 12-7 TAGGCTGGCCGGTCAAGACCGTCACTCGATCAGCCGAACGGG
U-SSTs-24H-167 12-8 GAAACATGCATGAGGCCATCGTGACGGAAAGGGGCTCCAGTT
U-SSTs-24H-168 12-9 TATACCTCAATTTCTATAAACCAAAGCGCAAGGATTTGAAGC
U-SSTs-24H-169 12-10 ATAAAAAGAGCTCTTAAGTGAAGCTATAGTGTGCGATCAATC
U-SSTs-24H-170 12-11 TAGAATCTCATGGGCAACACCTGGCCTCGTCCCCCCACGTCT
U-SSTs-24H-171 12-12 AGTCAACAGCATTAGGGTATGCAATGGTGGGGTTCCGGGGTT
U-SSTs-24H-172 12-13 AACTTAATTGGACACTCATTGAACCAACTTCAAGTGTAGCCC
U-SSTs-24H-173 12-14 CGGGTCGTATTTCATGTATTCCAACCAAGATCCTCGATAAGA
U-SSTs-24H-174 12-15 TGTTGCCATATTTTTTTTTTTTTTTTTTTTTTGATACACACA
U-SSTs-24H-175 13-1 CGACCCTACTTTCCCGAGAACACATATTATGCTTCGAACCTC
U-SSTs-24H-176 13-2 CGGCTCCGCGCGCTTTAATGCCGGACGCATAAGCGGAGAGAA
U-SSTs-24H-177 13-3 TTAAATCCAAGCAGACTCCAAAACATAGTATAACCACGAGGT
U-SSTs-24H-178 13-4 ATTTCCCCACGTTAGAGTGACATTAGGGTTCGTCCCCACAGG
U-SSTs-24H-179 13-5 AAGAGAACCTCGATATAATACGCTCGACTGTCGTATTAAGGA
U-SSTs-24H-180 13-6 ACAGGCATTCGAAAAACGTGAGGCCAGCCTAGTCACTCACTC
U-SSTs-24H-181 13-7 CGTGCGTTTTATGCGAATCACTGCATGTTTCCGGTCTTGACC
U-SSTs-24H-182 13-8 ACTCATACCAAGGAACTATCATTGAGGTATACGATGGCCTCA
U-SSTs-24H-183 13-9 TACACCGGAACTTGATACTCTCTCTTTTTATGTTTATAGAAA
U-SSTs-24H-184 13-10 TACGGAGTGTTACTAACGCGCTGAGATTCTATCACTTAAGAG
U-SSTs-24H-185 13-11 AGATTTCCGACCTGGCTTATGGCTGTTGACTGGTGTTGCCCA
U-SSTs-24H-186 13-12 TTGAGACCCTGTCTAGTAGAACAATTAAGTTCATACCCTAAT
U-SSTs-24H-187 13-13 CCTCGTCTTGCGTGCCGCCAGATACGACCCGCAATGAGTGTC



Seq_ID Location Sequence
U-SSTs-24H-188 13-14 TATTACTTTCTCCTACCAGGTTATGGCAACAGAATACATGAA
U-SSTs-24H-189 14-1 TTTTTTTTTTGATCAAGGTCAAAGTAGGGTCGTTTTTTTTTT
U-SSTs-24H-190 14-2 GAGGAACTTGAGTTAGACTTTGCGCGGAGCCGGTTCTCGGGA
U-SSTs-24H-191 14-3 CCAGCAGGACTTTGCCATACCCTTGGATTTAAGCATTAAAGC
U-SSTs-24H-192 14-4 TAGTGCCAAGAAAACAATAGACGTGGGGAAATTTGGAGTCTG
U-SSTs-24H-193 14-5 AGGTGAATACTACCCCTATGTGAGGTTCTCTTGTCACTCTAA
U-SSTs-24H-194 14-6 TTGATTGAAGGAAGGAGTGTCCGAATGCCTGTGTATTATATC
U-SSTs-24H-195 14-7 GGCCAATCTGCACGAGCCCGGTAAAACGCACGTCACGTTTTT
U-SSTs-24H-196 14-8 GGCACCTTGCAGATAGTAGGTTTGGTATGAGTGTGATTCGCA
U-SSTs-24H-197 14-9 CGGACAGTTAGAATACCCAGAGTTCCGGTGTATGATAGTTCC
U-SSTs-24H-198 14-10 CCCGACTTGAGTGAGTCCCTCAACACTCCGTAAGAGTATCAA
U-SSTs-24H-199 14-11 TTGGTATAGCATCTAACCCGGGTCGGAAATCTGCGCGTTAGT
U-SSTs-24H-200 14-12 TCACGGAACCTCGCTATCACACAGGGTCTCAACATAAGCCAG
U-SSTs-24H-201 14-13 TCACCAATGGTGAGAAACAGCGCAAGACGAGGTTCTACTAGA
U-SSTs-24H-202 14-14 CGACCGGACCCTGTTCTCGCTAGAAAGTAATACTGGCGGCAC
U-SSTs-24H-203 14-15 TAGATGTTCTTTTTTTTTTTTTTTTTTTTTTTACCTGGTAGG
U-SSTs-24H-204 15-1 GAATGAACCCGGGGTTTTCATCAAGTTCCTCTGACCTTGATC
U-SSTs-24H-205 15-2 GAATTACGAGAGTCGACTGAGGTCCTGCTGGAAAGTCTAACT
U-SSTs-24H-206 15-3 CAGATTTCCGCTAATTCCTTCCTTGGCACTAGGTATGGCAAA
U-SSTs-24H-207 15-4 GTGTATGCCTCCGCGGTATGCGTATTCACCTTCTATTGTTTT
U-SSTs-24H-208 15-5 TAATCCGTAGTTTCCGCGAAACTTCAATCAAACATAGGGGTA
U-SSTs-24H-209 15-6 GATCGACGGTGAACCTTAGTGCAGATTGGCCGACACTCCTTC
U-SSTs-24H-210 15-7 CGGGGCCCCTCCCAACCGCGAGCAAGGTGCCCCGGGCTCGTG
U-SSTs-24H-211 15-8 CCATCTTCAGAATGGCTCTCTTAACTGTCCGACCTACTATCT
U-SSTs-24H-212 15-9 GAACCCTGTACACCTCTAGGTTCAAGTCGGGTCTGGGTATTC
U-SSTs-24H-213 15-10 AGTGTATCTCGAGTGTGATTCGCTATACCAAGAGGGACTCAC
U-SSTs-24H-214 15-11 ATTGGGCGTTTGATGCGTCTTGGTTCCGTGACCGGGTTAGAT
U-SSTs-24H-215 15-12 GAGCCTGTACGGTTTGCCCCGCCATTGGTGATGTGATAGCGA
U-SSTs-24H-216 15-13 GGACTTCCTCCTCTCGCTGGAGGTCCGGTCGGCTGTTTCTCA
U-SSTs-24H-217 15-14 AGGCATTACAATACGTATCGAAGAACATCTAAGCGAGAACAG
U-SSTs-24H-218 16-1 TTTTTTTTTTTGGCATGTACGCGGGTTCATTCTTTTTTTTTT
U-SSTs-24H-219 16-2 AGAACGGCCACTGTTGTATTCTCTCGTAATTCATGAAAACCC
U-SSTs-24H-220 16-3 TTCGGAGGCACTCGCTGATCCGCGGAAATCTGCTCAGTCGAC
U-SSTs-24H-221 16-4 GTATACTCAGGTCTAAGGCGCGAGGCATACACGAAGGAATTA
U-SSTs-24H-222 16-5 ACTGGGTATAGAGGTTGATGAACTACGGATTAGCATACCGCG
U-SSTs-24H-223 16-6 GAGCTATCCATGATTTACTTTCACCGTCGATCTTTCGCGGAA
U-SSTs-24H-224 16-7 TCTTTGTAATTCCATCGAACGGAGGGGCCCCGCACTAAGGTT
U-SSTs-24H-225 16-8 GTCTCAGGTGTTCGAACGCGTTCTGAAGATGGTCGCGGTTGG
U-SSTs-24H-226 16-9 TAGGACTGCATAGTCAATGGCGTACAGGGTTCAGAGAGCCAT
U-SSTs-24H-227 16-10 TGTGGTCAAAGAAGCTAAGGGCGAGATACACTACCTAGAGGT
U-SSTs-24H-228 16-11 CATGAGAAGGTGACATCTTGCAAACGCCCAATGAATCACACT
U-SSTs-24H-229 16-12 ACTGCATCTCGGTCATCTCTACGTACAGGCTCAAGACGCATC
U-SSTs-24H-230 16-13 TCCAGCGTGGTTGGACAGCGTGGAGGAAGTCCCGGGGCAAAC
U-SSTs-24H-231 16-14 CTCTCTCCCGCGGGGGGCTTGTTGTAATGCCTTCCAGCGAGA
U-SSTs-24H-232 16-15 AAGGTCACTATTTTTTTTTTTTTTTTTTTTTTTCGATACGTA
U-SSTs-24H-233 17-1 ACACCATATTAAAACCCCGGCTGGCCGTTCTCGTACATGCCA
U-SSTs-24H-234 17-2 CGATTTTCCTTATTAGGGGGATGCCTCCGAAGAATACAACAG



Seq_ID Location Sequence
U-SSTs-24H-235 17-3 GCGGTGTACCTATTTGAGTGTCTGAGTATACGGATCAGCGAG
U-SSTs-24H-236 17-4 CGAGTGTGTCGTCGGGCACGGTATACCCAGTGCGCCTTAGAC
U-SSTs-24H-237 17-5 CAATCCGGCACGGTCACGTAATGGATAGCTCTCATCAACCTC
U-SSTs-24H-238 17-6 TGCACATGAGATACGTATAACATTACAAAGAAAAGTAAATCA
U-SSTs-24H-239 17-7 AGCAGGCTGCCCATGCCGGTCCACCTGAGACCGTTCGATGGA
U-SSTs-24H-240 17-8 CCCGCGGTCAGAGATAATGTATGCAGTCCTAACGCGTTCGAA
U-SSTs-24H-241 17-9 GACATTAACTGTTCGTATGCATTTGACCACAGCCATTGACTA
U-SSTs-24H-242 17-10 GGTGAGACCGGGGTCCCAACACCTTCTCATGCCCTTAGCTTC
U-SSTs-24H-243 17-11 GATCTGAGCATAACCTAGCTAGAGATGCAGTGCAAGATGTCA
U-SSTs-24H-244 17-12 GTTACGACGGCGGCTACTAACCCACGCTGGATAGAGATGACC
U-SSTs-24H-245 17-13 GACAACAAATTTCTTTGACGTCGGGAGAGAGACGCTGTCCAA
U-SSTs-24H-246 17-14 AAGGCGGCTTTCCGACATGAATAGTGACCTTCAAGCCCCCCG
U-SSTs-24H-247 18-1 TTTTTTTTTTAGTCTATGCCCTAATATGGTGTTTTTTTTTTT
U-SSTs-24H-248 18-2 TCGGTCATCCTGTCATTGGCGAAGGAAAATCGGCCGGGGTTT
U-SSTs-24H-249 18-3 GGACACAGGGTTCCCGTGAGTAGGTACACCGCTCCCCCTAAT
U-SSTs-24H-250 18-4 CACAGTACTTTACCGTGATGACGACACACTCGACACTCAAAT
U-SSTs-24H-251 18-5 TCCCCATTCGGTACTAACGACGTGCCGGATTGCCGTGCCCGA
U-SSTs-24H-252 18-6 TCGGACTTTCATTTCAAAGAGTCTCATGTGCATTACGTGACC
U-SSTs-24H-253 18-7 ACCTTTTCCGAGAACGGAACTGGCAGCCTGCTGTTATACGTA
U-SSTs-24H-254 18-8 GTCAACAGACATAAATTTAGACTGACCGCGGGGACCGGCATG
U-SSTs-24H-255 18-9 TCATAGATGTTTAAAGATTAGCAGTTAATGTCTACATTATCT
U-SSTs-24H-256 18-10 TACACCGGGCAGCATCAATACCCGGTCTCACCTGCATACGAA
U-SSTs-24H-257 18-11 CAATGTGGGCAATTCTCGTGAATGCTCAGATCTGTTGGGACC
U-SSTs-24H-258 18-12 ACATTCGCTCCAGTGAATTATGCCGTCGTAACTAGCTAGGTT
U-SSTs-24H-259 18-13 TCCAAGCGACCGGATGTATAAAATTTGTTGTCGTTAGTAGCC
U-SSTs-24H-260 18-14 CTAGTTTTCTGGATACGAGAGAAAGCCGCCTTACGTCAAAGA
U-SSTs-24H-261 18-15 ATTCTAAGAATTTTTTTTTTTTTTTTTTTTTTTTCATGTCGG
U-SSTs-24H-262 19-1 AATTAACGCTACTTACCTACCGGATGACCGAGGGCATAGACT
U-SSTs-24H-263 19-2 ACGCACTCGACCACTAGCACCCCCTGTGTCCCGCCAATGACA
U-SSTs-24H-264 19-3 CCGCTGAGGATTGTGGACACCAAGTACTGTGACTCACGGGAA
U-SSTs-24H-265 19-4 GAAGACACTGGAGGCGCCGATCGAATGGGGATCATCACGGTA
U-SSTs-24H-266 19-5 GTGCCGTTAGGAAACGTAAAAGAAAGTCCGAGTCGTTAGTAC
U-SSTs-24H-267 19-6 GCACTGTAATATATCAATGCTCGGAAAAGGTCTCTTTGAAAT
U-SSTs-24H-268 19-7 TTCGAATCGGTGGGCTATCAAGTCTGTTGACAGTTCCGTTCT
U-SSTs-24H-269 19-8 TCTATCATATTAGATTAGCACACATCTATGATCTAAATTTAT
U-SSTs-24H-270 19-9 TCTGGAAATAACGGCAGTCCTGCCCGGTGTACTAATCTTTAA
U-SSTs-24H-271 19-10 CAAACGGATGGGTTCTCGACTGCCCACATTGGTATTGATGCT
U-SSTs-24H-272 19-11 CCACTACTAGTACATCAATGAGAGCGAATGTTCACGAGAATT
U-SSTs-24H-273 19-12 TACCAGTATGCCCGGGGTGTAGTCGCTTGGAATAATTCACTG
U-SSTs-24H-274 19-13 GGTTATTAGCTATTGGTTTAAAGAAAACTAGTTATACATCCG
U-SSTs-24H-275 19-14 GGGCGACGGCGTTGGTATAAATTCTTAGAATCTCTCGTATCC
U-SSTs-24H-276 20-1 TTTTTTTTTTTTTAAACATCATAGCGTTAATTTTTTTTTTTT
U-SSTs-24H-277 20-2 CAGCAAGAAAGACAAGAATGCGTCGAGTGCGTGGTAGGTAAG
U-SSTs-24H-278 20-3 TAAGGCCGCGGTTACTGACGAATCCTCAGCGGGGTGCTAGTG
U-SSTs-24H-279 20-4 CGGCTATTTTTAATTAAAGGTCCAGTGTCTTCGGTGTCCACA
U-SSTs-24H-280 20-5 GCGCCTGTTCGTACGTTCTTGCCTAACGGCACATCGGCGCCT
U-SSTs-24H-281 20-6 TAAGTAATGACCGTGAGATAATATTACAGTGCTTTTACGTTT



Seq_ID Location Sequence
U-SSTs-24H-282 20-7 GCTGACTCTCTGCGCCGGAATACCGATTCGAAAGCATTGATA
U-SSTs-24H-283 20-8 ACCTCTCCCTAGATTTCGGGCAATATGATAGATTGATAGCCC
U-SSTs-24H-284 20-9 TGTCATATCAGGGCACCATTATTATTTCCAGAGTGCTAATCT
U-SSTs-24H-285 20-10 CTTGAAAATTGGAACGGGTATCCATCCGTTTGAGGACTGCCG
U-SSTs-24H-286 20-11 CAGATGTCCGAGCACCCTAAAACTAGTAGTGGAGTCGAGAAC
U-SSTs-24H-287 20-12 AAAAACTTAAGCCTATGGGGAGCATACTGGTATCATTGATGT
U-SSTs-24H-288 20-13 ACCCGAATTTACCTAGTTGTTAGCTAATAACCTACACCCCGG
U-SSTs-24H-289 20-14 AGGTTGTATGGGGCCACATATCGCCGTCGCCCTTAAACCAAT
U-SSTs-24H-290 20-15 GTAAGTACCGTTTTTTTTTTTTTTTTTTTTTTTTTATACCAA
U-SSTs-24H-291 21-1 AAAGTCATTGCATGTCTTTCGTTTCTTGCTGTGATGTTTAAA
U-SSTs-24H-292 21-2 CCTTCTGATTAAGCAGCACATCGCGGCCTTAGCATTCTTGTC
U-SSTs-24H-293 21-3 AAAAGCGGCAGTGCACCTATCAAAATAGCCGTCGTCAGTAAC
U-SSTs-24H-294 21-4 ACCTCAGACCTATTTTGCCTTGAACAGGCGCACCTTTAATTA
U-SSTs-24H-295 21-5 CAACACTTAGTCGTTAAAAGCTCATTACTTACAAGAACGTAC
U-SSTs-24H-296 21-6 CTCAATAGTTCTTTCGGTTCGGAGAGTCAGCTTATCTCACGG
U-SSTs-24H-297 21-7 ACATCAATGTATCGCCCGGCGAGGGAGAGGTATTCCGGCGCA
U-SSTs-24H-298 21-8 CTGCGAAGGTGTCCATACTAATGATATGACAGCCCGAAATCT
U-SSTs-24H-299 21-9 CCCTATGGCTAAACCTAGGGGAATTTTCAAGTAATGGTGCCC
U-SSTs-24H-300 21-10 TATAAACACATCGAATGTCCCCGGACATCTGATACCCGTTCC
U-SSTs-24H-301 21-11 TACGTTTAAAGCTGTTGCCTCTTAAGTTTTTTTTAGGGTGCT
U-SSTs-24H-302 21-12 CGCCAGGCATTGCGTGGTCACAAATTCGGGTTCCCCATAGGC
U-SSTs-24H-303 21-13 GCATTGCTTATTTCCAAGGGACATACAACCTAACAACTAGGT
U-SSTs-24H-304 21-14 CCACGGCTCACGTTCCAAGCTCGGTACTTACATATGTGGCCC
U-SSTs-24H-305 22-1 TTTTTTTTTTAGGTTTCCACAGCAATGACTTTTTTTTTTTTT
U-SSTs-24H-306 22-2 ATACTGTTCCCCAGACCAACCTAATCAGAAGGCGAAAGACAT
U-SSTs-24H-307 22-3 GAGGTATTCTACCCTACGGTCCTGCCGCTTTTATGTGCTGCT
U-SSTs-24H-308 22-4 AGTATTCAAGTTGCTTAACGAAGGTCTGAGGTGATAGGTGCA
U-SSTs-24H-309 22-5 ATCGACTACCGATGGCCACGAACTAAGTGTTGAAGGCAAAAT
U-SSTs-24H-310 22-6 GCATATGTGACACGGGCACTCGAACTATTGAGGCTTTTAACG
U-SSTs-24H-311 22-7 TCGCCTATTTTCGATGGTCTGTACATTGATGTCGAACCGAAA
U-SSTs-24H-312 22-8 CCCAAGCTAGCTGCGGGTGTACACCTTCGCAGCGCCGGGCGA
U-SSTs-24H-313 22-9 GACCAATCGCTAGCGTTTATATAGCCATAGGGTTAGTATGGA
U-SSTs-24H-314 22-10 CGATTTTACACGGCCTGAATTATGTGTTTATACCCCTAGGTT
U-SSTs-24H-315 22-11 TCCATGGGGGACTATGGAATGCTTTAAACGTAGGGACATTCG
U-SSTs-24H-316 22-12 ACATTAGTTAAACCGACATCAAATGCCTGGCGGAGGCAACAG
U-SSTs-24H-317 22-13 ACACCAGTGCGCAGTCGGTCCATAAGCAATGCGTGACCACGC
U-SSTs-24H-318 22-14 TATGTCAAGGAATAAACATCGGTGAGCCGTGGTCCCTTGGAA
U-SSTs-24H-319 22-15 CGATGCTCGTTTTTTTTTTTTTTTTTTTTTTTAGCTTGGAAC
U-SSTs-24H-320 23-1 GTATCAATGCAGACAGTCTAAGGAACAGTATTGTGGAAACCT
U-SSTs-24H-321 23-2 CTTGGAGGTGAGACGTTTTTTAGAATACCTCGGTTGGTCTGG
U-SSTs-24H-322 23-3 GCCGATCCTTTCAGCTACCACCTTGAATACTGACCGTAGGGT
U-SSTs-24H-323 23-4 TCTTTACTGGCGCCACTGAGGGGTAGTCGATTCGTTAAGCAA
U-SSTs-24H-324 23-5 ATAATGTGCTTCGCCTGAAAATCACATATGCTCGTGGCCATC
U-SSTs-24H-325 23-6 CATCATCAATAACCACGCTTTAAATAGGCGAGAGTGCCCGTG
U-SSTs-24H-326 23-7 TCAATCGACGCTGGGGCAGGGCTAGCTTGGGCAGACCATCGA
U-SSTs-24H-327 23-8 GTACATTCATGGGATCTGGCCGCGATTGGTCTACACCCGCAG
U-SSTs-24H-328 23-9 TGGTCCGCACCTGTAGCGCCCTGTAAAATCGTATAAACGCTA



Seq_ID Location Sequence
U-SSTs-24H-329 23-10 TCTCACCCACTGATATCCGGACCCCCATGGAAATTCAGGCCG
U-SSTs-24H-330 23-11 GCTAGTCCACTAAATACAGGGTAACTAATGTCATTCCATAGT
U-SSTs-24H-331 23-12 GAAGATCCCTTACGCCGTGCCGCACTGGTGTTGATGTCGGTT
U-SSTs-24H-332 23-13 TTCAATTCAACGGTGGATGGTCCTTGACATAGGACCGACTGC
U-SSTs-24H-333 23-14 ACACCATGCAGGATAGGATGCACGAGCATCGCGATGTTTATT
U-SSTs-24H-334 24-1 TTTTTTTTTTGGTGACAAGCCTGCATTGATACTTTTTTTTTT
U-SSTs-24H-335 24-2 CAGCGGATCGTGAAATTGGCATCACCTCCAAGTTAGACTGTC
U-SSTs-24H-336 24-3 AGTTTAGACCGGGATGAAGGAAAAGGATCGGCAAAAAACGTC
U-SSTs-24H-337 24-4 ATGACCTCCCGACTCTGCCGAGCCAGTAAAGAGTGGTAGCTG
U-SSTs-24H-338 24-5 TCGTGGTCAATTGGCTAGATTAAGCACATTATCCTCAGTGGC
U-SSTs-24H-339 24-6 GGCCAGATGGTCTGAGCCCTTTATTGATGATGTTTTCAGGCG
U-SSTs-24H-340 24-7 TCTCTACCTAGGACCCCATGGGCGTCGATTGAAAAGCGTGGT
U-SSTs-24H-341 24-8 TATCATGTTAGGCTGGCCGGGCATGAATGTACCCCTGCCCCA
U-SSTs-24H-342 24-9 CTGCTCCATCTGCGCACCGGCGGTGCGGACCAGGCCAGATCC
U-SSTs-24H-343 24-10 GCCGACAGGAGGTAAATGGGCAGTGGGTGAGAGGGCGCTACA
U-SSTs-24H-344 24-11 ACTGTGTGTGATCTCTAACCAAGTGGACTAGCTCCGGATATC
U-SSTs-24H-345 24-12 TCGGGCCGTATTAACGATGAAAAGGGATCTTCCCCTGTATTT
U-SSTs-24H-346 24-13 CCGATTTAATGGATTTTGTGCGTTGAATTGAAGGCACGGCGT
U-SSTs-24H-347 24-14 TTTTCACTGATAGTTACTGGCCTGCATGGTGTACCATCCACC
U-SSTs-24H-348 24-15 GAAAACCGTATTTTTTTTTTTTTTTTTTTTTTGCATCCTATC



U-SSTs-12H
Seq_ID Location Sequence
U-SSTs-12H-1 1-1 TGGGCCTCGTGATGACACCGCACATATTATGCTTCGAACCTC
U-SSTs-12H-2 1-2 AGTTATGCGGGCTTAATGACACGGACGCATAAGCGGAGAGAA
U-SSTs-12H-3 1-3 GGCCTGACCGCCCTACGTTTGAACATAGTATAACCACGAGGT
U-SSTs-12H-4 1-4 TGCTCGAGGTCACCTTCTCAAATTAGGGTTCGTCCCCACAGG
U-SSTs-12H-5 1-5 CTGATTCCTCCAAGCGAATAAGCTCGACTGTCGTATTAAGGA
U-SSTs-12H-6 1-6 CGACTCTAACTACATCTCAGAGGCCAGCCTAGTCACTCACTC
U-SSTs-12H-7 1-7 GACCCGCTCCCCCAGAGTCGTTGCATGTTTCCGGTCTTGACC
U-SSTs-12H-8 1-8 TCAAAAATTCTATCTACAATGTTGAGGTATACGATGGCCTCA
U-SSTs-12H-9 1-9 TCAAGCATAGACTGAAGCCCTCTCTTTTTATGTTTATAGAAA
U-SSTs-12H-10 1-10 CATGACCAAGAAGAGCCCAGTTGAGATTCTATCACTTAAGAG
U-SSTs-12H-11 1-11 TGGGCGGTGCTTGTCTATGCAGCTGTTGACTGGTGTTGCCCA
U-SSTs-12H-12 1-12 TTTATTGCTCCTCACGACACACAATTAAGTTCATACCCTAAT
U-SSTs-12H-13 1-13 CGCCTTGGGAAACATCAGGGAATACGACCCGCAATGAGTGTC
U-SSTs-12H-14 1-14 GGATTTGGAGTACTTCTTCAGTATGGCAACAGAATACATGAA
U-SSTs-12H-15 2-1 TTTTTTTTTTGCACATAGCATCACGAGGCCCATTTTTTTTTT
U-SSTs-12H-16 2-2 TTCAAAGACCATTTCGTGTGACCCGCATAACTGCGGTGTCAT
U-SSTs-12H-17 2-3 GCCACCACTCTGAACTCGTATGCGGTCAGGCCTGTCATTAAG
U-SSTs-12H-18 2-4 GGACTCGTGTCAAAACTCGAGGACCTCGAGCACAAACGTAGG
U-SSTs-12H-19 2-5 TAAGTCGCGTCTGACAGACACGGAGGAATCAGTTGAGAAGGT
U-SSTs-12H-20 2-6 TGATCATCGGTAACACGAACTAGTTAGAGTCGTTATTCGCTT
U-SSTs-12H-21 2-7 GTATCTAGACGTCCGCAACCAGGGAGCGGGTCTCTGAGATGT
U-SSTs-12H-22 2-8 CGGAGGTAGCGCTACTATCAGAGAATTTTTGAACGACTCTGG
U-SSTs-12H-23 2-9 TCGTTCTGTGCCGCACGTTGTTCTATGCTTGACATTGTAGAT
U-SSTs-12H-24 2-10 CCGCTAATGTTGAGACTGCTCTCTTGGTCATGAGGGCTTCAG
U-SSTs-12H-25 2-11 AAAGGATGGGGATAAGCCAGAAGCACCGCCCAACTGGGCTCT
U-SSTs-12H-26 2-12 CGACCCATTCCGCGGTCGCGCGGAGCAATAAATGCATAGACA
U-SSTs-12H-27 2-13 CAGGCTCCTAGGTCCGCTTCTTTCCCAAGGCGTGTGTCGTGA
U-SSTs-12H-28 2-14 TCCGAAAGTGGAATGGGTAGAACTCCAAATCCTCCCTGATGT
U-SSTs-12H-29 2-15 CATGGATATTTTTTTTTTTTTTTTTTTTTTTTCTGAAGAAGT
U-SSTs-12H-30 3-1 TAGGCTTCTCGACCTCAGCCTGGTCTTTGAAATGCTATGTGC
U-SSTs-12H-31 3-2 CCCTTTGGTGAAGTCTCACCTGAGTGGTGGCTCACACGAAAT
U-SSTs-12H-32 3-3 CAGTAAATTTAGGCCTAATGTACACGAGTCCATACGAGTTCA
U-SSTs-12H-33 3-4 ATGTCGCGACACAAAAGACCGACGCGACTTACTCGAGTTTTG
U-SSTs-12H-34 3-5 AGGGGGTATGGCGCACTTGTGCCGATGATCAGTGTCTGTCAG
U-SSTs-12H-35 3-6 CAAAGAACTACGCCCTAAGCAGTCTAGATACAGTTCGTGTTA
U-SSTs-12H-36 3-7 AAGGATTGAAACAGCACCAGTGCTACCTCCGTGGTTGCGGAC
U-SSTs-12H-37 3-8 CGCGGTCCGCCGCATCCAAACCACAGAACGACTGATAGTAGC
U-SSTs-12H-38 3-9 AAATATATTTTAAGTGGTAGGACATTAGCGGACAACGTGCGG
U-SSTs-12H-39 3-10 AAACCCAGGAATACTGCACACCCCATCCTTTGAGCAGTCTCA
U-SSTs-12H-40 3-11 ACCATCGCTAAGGGGATCGCCGAATGGGTCGTCTGGCTTATC
U-SSTs-12H-41 3-12 TCCATCGAAAATATCCTAATCTAGGAGCCTGGCGCGACCGCG
U-SSTs-12H-42 3-13 CGTCCCGAACAGAATACAAATCACTTTCGGAAGAAGCGGACC
U-SSTs-12H-43 3-14 CTCCCCTTCCAGTGCGCGATGAATATCCATGTCTACCCATTC
U-SSTs-12H-44 4-1 TTTTTTTTTTGGCCGATTAGCCGAGAAGCCTATTTTTTTTTT
U-SSTs-12H-45 4-2 TCCCCTTCCACCCGACGTGCCTCACCAAAGGGAGGCTGAGGT
U-SSTs-12H-46 4-3 ACCTTGGTGGAAGGCGGCGTATAAATTTACTGAGGTGAGACT



Seq_ID Location Sequence
U-SSTs-12H-47 4-4 CGGGAACTAGCGTGACCCTTTTGTCGCGACATACATTAGGCC
U-SSTs-12H-48 4-5 GATAGGGCAATGAGCTGGGAACCATACCCCCTCGGTCTTTTG
U-SSTs-12H-49 4-6 ATCCTATACTTACGCCAATGAGTAGTTCTTTGCACAAGTGCG
U-SSTs-12H-50 4-7 GCTGGCAATGGGGATTGCCAATTTCAATCCTTTGCTTAGGGC
U-SSTs-12H-51 4-8 GACCTTATATAGATTAACCGGGGCGGACCGCGACTGGTGCTG
U-SSTs-12H-52 4-9 CTCATAATTTTCAAGCCCAAGAAAATATATTTGTTTGGATGC
U-SSTs-12H-53 4-10 CAGGCAGTACAAATCGGGGCATTCCTGGGTTTCCTACCACTT
U-SSTs-12H-54 4-11 AGAATAAATTGATATGACTCGTTAGCGATGGTGTGTGCAGTA
U-SSTs-12H-55 4-12 GTTAATGCACTGTAGATTTTTTTTTCGATGGAGGCGATCCCC
U-SSTs-12H-56 4-13 CGTGCAGAATGCGCCTCCCCCTGTTCGGGACGGATTAGGATA
U-SSTs-12H-57 4-14 GCTGGGGGTTGCAGAGGGCCCTGGAAGGGGAGATTTGTATTC
U-SSTs-12H-58 4-15 GAGTAAACTATTTTTTTTTTTTTTTTTTTTTTCATCGCGCAC
U-SSTs-12H-59 5-1 TTATCGTTGAGGATACCTCTTTGGAAGGGGAGCTAATCGGCC
U-SSTs-12H-60 5-2 ATTCCGGCCGCAGCCGTACAGCCACCAAGGTGGCACGTCGGG
U-SSTs-12H-61 5-3 CAAGCCCAGCGGTAAGACAACCTAGTTCCCGTACGCCGCCTT
U-SSTs-12H-62 5-4 CCTACCCTATTTTTTAGACTATTGCCCTATCAAAGGGTCACG
U-SSTs-12H-63 5-5 TCGGCGCGCGACCTCGAGTCAAGTATAGGATTTCCCAGCTCA
U-SSTs-12H-64 5-6 AGAACTCTGGCCCAAACAGTACATTGCCAGCTCATTGGCGTA
U-SSTs-12H-65 5-7 TCTATCAGTCTTCCGCGATCCATATAAGGTCTTGGCAATCCC
U-SSTs-12H-66 5-8 ATAGGACAGCATCAGTCTCCTAAATTATGAGCCGGTTAATCT
U-SSTs-12H-67 5-9 ACTAGTGCGGGCTTGCCGCAGGTACTGCCTGCTTGGGCTTGA
U-SSTs-12H-68 5-10 ATCGCGATGAAGTCCCCCGATAATTTATTCTTGCCCCGATTT
U-SSTs-12H-69 5-11 ACTTGGCCATATTAAACGCTTGTGCATTAACCGAGTCATATC
U-SSTs-12H-70 5-12 CACACGTCGGGCACGAGGAGTATTCTGCACGAAAAATCTACA
U-SSTs-12H-71 5-13 CTGCAGGACATTGCCGGCCGGAACCCCCAGCGGGGGAGGCGC
U-SSTs-12H-72 5-14 GCGTCGTGGTGGGAAGTATTGTAGTTTACTCGGGCCCTCTGC
U-SSTs-12H-73 6-1 TTTTTTTTTTTATAGTACACCCTCAACGATAATTTTTTTTTT
U-SSTs-12H-74 6-2 TTTAGGTTTCCTGTTGTCGACGCGGCCGGAATAAGAGGTATC
U-SSTs-12H-75 6-3 CTAGTCTCGAAATCTGGCGGACGCTGGGCTTGCTGTACGGCT
U-SSTs-12H-76 6-4 TTGGGTAGTTACGGATAATGGAATAGGGTAGGGTTGTCTTAC
U-SSTs-12H-77 6-5 ACACGGCCGCGAGAATACGCCTCGCGCGCCGATAGTCTAAAA
U-SSTs-12H-78 6-6 GAACTCTTACTGGGAATCAACGCCAGAGTTCTTGACTCGAGG
U-SSTs-12H-79 6-7 TGACATCTGGTGTTCGGAAGCAGACTGATAGATACTGTTTGG
U-SSTs-12H-80 6-8 TCGGGATGGTTTCCATTCTCATGCTGTCCTATGGATCGCGGA
U-SSTs-12H-81 6-9 CTATTAGTTTTGAGTGACCGTCCCGCACTAGTAGGAGACTGA
U-SSTs-12H-82 6-10 CTTCCGCCGTTCTCGCAGTGCTTCATCGCGATCTGCGGCAAG
U-SSTs-12H-83 6-11 TTAGCAGGTATCTCCTACCTTTATGGCCAAGTATCGGGGGAC
U-SSTs-12H-84 6-12 GGACGGATGGTTAGGTACTGGCCCGACGTGTGAAGCGTTTAA
U-SSTs-12H-85 6-13 CGAGCGATCTAGAGAATGATCATGTCCTGCAGACTCCTCGTG
U-SSTs-12H-86 6-14 AGTGACGGTGAATTTATTGCTCACCACGACGCCCGGCCGGCA
U-SSTs-12H-87 6-15 ACCCGAGAGCTTTTTTTTTTTTTTTTTTTTTTCAATACTTCC
U-SSTs-12H-88 7-1 GCAGTGTATGGACGCTGGAAGGAAACCTAAAGGTGTACTATA
U-SSTs-12H-89 7-2 ACCTTAACTGTAAGTAATATGTCGAGACTAGGTCGACAACAG
U-SSTs-12H-90 7-3 ATATCTTACCGGACGACGCTAAACTACCCAATCCGCCAGATT
U-SSTs-12H-91 7-4 CATCCTTTGCTCACTACAAGTGCGGCCGTGTCCATTATCCGT
U-SSTs-12H-92 7-5 ATCTGTTCTTCCCTCAAGGTTGTAAGAGTTCGGCGTATTCTC
U-SSTs-12H-93 7-6 CGTGGGATTACAGCCGGTTTGCCAGATGTCAGTTGATTCCCA



Seq_ID Location Sequence
U-SSTs-12H-94 7-7 ACCGTCCTCTCGACCTTCCCAACCATCCCGAGCTTCCGAACA
U-SSTs-12H-95 7-8 GTGGTACCTCCGCAGGTTGTCAAACTAATAGTGAGAATGGAA
U-SSTs-12H-96 7-9 AGTGATTGACTGAGTGGCCTCACGGCGGAAGACGGTCACTCA
U-SSTs-12H-97 7-10 CGTGCTAAAAATGCCTTGAGGTACCTGCTAAGCACTGCGAGA
U-SSTs-12H-98 7-11 TAAGTGGTTTAAAACGCCGTCCCATCCGTCCAAGGTAGGAGA
U-SSTs-12H-99 7-12 ACAATACTTAGTCGAATCAGAAGATCGCTCGCCAGTACCTAA
U-SSTs-12H-100 7-13 CATATGCCCAAACATTCTACCCACCGTCACTGATCATTCTCT
U-SSTs-12H-101 7-14 GCTGATCATAATCATCGTTCGGCTCTCGGGTAGCAATAAATT
U-SSTs-12H-102 8-1 TTTTTTTTTTGTGAGGTTAGTCCATACACTGCTTTTTTTTTT
U-SSTs-12H-103 8-2 GACAGGAAGGGCCTAACAGTCACAGTTAAGGTCTTCCAGCGT
U-SSTs-12H-104 8-3 TCGCGAGTAATCTACCTCCTACGGTAAGATATCATATTACTT
U-SSTs-12H-105 8-4 ACGAGCGGCCAGTGTACCTTTAGCAAAGGATGTAGCGTCGTC
U-SSTs-12H-106 8-5 CGGAGCTTTTGCCCTACATATGAAGAACAGATACTTGTAGTG
U-SSTs-12H-107 8-6 CGAGAAAATGGCCACGACACTGTAATCCCACGAACCTTGAGG
U-SSTs-12H-108 8-7 AGCAGTCACTCGCAGTATCGCGAGAGGACGGTCAAACCGGCT
U-SSTs-12H-109 8-8 GCGACCGAAATCCCCGGTGCTGGAGGTACCACTGGGAAGGTC
U-SSTs-12H-110 8-9 ACGCCTGCGCGGTCAGGGGTCAGTCAATCACTGACAACCTGC
U-SSTs-12H-111 8-10 TCGCGACTTTAGAAGGTATCGTTTTTAGCACGGAGGCCACTC
U-SSTs-12H-112 8-11 GAACGAAGATAGTGCTATGTTTAAACCACTTACCTCAAGGCA
U-SSTs-12H-113 8-12 GGCTCTCGCGGTACAGCCACTCTAAGTATTGTGACGGCGTTT
U-SSTs-12H-114 8-13 TGAATCTAAGGGGCCTGCGGGTTGGGCATATGTCTGATTCGA
U-SSTs-12H-115 8-14 CACGCGGGCATGGGTGTTTTATTATGATCAGCGGTAGAATGT
U-SSTs-12H-116 8-15 TTGGCGCGATTTTTTTTTTTTTTTTTTTTTTTCGAACGATGA
U-SSTs-12H-117 9-1 TCATTACAGGGTTTGTCTAATCCTTCCTGTCACTAACCTCAC
U-SSTs-12H-118 9-2 GATTACATGCCAGAAAATAGTTTACTCGCGAGACTGTTAGGC
U-SSTs-12H-119 9-3 AGGCTCTAACGCCGTCGTCCCGGCCGCTCGTTAGGAGGTAGA
U-SSTs-12H-120 9-4 GTTAACTGGCAATCTACTGACAAAAGCTCCGAAAGGTACACT
U-SSTs-12H-121 9-5 CGCATGTCGTCGCGGCCCATCCATTTTCTCGATATGTAGGGC
U-SSTs-12H-122 9-6 GGAACAAATTCACATACTCGCAGTGACTGCTAGTGTCGTGGC
U-SSTs-12H-123 9-7 ACCGCCGAGTCCAAGCCGTGCTTTCGGTCGCGCGATACTGCG
U-SSTs-12H-124 9-8 TCGATTTGTCAGCAGAACTCTGCGCAGGCGTAGCACCGGGGA
U-SSTs-12H-125 9-9 CGATCGCAAGACTTATCCGGCAAAGTCGCGAGACCCCTGACC
U-SSTs-12H-126 9-10 CGACAGTGACCAACGCCTCCCATCTTCGTTCCGATACCTTCT
U-SSTs-12H-127 9-11 ATTTTCCTGTAACACGCGCTGCGCGAGAGCCAACATAGCACT
U-SSTs-12H-128 9-12 GTCTCGATAAGATCAGGCCGTCTTAGATTCAAGTGGCTGTAC
U-SSTs-12H-129 9-13 GTGGCCAACACATCGTGAAATTGCCCGCGTGCCCGCAGGCCC
U-SSTs-12H-130 9-14 TTCGAGCTCGACAGTGAGCTAATCGCGCCAATAAAACACCCA
U-SSTs-12H-131 10-1 TTTTTTTTTTGCGCCATCGCGCCCTGTAATGATTTTTTTTTT
U-SSTs-12H-132 10-2 ATTCTCATTATGGGACGGGGGGGCATGTAATCATTAGACAAA
U-SSTs-12H-133 10-3 GCATGATGTACAGGAAGGGAGCGTTAGAGCCTACTATTTTCT
U-SSTs-12H-134 10-4 CGGAGAAGAGGAATATGTGCGTGCCAGTTAACGGGACGACGG
U-SSTs-12H-135 10-5 GAACAGTCTTTCCAAAGCGTCGACGACATGCGGTCAGTAGAT
U-SSTs-12H-136 10-6 GTCTAACGCAAGTAAGGTAATGAATTTGTTCCGATGGGCCGC
U-SSTs-12H-137 10-7 TTATAGCTATGGGGGAGAACAGACTCGGCGGTGCGAGTATGT
U-SSTs-12H-138 10-8 TCATTTGATTCTGCTTAGGTTTGACAAATCGAGCACGGCTTG
U-SSTs-12H-139 10-9 GTTGGGGCATCTTTCGTACGGTCTTGCGATCGAGAGTTCTGC
U-SSTs-12H-140 10-10 TGCGGACCTCTTACAAATCCCGGTCACTGTCGGCCGGATAAG



Seq_ID Location Sequence
U-SSTs-12H-141 10-11 GCGTCCTCTTTTCAGGGTCATTACAGGAAAATGGGAGGCGTT
U-SSTs-12H-142 10-12 AGACTCCTTATCCTCGCGAGTCTTATCGAGACCAGCGCGTGT
U-SSTs-12H-143 10-13 CAACCAAGGCGACGTGAGAGTGTGTTGGCCACACGGCCTGAT
U-SSTs-12H-144 10-14 TAAATAGTTTCCCGCGTGCAGTCGAGCTCGAAATTTCACGAT
U-SSTs-12H-145 10-15 CCAAAGCTCATTTTTTTTTTTTTTTTTTTTTTTAGCTCACTG
U-SSTs-12H-146 11-1 TTCATCTGAGCGTGCGATACTTAATGAGAATCGCGATGGCGC
U-SSTs-12H-147 11-2 TGGATTCATCGGATATTCCGCTACATCATGCCCCCCGTCCCA
U-SSTs-12H-148 11-3 TGCTTCCTGAAACGACCTTACCTCTTCTCCGCTCCCTTCCTG
U-SSTs-12H-149 11-4 GCAGGTATCTATCGTAGTCGGAAGACTGTTCCGCACATATTC
U-SSTs-12H-150 11-5 CGCTAACATGTACAAGCATTTTGCGTTAGACGACGCTTTGGA
U-SSTs-12H-151 11-6 ATCGCCGGCCGCCCGTTCGGCATAGCTATAAATTACCTTACT
U-SSTs-12H-152 11-7 TGATCGAGTGAAACTGGAGCCAATCAAATGATGTTCTCCCCC
U-SSTs-12H-153 11-8 CCTTTCCGTCAGCTTCAAATCATGCCCCAACAACCTAAGCAG
U-SSTs-12H-154 11-9 CTTGCGCTTTGGATTGATCGCGAGGTCCGCACCGTACGAAAG
U-SSTs-12H-155 11-10 ACACTATAGCTAGACGTGGGGAAGAGGACGCGGGATTTGTAA
U-SSTs-12H-156 11-11 GGACGAGGCCAAACCCCGGAATAAGGAGTCTATGACCCTGAA
U-SSTs-12H-157 11-12 CCCCACCATTGGGGCTACACTGCCTTGGTTGACTCGCGAGGA
U-SSTs-12H-158 11-13 TGAAGTTGGTTTCTTATCGAGAAACTATTTAACTCTCACGTC
U-SSTs-12H-159 11-14 GATCTTGGTTGTGTGTGTATCTGAGCTTTGGCTGCACGCGGG
U-SSTs-12H-160 12-1 TTTTTTTTTTGAGGTTCGAAGGCTCAGATGAATTTTTTTTTT
U-SSTs-12H-161 12-2 CATAATATGTTTCTCTCCGCTCGATGAATCCAAGTATCGCAC
U-SSTs-12H-162 12-3 TATGCGTCCGACCTCGTGGTTTTCAGGAAGCAGCGGAATATC
U-SSTs-12H-163 12-4 ATACTATGTTCCTGTGGGGACTAGATACCTGCGTAAGGTCGT
U-SSTs-12H-164 12-5 GAACCCTAATTCCTTAATACGACATGTTAGCGCCGACTACGA
U-SSTs-12H-165 12-6 ACAGTCGAGCGAGTGAGTGACCGGCCGGCGATAAATGCTTGT
U-SSTs-12H-166 12-7 TAGGCTGGCCGGTCAAGACCGTCACTCGATCAGCCGAACGGG
U-SSTs-12H-167 12-8 GAAACATGCATGAGGCCATCGTGACGGAAAGGGGCTCCAGTT
U-SSTs-12H-168 12-9 TATACCTCAATTTCTATAAACCAAAGCGCAAGGATTTGAAGC
U-SSTs-12H-169 12-10 ATAAAAAGAGCTCTTAAGTGAAGCTATAGTGTGCGATCAATC
U-SSTs-12H-170 12-11 TAGAATCTCATGGGCAACACCTGGCCTCGTCCCCCCACGTCT
U-SSTs-12H-171 12-12 AGTCAACAGCATTAGGGTATGCAATGGTGGGGTTCCGGGGTT
U-SSTs-12H-172 12-13 AACTTAATTGGACACTCATTGAACCAACTTCAAGTGTAGCCC
U-SSTs-12H-173 12-14 CGGGTCGTATTTCATGTATTCCAACCAAGATCCTCGATAAGA
U-SSTs-12H-174 12-15 TGTTGCCATATTTTTTTTTTTTTTTTTTTTTTGATACACACA



U-SSTs-6H
Seq_ID Location Sequence
U-SSTs-6H-1 1-1 TGGGCCTCGTGATGACACCGCGAAACCTAAAGGTGTACTATA
U-SSTs-6H-2 1-2 AGTTATGCGGGCTTAATGACATCGAGACTAGGTCGACAACAG
U-SSTs-6H-3 1-3 GGCCTGACCGCCCTACGTTTGAACTACCCAATCCGCCAGATT
U-SSTs-6H-4 1-4 TGCTCGAGGTCACCTTCTCAAGCGGCCGTGTCCATTATCCGT
U-SSTs-6H-5 1-5 CTGATTCCTCCAAGCGAATAAGTAAGAGTTCGGCGTATTCTC
U-SSTs-6H-6 1-6 CGACTCTAACTACATCTCAGACCAGATGTCAGTTGATTCCCA
U-SSTs-6H-7 1-7 GACCCGCTCCCCCAGAGTCGTACCATCCCGAGCTTCCGAACA
U-SSTs-6H-8 1-8 TCAAAAATTCTATCTACAATGAAACTAATAGTGAGAATGGAA
U-SSTs-6H-9 1-9 TCAAGCATAGACTGAAGCCCTACGGCGGAAGACGGTCACTCA
U-SSTs-6H-10 1-10 CATGACCAAGAAGAGCCCAGTTACCTGCTAAGCACTGCGAGA
U-SSTs-6H-11 1-11 TGGGCGGTGCTTGTCTATGCACCATCCGTCCAAGGTAGGAGA
U-SSTs-6H-12 1-12 TTTATTGCTCCTCACGACACAAGATCGCTCGCCAGTACCTAA
U-SSTs-6H-13 1-13 CGCCTTGGGAAACATCAGGGACACCGTCACTGATCATTCTCT
U-SSTs-6H-14 1-14 GGATTTGGAGTACTTCTTCAGGCTCTCGGGTAGCAATAAATT
U-SSTs-6H-15 2-1 TTTTTTTTTTGCACATAGCATCACGAGGCCCATTTTTTTTTT
U-SSTs-6H-16 2-2 TTCAAAGACCATTTCGTGTGACCCGCATAACTGCGGTGTCAT
U-SSTs-6H-17 2-3 GCCACCACTCTGAACTCGTATGCGGTCAGGCCTGTCATTAAG
U-SSTs-6H-18 2-4 GGACTCGTGTCAAAACTCGAGGACCTCGAGCACAAACGTAGG
U-SSTs-6H-19 2-5 TAAGTCGCGTCTGACAGACACGGAGGAATCAGTTGAGAAGGT
U-SSTs-6H-20 2-6 TGATCATCGGTAACACGAACTAGTTAGAGTCGTTATTCGCTT
U-SSTs-6H-21 2-7 GTATCTAGACGTCCGCAACCAGGGAGCGGGTCTCTGAGATGT
U-SSTs-6H-22 2-8 CGGAGGTAGCGCTACTATCAGAGAATTTTTGAACGACTCTGG
U-SSTs-6H-23 2-9 TCGTTCTGTGCCGCACGTTGTTCTATGCTTGACATTGTAGAT
U-SSTs-6H-24 2-10 CCGCTAATGTTGAGACTGCTCTCTTGGTCATGAGGGCTTCAG
U-SSTs-6H-25 2-11 AAAGGATGGGGATAAGCCAGAAGCACCGCCCAACTGGGCTCT
U-SSTs-6H-26 2-12 CGACCCATTCCGCGGTCGCGCGGAGCAATAAATGCATAGACA
U-SSTs-6H-27 2-13 CAGGCTCCTAGGTCCGCTTCTTTCCCAAGGCGTGTGTCGTGA
U-SSTs-6H-28 2-14 TCCGAAAGTGGAATGGGTAGAACTCCAAATCCTCCCTGATGT
U-SSTs-6H-29 2-15 CATGGATATTTTTTTTTTTTTTTTTTTTTTTTCTGAAGAAGT
U-SSTs-6H-30 3-1 TAGGCTTCTCGACCTCAGCCTGGTCTTTGAAATGCTATGTGC
U-SSTs-6H-31 3-2 CCCTTTGGTGAAGTCTCACCTGAGTGGTGGCTCACACGAAAT
U-SSTs-6H-32 3-3 CAGTAAATTTAGGCCTAATGTACACGAGTCCATACGAGTTCA
U-SSTs-6H-33 3-4 ATGTCGCGACACAAAAGACCGACGCGACTTACTCGAGTTTTG
U-SSTs-6H-34 3-5 AGGGGGTATGGCGCACTTGTGCCGATGATCAGTGTCTGTCAG
U-SSTs-6H-35 3-6 CAAAGAACTACGCCCTAAGCAGTCTAGATACAGTTCGTGTTA
U-SSTs-6H-36 3-7 AAGGATTGAAACAGCACCAGTGCTACCTCCGTGGTTGCGGAC
U-SSTs-6H-37 3-8 CGCGGTCCGCCGCATCCAAACCACAGAACGACTGATAGTAGC
U-SSTs-6H-38 3-9 AAATATATTTTAAGTGGTAGGACATTAGCGGACAACGTGCGG
U-SSTs-6H-39 3-10 AAACCCAGGAATACTGCACACCCCATCCTTTGAGCAGTCTCA
U-SSTs-6H-40 3-11 ACCATCGCTAAGGGGATCGCCGAATGGGTCGTCTGGCTTATC
U-SSTs-6H-41 3-12 TCCATCGAAAATATCCTAATCTAGGAGCCTGGCGCGACCGCG
U-SSTs-6H-42 3-13 CGTCCCGAACAGAATACAAATCACTTTCGGAAGAAGCGGACC
U-SSTs-6H-43 3-14 CTCCCCTTCCAGTGCGCGATGAATATCCATGTCTACCCATTC
U-SSTs-6H-44 4-1 TTTTTTTTTTGGCCGATTAGCCGAGAAGCCTATTTTTTTTTT
U-SSTs-6H-45 4-2 TCCCCTTCCACCCGACGTGCCTCACCAAAGGGAGGCTGAGGT
U-SSTs-6H-46 4-3 ACCTTGGTGGAAGGCGGCGTATAAATTTACTGAGGTGAGACT



Seq_ID Location Sequence
U-SSTs-6H-47 4-4 CGGGAACTAGCGTGACCCTTTTGTCGCGACATACATTAGGCC
U-SSTs-6H-48 4-5 GATAGGGCAATGAGCTGGGAACCATACCCCCTCGGTCTTTTG
U-SSTs-6H-49 4-6 ATCCTATACTTACGCCAATGAGTAGTTCTTTGCACAAGTGCG
U-SSTs-6H-50 4-7 GCTGGCAATGGGGATTGCCAATTTCAATCCTTTGCTTAGGGC
U-SSTs-6H-51 4-8 GACCTTATATAGATTAACCGGGGCGGACCGCGACTGGTGCTG
U-SSTs-6H-52 4-9 CTCATAATTTTCAAGCCCAAGAAAATATATTTGTTTGGATGC
U-SSTs-6H-53 4-10 CAGGCAGTACAAATCGGGGCATTCCTGGGTTTCCTACCACTT
U-SSTs-6H-54 4-11 AGAATAAATTGATATGACTCGTTAGCGATGGTGTGTGCAGTA
U-SSTs-6H-55 4-12 GTTAATGCACTGTAGATTTTTTTTTCGATGGAGGCGATCCCC
U-SSTs-6H-56 4-13 CGTGCAGAATGCGCCTCCCCCTGTTCGGGACGGATTAGGATA
U-SSTs-6H-57 4-14 GCTGGGGGTTGCAGAGGGCCCTGGAAGGGGAGATTTGTATTC
U-SSTs-6H-58 4-15 GAGTAAACTATTTTTTTTTTTTTTTTTTTTTTCATCGCGCAC
U-SSTs-6H-59 5-1 TTATCGTTGAGGATACCTCTTTGGAAGGGGAGCTAATCGGCC
U-SSTs-6H-60 5-2 ATTCCGGCCGCAGCCGTACAGCCACCAAGGTGGCACGTCGGG
U-SSTs-6H-61 5-3 CAAGCCCAGCGGTAAGACAACCTAGTTCCCGTACGCCGCCTT
U-SSTs-6H-62 5-4 CCTACCCTATTTTTTAGACTATTGCCCTATCAAAGGGTCACG
U-SSTs-6H-63 5-5 TCGGCGCGCGACCTCGAGTCAAGTATAGGATTTCCCAGCTCA
U-SSTs-6H-64 5-6 AGAACTCTGGCCCAAACAGTACATTGCCAGCTCATTGGCGTA
U-SSTs-6H-65 5-7 TCTATCAGTCTTCCGCGATCCATATAAGGTCTTGGCAATCCC
U-SSTs-6H-66 5-8 ATAGGACAGCATCAGTCTCCTAAATTATGAGCCGGTTAATCT
U-SSTs-6H-67 5-9 ACTAGTGCGGGCTTGCCGCAGGTACTGCCTGCTTGGGCTTGA
U-SSTs-6H-68 5-10 ATCGCGATGAAGTCCCCCGATAATTTATTCTTGCCCCGATTT
U-SSTs-6H-69 5-11 ACTTGGCCATATTAAACGCTTGTGCATTAACCGAGTCATATC
U-SSTs-6H-70 5-12 CACACGTCGGGCACGAGGAGTATTCTGCACGAAAAATCTACA
U-SSTs-6H-71 5-13 CTGCAGGACATTGCCGGCCGGAACCCCCAGCGGGGGAGGCGC
U-SSTs-6H-72 5-14 GCGTCGTGGTGGGAAGTATTGTAGTTTACTCGGGCCCTCTGC
U-SSTs-6H-73 6-1 TTTTTTTTTTTATAGTACACCCTCAACGATAATTTTTTTTTT
U-SSTs-6H-74 6-2 TTTAGGTTTCCTGTTGTCGACGCGGCCGGAATAAGAGGTATC
U-SSTs-6H-75 6-3 CTAGTCTCGAAATCTGGCGGACGCTGGGCTTGCTGTACGGCT
U-SSTs-6H-76 6-4 TTGGGTAGTTACGGATAATGGAATAGGGTAGGGTTGTCTTAC
U-SSTs-6H-77 6-5 ACACGGCCGCGAGAATACGCCTCGCGCGCCGATAGTCTAAAA
U-SSTs-6H-78 6-6 GAACTCTTACTGGGAATCAACGCCAGAGTTCTTGACTCGAGG
U-SSTs-6H-79 6-7 TGACATCTGGTGTTCGGAAGCAGACTGATAGATACTGTTTGG
U-SSTs-6H-80 6-8 TCGGGATGGTTTCCATTCTCATGCTGTCCTATGGATCGCGGA
U-SSTs-6H-81 6-9 CTATTAGTTTTGAGTGACCGTCCCGCACTAGTAGGAGACTGA
U-SSTs-6H-82 6-10 CTTCCGCCGTTCTCGCAGTGCTTCATCGCGATCTGCGGCAAG
U-SSTs-6H-83 6-11 TTAGCAGGTATCTCCTACCTTTATGGCCAAGTATCGGGGGAC
U-SSTs-6H-84 6-12 GGACGGATGGTTAGGTACTGGCCCGACGTGTGAAGCGTTTAA
U-SSTs-6H-85 6-13 CGAGCGATCTAGAGAATGATCATGTCCTGCAGACTCCTCGTG
U-SSTs-6H-86 6-14 AGTGACGGTGAATTTATTGCTCACCACGACGCCCGGCCGGCA
U-SSTs-6H-87 6-15 ACCCGAGAGCTTTTTTTTTTTTTTTTTTTTTTCAATACTTCC



U-SSTs-4H
Seq_ID Location Sequence
U-SSTs-4H-1 1-1 TGGGCCTCGTGATGACACCGCTGGAAGGGGAGCTAATCGGCC
U-SSTs-4H-2 1-2 AGTTATGCGGGCTTAATGACACCACCAAGGTGGCACGTCGGG
U-SSTs-4H-3 1-3 GGCCTGACCGCCCTACGTTTGCTAGTTCCCGTACGCCGCCTT
U-SSTs-4H-4 1-4 TGCTCGAGGTCACCTTCTCAATTGCCCTATCAAAGGGTCACG
U-SSTs-4H-5 1-5 CTGATTCCTCCAAGCGAATAAAGTATAGGATTTCCCAGCTCA
U-SSTs-4H-6 1-6 CGACTCTAACTACATCTCAGACATTGCCAGCTCATTGGCGTA
U-SSTs-4H-7 1-7 GACCCGCTCCCCCAGAGTCGTATATAAGGTCTTGGCAATCCC
U-SSTs-4H-8 1-8 TCAAAAATTCTATCTACAATGAAATTATGAGCCGGTTAATCT
U-SSTs-4H-9 1-9 TCAAGCATAGACTGAAGCCCTGTACTGCCTGCTTGGGCTTGA
U-SSTs-4H-10 1-10 CATGACCAAGAAGAGCCCAGTAATTTATTCTTGCCCCGATTT
U-SSTs-4H-11 1-11 TGGGCGGTGCTTGTCTATGCAGTGCATTAACCGAGTCATATC
U-SSTs-4H-12 1-12 TTTATTGCTCCTCACGACACAATTCTGCACGAAAAATCTACA
U-SSTs-4H-13 1-13 CGCCTTGGGAAACATCAGGGAAACCCCCAGCGGGGGAGGCGC
U-SSTs-4H-14 1-14 GGATTTGGAGTACTTCTTCAGTAGTTTACTCGGGCCCTCTGC
U-SSTs-4H-15 2-1 TTTTTTTTTTGCACATAGCATCACGAGGCCCATTTTTTTTTT
U-SSTs-4H-16 2-2 TTCAAAGACCATTTCGTGTGACCCGCATAACTGCGGTGTCAT
U-SSTs-4H-17 2-3 GCCACCACTCTGAACTCGTATGCGGTCAGGCCTGTCATTAAG
U-SSTs-4H-18 2-4 GGACTCGTGTCAAAACTCGAGGACCTCGAGCACAAACGTAGG
U-SSTs-4H-19 2-5 TAAGTCGCGTCTGACAGACACGGAGGAATCAGTTGAGAAGGT
U-SSTs-4H-20 2-6 TGATCATCGGTAACACGAACTAGTTAGAGTCGTTATTCGCTT
U-SSTs-4H-21 2-7 GTATCTAGACGTCCGCAACCAGGGAGCGGGTCTCTGAGATGT
U-SSTs-4H-22 2-8 CGGAGGTAGCGCTACTATCAGAGAATTTTTGAACGACTCTGG
U-SSTs-4H-23 2-9 TCGTTCTGTGCCGCACGTTGTTCTATGCTTGACATTGTAGAT
U-SSTs-4H-24 2-10 CCGCTAATGTTGAGACTGCTCTCTTGGTCATGAGGGCTTCAG
U-SSTs-4H-25 2-11 AAAGGATGGGGATAAGCCAGAAGCACCGCCCAACTGGGCTCT
U-SSTs-4H-26 2-12 CGACCCATTCCGCGGTCGCGCGGAGCAATAAATGCATAGACA
U-SSTs-4H-27 2-13 CAGGCTCCTAGGTCCGCTTCTTTCCCAAGGCGTGTGTCGTGA
U-SSTs-4H-28 2-14 TCCGAAAGTGGAATGGGTAGAACTCCAAATCCTCCCTGATGT
U-SSTs-4H-29 2-15 CATGGATATTTTTTTTTTTTTTTTTTTTTTTTCTGAAGAAGT
U-SSTs-4H-30 3-1 TAGGCTTCTCGACCTCAGCCTGGTCTTTGAAATGCTATGTGC
U-SSTs-4H-31 3-2 CCCTTTGGTGAAGTCTCACCTGAGTGGTGGCTCACACGAAAT
U-SSTs-4H-32 3-3 CAGTAAATTTAGGCCTAATGTACACGAGTCCATACGAGTTCA
U-SSTs-4H-33 3-4 ATGTCGCGACACAAAAGACCGACGCGACTTACTCGAGTTTTG
U-SSTs-4H-34 3-5 AGGGGGTATGGCGCACTTGTGCCGATGATCAGTGTCTGTCAG
U-SSTs-4H-35 3-6 CAAAGAACTACGCCCTAAGCAGTCTAGATACAGTTCGTGTTA
U-SSTs-4H-36 3-7 AAGGATTGAAACAGCACCAGTGCTACCTCCGTGGTTGCGGAC
U-SSTs-4H-37 3-8 CGCGGTCCGCCGCATCCAAACCACAGAACGACTGATAGTAGC
U-SSTs-4H-38 3-9 AAATATATTTTAAGTGGTAGGACATTAGCGGACAACGTGCGG
U-SSTs-4H-39 3-10 AAACCCAGGAATACTGCACACCCCATCCTTTGAGCAGTCTCA
U-SSTs-4H-40 3-11 ACCATCGCTAAGGGGATCGCCGAATGGGTCGTCTGGCTTATC
U-SSTs-4H-41 3-12 TCCATCGAAAATATCCTAATCTAGGAGCCTGGCGCGACCGCG
U-SSTs-4H-42 3-13 CGTCCCGAACAGAATACAAATCACTTTCGGAAGAAGCGGACC
U-SSTs-4H-43 3-14 CTCCCCTTCCAGTGCGCGATGAATATCCATGTCTACCCATTC
U-SSTs-4H-44 4-1 TTTTTTTTTTGGCCGATTAGCCGAGAAGCCTATTTTTTTTTT
U-SSTs-4H-45 4-2 TCCCCTTCCACCCGACGTGCCTCACCAAAGGGAGGCTGAGGT
U-SSTs-4H-46 4-3 ACCTTGGTGGAAGGCGGCGTATAAATTTACTGAGGTGAGACT



Seq_ID Location Sequence
U-SSTs-4H-47 4-4 CGGGAACTAGCGTGACCCTTTTGTCGCGACATACATTAGGCC
U-SSTs-4H-48 4-5 GATAGGGCAATGAGCTGGGAACCATACCCCCTCGGTCTTTTG
U-SSTs-4H-49 4-6 ATCCTATACTTACGCCAATGAGTAGTTCTTTGCACAAGTGCG
U-SSTs-4H-50 4-7 GCTGGCAATGGGGATTGCCAATTTCAATCCTTTGCTTAGGGC
U-SSTs-4H-51 4-8 GACCTTATATAGATTAACCGGGGCGGACCGCGACTGGTGCTG
U-SSTs-4H-52 4-9 CTCATAATTTTCAAGCCCAAGAAAATATATTTGTTTGGATGC
U-SSTs-4H-53 4-10 CAGGCAGTACAAATCGGGGCATTCCTGGGTTTCCTACCACTT
U-SSTs-4H-54 4-11 AGAATAAATTGATATGACTCGTTAGCGATGGTGTGTGCAGTA
U-SSTs-4H-55 4-12 GTTAATGCACTGTAGATTTTTTTTTCGATGGAGGCGATCCCC
U-SSTs-4H-56 4-13 CGTGCAGAATGCGCCTCCCCCTGTTCGGGACGGATTAGGATA
U-SSTs-4H-57 4-14 GCTGGGGGTTGCAGAGGGCCCTGGAAGGGGAGATTTGTATTC
U-SSTs-4H-58 4-15 GAGTAAACTATTTTTTTTTTTTTTTTTTTTTTCATCGCGCAC



U-SSTs-2H
Seq_ID Location Sequence
U-SSTs-2H-1 1-1 TGGGCCTCGTGATGACACCGCGGTCTTTGAAATGCTATGTGC
U-SSTs-2H-2 1-2 AGTTATGCGGGCTTAATGACAGAGTGGTGGCTCACACGAAAT
U-SSTs-2H-3 1-3 GGCCTGACCGCCCTACGTTTGACACGAGTCCATACGAGTTCA
U-SSTs-2H-4 1-4 TGCTCGAGGTCACCTTCTCAAACGCGACTTACTCGAGTTTTG
U-SSTs-2H-5 1-5 CTGATTCCTCCAAGCGAATAACCGATGATCAGTGTCTGTCAG
U-SSTs-2H-6 1-6 CGACTCTAACTACATCTCAGAGTCTAGATACAGTTCGTGTTA
U-SSTs-2H-7 1-7 GACCCGCTCCCCCAGAGTCGTGCTACCTCCGTGGTTGCGGAC
U-SSTs-2H-8 1-8 TCAAAAATTCTATCTACAATGCACAGAACGACTGATAGTAGC
U-SSTs-2H-9 1-9 TCAAGCATAGACTGAAGCCCTACATTAGCGGACAACGTGCGG
U-SSTs-2H-10 1-10 CATGACCAAGAAGAGCCCAGTCCCATCCTTTGAGCAGTCTCA
U-SSTs-2H-11 1-11 TGGGCGGTGCTTGTCTATGCAGAATGGGTCGTCTGGCTTATC
U-SSTs-2H-12 1-12 TTTATTGCTCCTCACGACACATAGGAGCCTGGCGCGACCGCG
U-SSTs-2H-13 1-13 CGCCTTGGGAAACATCAGGGACACTTTCGGAAGAAGCGGACC
U-SSTs-2H-14 1-14 GGATTTGGAGTACTTCTTCAGAATATCCATGTCTACCCATTC
U-SSTs-2H-15 2-1 TTTTTTTTTTGCACATAGCATCACGAGGCCCATTTTTTTTTT
U-SSTs-2H-16 2-2 TTCAAAGACCATTTCGTGTGACCCGCATAACTGCGGTGTCAT
U-SSTs-2H-17 2-3 GCCACCACTCTGAACTCGTATGCGGTCAGGCCTGTCATTAAG
U-SSTs-2H-18 2-4 GGACTCGTGTCAAAACTCGAGGACCTCGAGCACAAACGTAGG
U-SSTs-2H-19 2-5 TAAGTCGCGTCTGACAGACACGGAGGAATCAGTTGAGAAGGT
U-SSTs-2H-20 2-6 TGATCATCGGTAACACGAACTAGTTAGAGTCGTTATTCGCTT
U-SSTs-2H-21 2-7 GTATCTAGACGTCCGCAACCAGGGAGCGGGTCTCTGAGATGT
U-SSTs-2H-22 2-8 CGGAGGTAGCGCTACTATCAGAGAATTTTTGAACGACTCTGG
U-SSTs-2H-23 2-9 TCGTTCTGTGCCGCACGTTGTTCTATGCTTGACATTGTAGAT
U-SSTs-2H-24 2-10 CCGCTAATGTTGAGACTGCTCTCTTGGTCATGAGGGCTTCAG
U-SSTs-2H-25 2-11 AAAGGATGGGGATAAGCCAGAAGCACCGCCCAACTGGGCTCT
U-SSTs-2H-26 2-12 CGACCCATTCCGCGGTCGCGCGGAGCAATAAATGCATAGACA
U-SSTs-2H-27 2-13 CAGGCTCCTAGGTCCGCTTCTTTCCCAAGGCGTGTGTCGTGA
U-SSTs-2H-28 2-14 TCCGAAAGTGGAATGGGTAGAACTCCAAATCCTCCCTGATGT
U-SSTs-2H-29 2-15 CATGGATATTTTTTTTTTTTTTTTTTTTTTTTCTGAAGAAGT



U-SSTs-2Hx10C 
Seq_ID Location Sequence
U-SSTs-2H-10Column-1 1-1 TGGTGGGACGTCTGTCTTCGTGACATGCATAACCTCAGTCGC
U-SSTs-2H-10Column-2 1-2 CGAACGGTTTGTCTGTCACGCGAGTCAGTATACTACTAATGT
U-SSTs-2H-10Column-3 1-3 TGATTCCTCATCGTGGTGTCCGTTATGCGTAAGACCGGTACA
U-SSTs-2H-10Column-4 1-4 AGCAGATTGCCTGGCATGGCGAGCTTACCTCGTGGTCGGGTA
U-SSTs-2H-10Column-5 1-5 TCTGCAGGTGAGCCGCCGCCGGTGGGCATGGTTCGCAGAGAC
U-SSTs-2H-10Column-6 1-6 ATTTAGGCGTGCGCGAACTCGGCCCAGCCCTTGATCGTCCGC
U-SSTs-2H-10Column-7 1-7 CTCGTTCTGCACATGTTGCCCTGCCTGGGCACACCTTTACAA
U-SSTs-2H-10Column-8 1-8 TAGTTCCTACTCCACACTGCTATGTCCTGAGAAATGATACCC
U-SSTs-2H-10Column-9 1-9 TATGCTCCTATAGAAAGACTTGTAGATGGTCTATTTACTGAA
U-SSTs-2H-10Column-10 1-10 GTGTAAGAGATttttttttttttttttttttTGGCTGAGTGC
U-SSTs-2H-10Column-11 2-1 ttttttttttGCGACTGAGGTACGTCCCACCAtttttttttt
U-SSTs-2H-10Column-12 2-2 TATGCATGTCACATTAGTAGTCAAACCGTTCGACGAAGACAG
U-SSTs-2H-10Column-13 2-3 ATACTGACTCTGTACCGGTCTATGAGGAATCAGCGTGACAGA
U-SSTs-2H-10Column-14 2-4 TACGCATAACTACCCGACCACGGCAATCTGCTGGACACCACG
U-SSTs-2H-10Column-15 2-5 GAGGTAAGCTGTCTCTGCGAATCACCTGCAGACGCCATGCCA
U-SSTs-2H-10Column-16 2-6 CCATGCCCACGCGGACGATCACACGCCTAAATCGGCGGCGGC
U-SSTs-2H-10Column-17 2-7 AGGGCTGGGCTTGTAAAGGTGTGCAGAACGAGCGAGTTCGCG
U-SSTs-2H-10Column-18 2-8 TGCCCAGGCAGGGTATCATTTAGTAGGAACTAGGGCAACATG
U-SSTs-2H-10Column-19 2-9 CTCAGGACATTTCAGTAAATAATAGGAGCATAAGCAGTGTGG
U-SSTs-2H-10Column-20 2-10 GACCATCTACGCACTCAGCCAATCTCTTACACAAGTCTTTCT



U-SSTs-2Hx30C
Seq_ID Location Sequence
U-SSTs-2H-30Column-1 1-1 TGGTGGGACGTCTGTCTTCGTGACATGCATAACCTCAGTCGC
U-SSTs-2H-30Column-2 1-2 CGAACGGTTTGTCTGTCACGCGAGTCAGTATACTACTAATGT
U-SSTs-2H-30Column-3 1-3 TGATTCCTCATCGTGGTGTCCGTTATGCGTAAGACCGGTACA
U-SSTs-2H-30Column-4 1-4 AGCAGATTGCCTGGCATGGCGAGCTTACCTCGTGGTCGGGTA
U-SSTs-2H-30Column-5 1-5 TCTGCAGGTGAGCCGCCGCCGGTGGGCATGGTTCGCAGAGAC
U-SSTs-2H-30Column-6 1-6 ATTTAGGCGTGCGCGAACTCGGCCCAGCCCTTGATCGTCCGC
U-SSTs-2H-30Column-7 1-7 CTCGTTCTGCACATGTTGCCCTGCCTGGGCACACCTTTACAA
U-SSTs-2H-30Column-8 1-8 TAGTTCCTACTCCACACTGCTATGTCCTGAGAAATGATACCC
U-SSTs-2H-30Column-9 1-9 TATGCTCCTATAGAAAGACTTGTAGATGGTCTATTTACTGAA
U-SSTs-2H-30Column-10 1-10 GTGTAAGAGATACAGATATCAGAGATTAAAGTGGCTGAGTGC
U-SSTs-2H-30Column-11 1-11 CGCGTCCCTGGGATGGAAATCTCATGCGGTCCAAAGCAGGCT
U-SSTs-2H-30Column-12 1-12 GGTTTGGATTCCGAAACAACCGAAATCGCGAGCGCCACGAGC
U-SSTs-2H-30Column-13 1-13 CTTTACGGCAGTAAACGGAAACTAATGGATCCTCATATCCGT
U-SSTs-2H-30Column-14 1-14 CATAATTAGTACTGCCGGCCTGGCCTACGTCCGCTATTACGA
U-SSTs-2H-30Column-15 1-15 TATATAGACACAAGGTGCCACTAGGACTTCCGCCTCCGGTAA
U-SSTs-2H-30Column-16 1-16 GTCCACTTATGACGAAAGTGTAATCGGCCAATAGTGCTGGTG
U-SSTs-2H-30Column-17 1-17 CCGTAAATGGGCATTAACTCGCCTTTCCGTAAACTGACTGCC
U-SSTs-2H-30Column-18 1-18 GACGGGCATGAGGCTGACTCCGCCCGTACCCGTTTGACAACT
U-SSTs-2H-30Column-19 1-19 GATTATTTGATACTGCTCGTGCCACATTCAACTCTTGAGGAA
U-SSTs-2H-30Column-20 1-20 ACCTCTCGGGCCGCAGCCTCTTCACCTAAAGTGTCCCTTCTC
U-SSTs-2H-30Column-21 1-21 GCTATGGTTTAGACCTTGCCTGCGTGAGAGAGCGGATTTGGT
U-SSTs-2H-30Column-22 1-22 GGCCCGCACCCTTACGTGACACGCAACAGAGTCGAATAGAAT
U-SSTs-2H-30Column-23 1-23 CTAACTGCTCACAGACATCGTAGCGGGACGGGCTCCTTGCTT
U-SSTs-2H-30Column-24 1-24 GCCTGTCAGAAGTACGTTACATCAACCTAACATCTTCAGGAT
U-SSTs-2H-30Column-25 1-25 AAGCAAATTCACGGGCCTCAACTGATTTAGCGGCTATGGCCC
U-SSTs-2H-30Column-26 1-26 AGTTGTGGGACTGGGCTCTCGCGGCGACGAACGTTAGAACTC
U-SSTs-2H-30Column-27 1-27 CAAAGACATATGGGACAACACTGAGTCCCGGATATCCCTGAC
U-SSTs-2H-30Column-28 1-28 CATCTCCGCTGAGTTATTGTACCGAACATGTGGTTGGTTACA
U-SSTs-2H-30Column-29 1-29 TGTTACCTGCCTAAGCCATCATTGGGCTCACCGTGCCGCGTG
U-SSTs-2H-30Column-30 1-30 CGGGTCACCACttttttttttttttttttttGCTTGAACAAG
U-SSTs-2H-30Column-31 2-1 ttttttttttGCGACTGAGGTACGTCCCACCAtttttttttt
U-SSTs-2H-30Column-32 2-2 TATGCATGTCACATTAGTAGTCAAACCGTTCGACGAAGACAG
U-SSTs-2H-30Column-33 2-3 ATACTGACTCTGTACCGGTCTATGAGGAATCAGCGTGACAGA
U-SSTs-2H-30Column-34 2-4 TACGCATAACTACCCGACCACGGCAATCTGCTGGACACCACG
U-SSTs-2H-30Column-35 2-5 GAGGTAAGCTGTCTCTGCGAATCACCTGCAGACGCCATGCCA
U-SSTs-2H-30Column-36 2-6 CCATGCCCACGCGGACGATCACACGCCTAAATCGGCGGCGGC
U-SSTs-2H-30Column-37 2-7 AGGGCTGGGCTTGTAAAGGTGTGCAGAACGAGCGAGTTCGCG
U-SSTs-2H-30Column-38 2-8 TGCCCAGGCAGGGTATCATTTAGTAGGAACTAGGGCAACATG
U-SSTs-2H-30Column-39 2-9 CTCAGGACATTTCAGTAAATAATAGGAGCATAAGCAGTGTGG
U-SSTs-2H-30Column-40 2-10 GACCATCTACGCACTCAGCCAATCTCTTACACAAGTCTTTCT
U-SSTs-2H-30Column-41 2-11 CTTTAATCTCAGCCTGCTTTGCCAGGGACGCGTGATATCTGT
U-SSTs-2H-30Column-42 2-12 GACCGCATGAGCTCGTGGCGCGAATCCAAACCGATTTCCATC
U-SSTs-2H-30Column-43 2-13 TCGCGATTTCACGGATATGAGCTGCCGTAAAGGGTTGTTTCG
U-SSTs-2H-30Column-44 2-14 GATCCATTAGTCGTAATAGCGTACTAATTATGTTTCCGTTTA
U-SSTs-2H-30Column-45 2-15 GACGTAGGCCTTACCGGAGGCGTGTCTATATAAGGCCGGCAG
U-SSTs-2H-30Column-46 2-16 GGAAGTCCTACACCAGCACTACATAAGTGGACGTGGCACCTT



Seq_ID Location Sequence
U-SSTs-2H-30Column-47 2-17 TTGGCCGATTGGCAGTCAGTTCCCATTTACGGACACTTTCGT
U-SSTs-2H-30Column-48 2-18 TACGGAAAGGAGTTGTCAAACTCATGCCCGTCCGAGTTAATG
U-SSTs-2H-30Column-49 2-19 GGGTACGGGCTTCCTCAAGAGATCAAATAATCGGAGTCAGCC
U-SSTs-2H-30Column-50 2-20 TTGAATGTGGGAGAAGGGACAGCCCGAGAGGTCACGAGCAGT
U-SSTs-2H-30Column-51 2-21 CTTTAGGTGAACCAAATCCGCTAAACCATAGCAGAGGCTGCG
U-SSTs-2H-30Column-52 2-22 TCTCTCACGCATTCTATTCGAGGGTGCGGGCCAGGCAAGGTC
U-SSTs-2H-30Column-53 2-23 CTCTGTTGCGAAGCAAGGAGCTGAGCAGTTAGTGTCACGTAA
U-SSTs-2H-30Column-54 2-24 CCGTCCCGCTATCCTGAAGATTTCTGACAGGCACGATGTCTG
U-SSTs-2H-30Column-55 2-25 GTTAGGTTGAGGGCCATAGCCTGAATTTGCTTTGTAACGTAC
U-SSTs-2H-30Column-56 2-26 GCTAAATCAGGAGTTCTAACGGTCCCACAACTTTGAGGCCCG
U-SSTs-2H-30Column-57 2-27 TTCGTCGCCGGTCAGGGATATATATGTCTTTGCGAGAGCCCA
U-SSTs-2H-30Column-58 2-28 CCGGGACTCATGTAACCAACCCAGCGGAGATGGTGTTGTCCC
U-SSTs-2H-30Column-59 2-29 ACATGTTCGGCACGCGGCACGGGCAGGTAACATACAATAACT
U-SSTs-2H-30Column-60 2-30 GTGAGCCCAACTTGTTCAAGCGTGGTGACCCGTGATGGCTTA



U-SSTs-2Hx70C
Seq_ID Location Sequence
U-SSTs-2H-70Column-1 1-1 TGGTGGGACGTCTGTCTTCGTGACATGCATAACCTCAGTCGC
U-SSTs-2H-70Column-2 1-2 CGAACGGTTTGTCTGTCACGCGAGTCAGTATACTACTAATGT
U-SSTs-2H-70Column-3 1-3 TGATTCCTCATCGTGGTGTCCGTTATGCGTAAGACCGGTACA
U-SSTs-2H-70Column-4 1-4 AGCAGATTGCCTGGCATGGCGAGCTTACCTCGTGGTCGGGTA
U-SSTs-2H-70Column-5 1-5 TCTGCAGGTGAGCCGCCGCCGGTGGGCATGGTTCGCAGAGAC
U-SSTs-2H-70Column-6 1-6 ATTTAGGCGTGCGCGAACTCGGCCCAGCCCTTGATCGTCCGC
U-SSTs-2H-70Column-7 1-7 CTCGTTCTGCACATGTTGCCCTGCCTGGGCACACCTTTACAA
U-SSTs-2H-70Column-8 1-8 TAGTTCCTACTCCACACTGCTATGTCCTGAGAAATGATACCC
U-SSTs-2H-70Column-9 1-9 TATGCTCCTATAGAAAGACTTGTAGATGGTCTATTTACTGAA
U-SSTs-2H-70Column-10 1-10 GTGTAAGAGATACAGATATCAGAGATTAAAGTGGCTGAGTGC
U-SSTs-2H-70Column-11 1-11 CGCGTCCCTGGGATGGAAATCTCATGCGGTCCAAAGCAGGCT
U-SSTs-2H-70Column-12 1-12 GGTTTGGATTCCGAAACAACCGAAATCGCGAGCGCCACGAGC
U-SSTs-2H-70Column-13 1-13 CTTTACGGCAGTAAACGGAAACTAATGGATCCTCATATCCGT
U-SSTs-2H-70Column-14 1-14 CATAATTAGTACTGCCGGCCTGGCCTACGTCCGCTATTACGA
U-SSTs-2H-70Column-15 1-15 TATATAGACACAAGGTGCCACTAGGACTTCCGCCTCCGGTAA
U-SSTs-2H-70Column-16 1-16 GTCCACTTATGACGAAAGTGTAATCGGCCAATAGTGCTGGTG
U-SSTs-2H-70Column-17 1-17 CCGTAAATGGGCATTAACTCGCCTTTCCGTAAACTGACTGCC
U-SSTs-2H-70Column-18 1-18 GACGGGCATGAGGCTGACTCCGCCCGTACCCGTTTGACAACT
U-SSTs-2H-70Column-19 1-19 GATTATTTGATACTGCTCGTGCCACATTCAACTCTTGAGGAA
U-SSTs-2H-70Column-20 1-20 ACCTCTCGGGCCGCAGCCTCTTCACCTAAAGTGTCCCTTCTC
U-SSTs-2H-70Column-21 1-21 GCTATGGTTTAGACCTTGCCTGCGTGAGAGAGCGGATTTGGT
U-SSTs-2H-70Column-22 1-22 GGCCCGCACCCTTACGTGACACGCAACAGAGTCGAATAGAAT
U-SSTs-2H-70Column-23 1-23 CTAACTGCTCACAGACATCGTAGCGGGACGGGCTCCTTGCTT
U-SSTs-2H-70Column-24 1-24 GCCTGTCAGAAGTACGTTACATCAACCTAACATCTTCAGGAT
U-SSTs-2H-70Column-25 1-25 AAGCAAATTCACGGGCCTCAACTGATTTAGCGGCTATGGCCC
U-SSTs-2H-70Column-26 1-26 AGTTGTGGGACTGGGCTCTCGCGGCGACGAACGTTAGAACTC
U-SSTs-2H-70Column-27 1-27 CAAAGACATATGGGACAACACTGAGTCCCGGATATCCCTGAC
U-SSTs-2H-70Column-28 1-28 CATCTCCGCTGAGTTATTGTACCGAACATGTGGTTGGTTACA
U-SSTs-2H-70Column-29 1-29 TGTTACCTGCCTAAGCCATCATTGGGCTCACCGTGCCGCGTG
U-SSTs-2H-70Column-30 1-30 CGGGTCACCACCAACCACGCCACACGTGAAGGCTTGAACAAG
U-SSTs-2H-70Column-31 1-31 GGGAATATAACACACGATCGGAATACGTTATCGAGCATCCTC
U-SSTs-2H-70Column-32 1-32 AACAAGAGCTTCCCAGGTTCGCGCAGAGTCCCTCCGGAAACG
U-SSTs-2H-70Column-33 1-33 TACTCGCACTATAAATACATCTTTCAAATAGCCTCTCCAGCA
U-SSTs-2H-70Column-34 1-34 CATTCAGCTCTTTATCATAAAGAAATCAGCTAAATTGCTCCA
U-SSTs-2H-70Column-35 1-35 CTAGACACCTCTAGCGTTCGTGATACTCTCGTGGACTTTAGC
U-SSTs-2H-70Column-36 1-36 GTGGTGCGGCCTTGGGCCGTGGAGAAATTTAGCTCTGGTACC
U-SSTs-2H-70Column-37 1-37 AAGCAATTAGTTACGCTGAAGAGAGAGAATAGATGTCGAAGT
U-SSTs-2H-70Column-38 1-38 CTATAACTTCCGGTCCATAAGGTATGGCTCGAGCTCAGGTCC
U-SSTs-2H-70Column-39 1-39 CAGGGCCGAAGTACCCGCGGCTCCCAGCCGAGGCAAATAGAA
U-SSTs-2H-70Column-40 1-40 TCGTATGAACAAAGACCCACTACAATCGCCGACCTTAACGAT
U-SSTs-2H-70Column-41 1-41 TGCTCATGACATAGGGTGTACGCACCCAGCCAACTCATCGAT
U-SSTs-2H-70Column-42 1-42 TACACGGTACCGATCTGAGGCGAAGGCAGAGATAACGCAGAC
U-SSTs-2H-70Column-43 1-43 TACTACCTTTGACCGGAAAGAGGCAGAACTAGCGCATCGCAC
U-SSTs-2H-70Column-44 1-44 CGCATTCAGAATAGTGGGAAGCAACTCTGGATATGTAGGTAT
U-SSTs-2H-70Column-45 1-45 ACGGGAGGCTTTGACATGGATACTAGAGTGGCGCTACGGCCG
U-SSTs-2H-70Column-46 1-46 GGGCTGATCGTATCTTTACTCGCGATAAGACGGTTATGTTGT
U-SSTs-2H-70Column-47 1-47 TATTGTCAACGTGTCCCAAGCTGACGCCCACCCGCGTCAACA



Seq_ID Location Sequence
U-SSTs-2H-70Column-48 1-48 CAGTAACAAGTAATAGTTAGAAGCGTTCTTTATGCACCCAAA
U-SSTs-2H-70Column-49 1-49 TAATTACAATATTTAATCCACCCTACTCAAGTCGTTGGGCAG
U-SSTs-2H-70Column-50 1-50 CATTTGCCGAGGGCTACCATATGACACAGGTTCTCCTCCGGG
U-SSTs-2H-70Column-51 1-51 CGACTGCTTGCGAGGCCTTTGAGCGGAATAGCCACTCTGTGA
U-SSTs-2H-70Column-52 1-52 ATCGGATCCAAAGTGTTGGTCGCAGACGACGAGGCTAAGACA
U-SSTs-2H-70Column-53 1-53 TGTACCAGGTGTAGATCGCCTTACGAGTCGTAGCTAAGGCAT
U-SSTs-2H-70Column-54 1-54 GCGAGTGCCGTTGATACGCTGGGTCGCCGTGACCTTTCGCGT
U-SSTs-2H-70Column-55 1-55 TCCTAAAGACGCAGAACAGCGTCCCATCCCTGCTGTTCGTCC
U-SSTs-2H-70Column-56 1-56 GGCCCTGTGTATAGGGCCCAGACTAGCTAACGGGTTGCCTGT
U-SSTs-2H-70Column-57 1-57 AGCATCTTGCGCGAGCACACCGACCGACGATCGAGTTGGTTG
U-SSTs-2H-70Column-58 1-58 AGCCTAGTTACCCTCTCAACTCAAGATTCCTTTAGGCCTGAG
U-SSTs-2H-70Column-59 1-59 CTATGGCTTGATTTAATAAGCGAGGGTCAATAGGGTCCAATC
U-SSTs-2H-70Column-60 1-60 CAAAGCATTGATTGACATCTGGCGGTTCTGTAGAGAACACGC
U-SSTs-2H-70Column-61 1-61 ACCATAGACGGATACCAACCTTAGTCTTCCATAACGCCATCC
U-SSTs-2H-70Column-62 1-62 GCTAGTACCAGCAAGGTACTGAACGCCGGCACTAGGGATAAA
U-SSTs-2H-70Column-63 1-63 TCTCATCTGTGCCGGGCTCTACGGAATTAGGAAAGACCTATT
U-SSTs-2H-70Column-64 1-64 GTCAATACCAGACCCAAGTCTGGATCTAAGAATTCCAGGGAA
U-SSTs-2H-70Column-65 1-65 CGGAAGCTTAACCCTAGAGATATGCTCTCGGCGTAACTCGTC
U-SSTs-2H-70Column-66 1-66 GCGTAGGTGGGAGCTCCTAGTAACAGTAACGATTGGTAAAGA
U-SSTs-2H-70Column-67 1-67 AGCGGTCCGTAGCCCAGCTACTTCCCATACTGGTCTCAGATA
U-SSTs-2H-70Column-68 1-68 GCTGGAGCCATTCCTCGTCAACCTCACAGCAGTGCCGCTTCC
U-SSTs-2H-70Column-69 1-69 GGTAACGTGGGAACGGTGTAGTGTGCGGGTGATAGGGCTGTG
U-SSTs-2H-70Column-70 1-70 CAAACTGAATGttttttttttttttttttttTCCCTCCCTGT
U-SSTs-2H-70Column-71 2-1 ttttttttttGCGACTGAGGTACGTCCCACCAtttttttttt
U-SSTs-2H-70Column-72 2-2 TATGCATGTCACATTAGTAGTCAAACCGTTCGACGAAGACAG
U-SSTs-2H-70Column-73 2-3 ATACTGACTCTGTACCGGTCTATGAGGAATCAGCGTGACAGA
U-SSTs-2H-70Column-74 2-4 TACGCATAACTACCCGACCACGGCAATCTGCTGGACACCACG
U-SSTs-2H-70Column-75 2-5 GAGGTAAGCTGTCTCTGCGAATCACCTGCAGACGCCATGCCA
U-SSTs-2H-70Column-76 2-6 CCATGCCCACGCGGACGATCACACGCCTAAATCGGCGGCGGC
U-SSTs-2H-70Column-77 2-7 AGGGCTGGGCTTGTAAAGGTGTGCAGAACGAGCGAGTTCGCG
U-SSTs-2H-70Column-78 2-8 TGCCCAGGCAGGGTATCATTTAGTAGGAACTAGGGCAACATG
U-SSTs-2H-70Column-79 2-9 CTCAGGACATTTCAGTAAATAATAGGAGCATAAGCAGTGTGG
U-SSTs-2H-70Column-80 2-10 GACCATCTACGCACTCAGCCAATCTCTTACACAAGTCTTTCT
U-SSTs-2H-70Column-81 2-11 CTTTAATCTCAGCCTGCTTTGCCAGGGACGCGTGATATCTGT
U-SSTs-2H-70Column-82 2-12 GACCGCATGAGCTCGTGGCGCGAATCCAAACCGATTTCCATC
U-SSTs-2H-70Column-83 2-13 TCGCGATTTCACGGATATGAGCTGCCGTAAAGGGTTGTTTCG
U-SSTs-2H-70Column-84 2-14 GATCCATTAGTCGTAATAGCGTACTAATTATGTTTCCGTTTA
U-SSTs-2H-70Column-85 2-15 GACGTAGGCCTTACCGGAGGCGTGTCTATATAAGGCCGGCAG
U-SSTs-2H-70Column-86 2-16 GGAAGTCCTACACCAGCACTACATAAGTGGACGTGGCACCTT
U-SSTs-2H-70Column-87 2-17 TTGGCCGATTGGCAGTCAGTTCCCATTTACGGACACTTTCGT
U-SSTs-2H-70Column-88 2-18 TACGGAAAGGAGTTGTCAAACTCATGCCCGTCCGAGTTAATG
U-SSTs-2H-70Column-89 2-19 GGGTACGGGCTTCCTCAAGAGATCAAATAATCGGAGTCAGCC
U-SSTs-2H-70Column-90 2-20 TTGAATGTGGGAGAAGGGACAGCCCGAGAGGTCACGAGCAGT
U-SSTs-2H-70Column-91 2-21 CTTTAGGTGAACCAAATCCGCTAAACCATAGCAGAGGCTGCG
U-SSTs-2H-70Column-92 2-22 TCTCTCACGCATTCTATTCGAGGGTGCGGGCCAGGCAAGGTC
U-SSTs-2H-70Column-93 2-23 CTCTGTTGCGAAGCAAGGAGCTGAGCAGTTAGTGTCACGTAA
U-SSTs-2H-70Column-94 2-24 CCGTCCCGCTATCCTGAAGATTTCTGACAGGCACGATGTCTG
U-SSTs-2H-70Column-95 2-25 GTTAGGTTGAGGGCCATAGCCTGAATTTGCTTTGTAACGTAC



Seq_ID Location Sequence
U-SSTs-2H-70Column-96 2-26 GCTAAATCAGGAGTTCTAACGGTCCCACAACTTTGAGGCCCG
U-SSTs-2H-70Column-97 2-27 TTCGTCGCCGGTCAGGGATATATATGTCTTTGCGAGAGCCCA
U-SSTs-2H-70Column-98 2-28 CCGGGACTCATGTAACCAACCCAGCGGAGATGGTGTTGTCCC
U-SSTs-2H-70Column-99 2-29 ACATGTTCGGCACGCGGCACGGGCAGGTAACATACAATAACT
U-SSTs-2H-70Column-100 2-30 GTGAGCCCAACTTGTTCAAGCGTGGTGACCCGTGATGGCTTA
U-SSTs-2H-70Column-101 2-31 CTTCACGTGTGAGGATGCTCGGTTATATTCCCGGCGTGGTTG
U-SSTs-2H-70Column-102 2-32 ATAACGTATTCGTTTCCGGAGAAGCTCTTGTTCCGATCGTGT
U-SSTs-2H-70Column-103 2-33 GGACTCTGCGTGCTGGAGAGGTAGTGCGAGTACGAACCTGGG
U-SSTs-2H-70Column-104 2-34 CTATTTGAAATGGAGCAATTTAGAGCTGAATGGATGTATTTA
U-SSTs-2H-70Column-105 2-35 AGCTGATTTCGCTAAAGTCCAGAGGTGTCTAGTTTATGATAA
U-SSTs-2H-70Column-106 2-36 CGAGAGTATCGGTACCAGAGCGGCCGCACCACACGAACGCTA
U-SSTs-2H-70Column-107 2-37 TAAATTTCTCACTTCGACATCACTAATTGCTTCACGGCCCAA
U-SSTs-2H-70Column-108 2-38 TATTCTCTCTGGACCTGAGCTGGAAGTTATAGCTTCAGCGTA
U-SSTs-2H-70Column-109 2-39 CGAGCCATACTTCTATTTGCCCTTCGGCCCTGCTTATGGACC
U-SSTs-2H-70Column-110 2-40 TCGGCTGGGAATCGTTAAGGTTGTTCATACGAGCCGCGGGTA
U-SSTs-2H-70Column-111 2-41 CGGCGATTGTATCGATGAGTTTGTCATGAGCAAGTGGGTCTT
U-SSTs-2H-70Column-112 2-42 GGCTGGGTGCGTCTGCGTTATGGTACCGTGTAGTACACCCTA
U-SSTs-2H-70Column-113 2-43 CTCTGCCTTCGTGCGATGCGCCAAAGGTAGTAGCCTCAGATC
U-SSTs-2H-70Column-114 2-44 TAGTTCTGCCATACCTACATATTCTGAATGCGTCTTTCCGGT
U-SSTs-2H-70Column-115 2-45 TCCAGAGTTGCGGCCGTAGCGAAGCCTCCCGTCTTCCCACTA
U-SSTs-2H-70Column-116 2-46 CCACTCTAGTACAACATAACCACGATCAGCCCATCCATGTCA
U-SSTs-2H-70Column-117 2-47 GTCTTATCGCTGTTGACGCGGCGTTGACAATAGAGTAAAGAT
U-SSTs-2H-70Column-118 2-48 GTGGGCGTCATTTGGGTGCATACTTGTTACTGGCTTGGGACA
U-SSTs-2H-70Column-119 2-49 AAAGAACGCTCTGCCCAACGATATTGTAATTATCTAACTATT
U-SSTs-2H-70Column-120 2-50 CTTGAGTAGGCCCGGAGGAGACTCGGCAAATGGTGGATTAAA
U-SSTs-2H-70Column-121 2-51 ACCTGTGTCATCACAGAGTGGGCAAGCAGTCGTATGGTAGCC
U-SSTs-2H-70Column-122 2-52 CTATTCCGCTTGTCTTAGCCTTTGGATCCGATCAAAGGCCTC
U-SSTs-2H-70Column-123 2-53 CGTCGTCTGCATGCCTTAGCTCACCTGGTACAGACCAACACT
U-SSTs-2H-70Column-124 2-54 ACGACTCGTAACGCGAAAGGTACGGCACTCGCAGGCGATCTA
U-SSTs-2H-70Column-125 2-55 CACGGCGACCGGACGAACAGCCGTCTTTAGGACAGCGTATCA
U-SSTs-2H-70Column-126 2-56 AGGGATGGGAACAGGCAACCCTACACAGGGCCCGCTGTTCTG
U-SSTs-2H-70Column-127 2-57 GTTAGCTAGTCAACCAACTCGCGCAAGATGCTCTGGGCCCTA
U-SSTs-2H-70Column-128 2-58 ATCGTCGGTCCTCAGGCCTAAGTAACTAGGCTGGTGTGCTCG
U-SSTs-2H-70Column-129 2-59 AGGAATCTTGGATTGGACCCTTCAAGCCATAGAGTTGAGAGG
U-SSTs-2H-70Column-130 2-60 ATTGACCCTCGCGTGTTCTCTTCAATGCTTTGGCTTATTAAA
U-SSTs-2H-70Column-131 2-61 ACAGAACCGCGGATGGCGTTACCGTCTATGGTCAGATGTCAA
U-SSTs-2H-70Column-132 2-62 TGGAAGACTATTTATCCCTAGCTGGTACTAGCAGGTTGGTAT
U-SSTs-2H-70Column-133 2-63 TGCCGGCGTTAATAGGTCTTTCACAGATGAGACAGTACCTTG
U-SSTs-2H-70Column-134 2-64 CCTAATTCCGTTCCCTGGAATCTGGTATTGACTAGAGCCCGG
U-SSTs-2H-70Column-135 2-65 TCTTAGATCCGACGAGTTACGTTAAGCTTCCGAGACTTGGGT
U-SSTs-2H-70Column-136 2-66 CCGAGAGCATTCTTTACCAATCCCACCTACGCATCTCTAGGG
U-SSTs-2H-70Column-137 2-67 CGTTACTGTTTATCTGAGACCTACGGACCGCTACTAGGAGCT
U-SSTs-2H-70Column-138 2-68 AGTATGGGAAGGAAGCGGCACATGGCTCCAGCGTAGCTGGGC
U-SSTs-2H-70Column-139 2-69 TGCTGTGAGGCACAGCCCTATCCCACGTTACCTTGACGAGGA
U-SSTs-2H-70Column-140 2-70 CACCCGCACAACAGGGAGGGACATTCAGTTTGCTACACCGTT



U-SSTs-2Hx100C
Seq_ID Location Sequence
U-SSTs-2H-100Column-1 1-1 TGGTGGGACGTCTGTCTTCGTGACATGCATAACCTCAGTCGC
U-SSTs-2H-100Column-2 1-2 CGAACGGTTTGTCTGTCACGCGAGTCAGTATACTACTAATGT
U-SSTs-2H-100Column-3 1-3 TGATTCCTCATCGTGGTGTCCGTTATGCGTAAGACCGGTACA
U-SSTs-2H-100Column-4 1-4 AGCAGATTGCCTGGCATGGCGAGCTTACCTCGTGGTCGGGTA
U-SSTs-2H-100Column-5 1-5 TCTGCAGGTGAGCCGCCGCCGGTGGGCATGGTTCGCAGAGAC
U-SSTs-2H-100Column-6 1-6 ATTTAGGCGTGCGCGAACTCGGCCCAGCCCTTGATCGTCCGC
U-SSTs-2H-100Column-7 1-7 CTCGTTCTGCACATGTTGCCCTGCCTGGGCACACCTTTACAA
U-SSTs-2H-100Column-8 1-8 TAGTTCCTACTCCACACTGCTATGTCCTGAGAAATGATACCC
U-SSTs-2H-100Column-9 1-9 TATGCTCCTATAGAAAGACTTGTAGATGGTCTATTTACTGAA
U-SSTs-2H-100Column-10 1-10 GTGTAAGAGATACAGATATCAGAGATTAAAGTGGCTGAGTGC
U-SSTs-2H-100Column-11 1-11 CGCGTCCCTGGGATGGAAATCTCATGCGGTCCAAAGCAGGCT
U-SSTs-2H-100Column-12 1-12 GGTTTGGATTCCGAAACAACCGAAATCGCGAGCGCCACGAGC
U-SSTs-2H-100Column-13 1-13 CTTTACGGCAGTAAACGGAAACTAATGGATCCTCATATCCGT
U-SSTs-2H-100Column-14 1-14 CATAATTAGTACTGCCGGCCTGGCCTACGTCCGCTATTACGA
U-SSTs-2H-100Column-15 1-15 TATATAGACACAAGGTGCCACTAGGACTTCCGCCTCCGGTAA
U-SSTs-2H-100Column-16 1-16 GTCCACTTATGACGAAAGTGTAATCGGCCAATAGTGCTGGTG
U-SSTs-2H-100Column-17 1-17 CCGTAAATGGGCATTAACTCGCCTTTCCGTAAACTGACTGCC
U-SSTs-2H-100Column-18 1-18 GACGGGCATGAGGCTGACTCCGCCCGTACCCGTTTGACAACT
U-SSTs-2H-100Column-19 1-19 GATTATTTGATACTGCTCGTGCCACATTCAACTCTTGAGGAA
U-SSTs-2H-100Column-20 1-20 ACCTCTCGGGCCGCAGCCTCTTCACCTAAAGTGTCCCTTCTC
U-SSTs-2H-100Column-21 1-21 GCTATGGTTTAGACCTTGCCTGCGTGAGAGAGCGGATTTGGT
U-SSTs-2H-100Column-22 1-22 GGCCCGCACCCTTACGTGACACGCAACAGAGTCGAATAGAAT
U-SSTs-2H-100Column-23 1-23 CTAACTGCTCACAGACATCGTAGCGGGACGGGCTCCTTGCTT
U-SSTs-2H-100Column-24 1-24 GCCTGTCAGAAGTACGTTACATCAACCTAACATCTTCAGGAT
U-SSTs-2H-100Column-25 1-25 AAGCAAATTCACGGGCCTCAACTGATTTAGCGGCTATGGCCC
U-SSTs-2H-100Column-26 1-26 AGTTGTGGGACTGGGCTCTCGCGGCGACGAACGTTAGAACTC
U-SSTs-2H-100Column-27 1-27 CAAAGACATATGGGACAACACTGAGTCCCGGATATCCCTGAC
U-SSTs-2H-100Column-28 1-28 CATCTCCGCTGAGTTATTGTACCGAACATGTGGTTGGTTACA
U-SSTs-2H-100Column-29 1-29 TGTTACCTGCCTAAGCCATCATTGGGCTCACCGTGCCGCGTG
U-SSTs-2H-100Column-30 1-30 CGGGTCACCACCAACCACGCCACACGTGAAGGCTTGAACAAG
U-SSTs-2H-100Column-31 1-31 GGGAATATAACACACGATCGGAATACGTTATCGAGCATCCTC
U-SSTs-2H-100Column-32 1-32 AACAAGAGCTTCCCAGGTTCGCGCAGAGTCCCTCCGGAAACG
U-SSTs-2H-100Column-33 1-33 TACTCGCACTATAAATACATCTTTCAAATAGCCTCTCCAGCA
U-SSTs-2H-100Column-34 1-34 CATTCAGCTCTTTATCATAAAGAAATCAGCTAAATTGCTCCA
U-SSTs-2H-100Column-35 1-35 CTAGACACCTCTAGCGTTCGTGATACTCTCGTGGACTTTAGC
U-SSTs-2H-100Column-36 1-36 GTGGTGCGGCCTTGGGCCGTGGAGAAATTTAGCTCTGGTACC
U-SSTs-2H-100Column-37 1-37 AAGCAATTAGTTACGCTGAAGAGAGAGAATAGATGTCGAAGT
U-SSTs-2H-100Column-38 1-38 CTATAACTTCCGGTCCATAAGGTATGGCTCGAGCTCAGGTCC
U-SSTs-2H-100Column-39 1-39 CAGGGCCGAAGTACCCGCGGCTCCCAGCCGAGGCAAATAGAA
U-SSTs-2H-100Column-40 1-40 TCGTATGAACAAAGACCCACTACAATCGCCGACCTTAACGAT
U-SSTs-2H-100Column-41 1-41 TGCTCATGACATAGGGTGTACGCACCCAGCCAACTCATCGAT
U-SSTs-2H-100Column-42 1-42 TACACGGTACCGATCTGAGGCGAAGGCAGAGATAACGCAGAC
U-SSTs-2H-100Column-43 1-43 TACTACCTTTGACCGGAAAGAGGCAGAACTAGCGCATCGCAC
U-SSTs-2H-100Column-44 1-44 CGCATTCAGAATAGTGGGAAGCAACTCTGGATATGTAGGTAT
U-SSTs-2H-100Column-45 1-45 ACGGGAGGCTTTGACATGGATACTAGAGTGGCGCTACGGCCG
U-SSTs-2H-100Column-46 1-46 GGGCTGATCGTATCTTTACTCGCGATAAGACGGTTATGTTGT
U-SSTs-2H-100Column-47 1-47 TATTGTCAACGTGTCCCAAGCTGACGCCCACCCGCGTCAACA



Seq_ID Location Sequence
U-SSTs-2H-100Column-48 1-48 CAGTAACAAGTAATAGTTAGAAGCGTTCTTTATGCACCCAAA
U-SSTs-2H-100Column-49 1-49 TAATTACAATATTTAATCCACCCTACTCAAGTCGTTGGGCAG
U-SSTs-2H-100Column-50 1-50 CATTTGCCGAGGGCTACCATATGACACAGGTTCTCCTCCGGG
U-SSTs-2H-100Column-51 1-51 CGACTGCTTGCGAGGCCTTTGAGCGGAATAGCCACTCTGTGA
U-SSTs-2H-100Column-52 1-52 ATCGGATCCAAAGTGTTGGTCGCAGACGACGAGGCTAAGACA
U-SSTs-2H-100Column-53 1-53 TGTACCAGGTGTAGATCGCCTTACGAGTCGTAGCTAAGGCAT
U-SSTs-2H-100Column-54 1-54 GCGAGTGCCGTTGATACGCTGGGTCGCCGTGACCTTTCGCGT
U-SSTs-2H-100Column-55 1-55 TCCTAAAGACGCAGAACAGCGTCCCATCCCTGCTGTTCGTCC
U-SSTs-2H-100Column-56 1-56 GGCCCTGTGTATAGGGCCCAGACTAGCTAACGGGTTGCCTGT
U-SSTs-2H-100Column-57 1-57 AGCATCTTGCGCGAGCACACCGACCGACGATCGAGTTGGTTG
U-SSTs-2H-100Column-58 1-58 AGCCTAGTTACCCTCTCAACTCAAGATTCCTTTAGGCCTGAG
U-SSTs-2H-100Column-59 1-59 CTATGGCTTGATTTAATAAGCGAGGGTCAATAGGGTCCAATC
U-SSTs-2H-100Column-60 1-60 CAAAGCATTGATTGACATCTGGCGGTTCTGTAGAGAACACGC
U-SSTs-2H-100Column-61 1-61 ACCATAGACGGATACCAACCTTAGTCTTCCATAACGCCATCC
U-SSTs-2H-100Column-62 1-62 GCTAGTACCAGCAAGGTACTGAACGCCGGCACTAGGGATAAA
U-SSTs-2H-100Column-63 1-63 TCTCATCTGTGCCGGGCTCTACGGAATTAGGAAAGACCTATT
U-SSTs-2H-100Column-64 1-64 GTCAATACCAGACCCAAGTCTGGATCTAAGAATTCCAGGGAA
U-SSTs-2H-100Column-65 1-65 CGGAAGCTTAACCCTAGAGATATGCTCTCGGCGTAACTCGTC
U-SSTs-2H-100Column-66 1-66 GCGTAGGTGGGAGCTCCTAGTAACAGTAACGATTGGTAAAGA
U-SSTs-2H-100Column-67 1-67 AGCGGTCCGTAGCCCAGCTACTTCCCATACTGGTCTCAGATA
U-SSTs-2H-100Column-68 1-68 GCTGGAGCCATTCCTCGTCAACCTCACAGCAGTGCCGCTTCC
U-SSTs-2H-100Column-69 1-69 GGTAACGTGGGAACGGTGTAGTGTGCGGGTGATAGGGCTGTG
U-SSTs-2H-100Column-70 1-70 CAAACTGAATGATGTGGGCGATCGACTTCATTCCCTCCCTGT
U-SSTs-2H-100Column-71 1-71 TCAATAGTACTCCATATTTCAGACGAGAGAAGCAGAGCCAAA
U-SSTs-2H-100Column-72 1-72 TATGCAATACGCTCGGGTGAGTGTATTTGAGCTTCATCCACG
U-SSTs-2H-100Column-73 1-73 ACTGTGAGTTAGGCTTCGAGCTTCTTTAAGGGCTTAGCCAGG
U-SSTs-2H-100Column-74 1-74 CGCCAAGAAAGAAAGGGTGTGGCGAAGAACCCGCTAAGTAGA
U-SSTs-2H-100Column-75 1-75 TAGCGACCACCAGAAGACTGATGTACCCTTTAGCGCACTCTT
U-SSTs-2H-100Column-76 1-76 CTTTGTAGAGTCTTACGGCGAGTTGCTGCACCTATGATGCAA
U-SSTs-2H-100Column-77 1-77 AGGTCTGGAACCGTACGATATACAGCCCAAGTGGCACTTTAC
U-SSTs-2H-100Column-78 1-78 TGATGTCCTACGGCTGGATGGAGCCTCTAACTTCGCAGCGTT
U-SSTs-2H-100Column-79 1-79 CTAGATTTATTGAAGTCTATCAGTCTAGAATGAGTACATTTA
U-SSTs-2H-100Column-80 1-80 AGCCGGCATGGATCTGAACTTCCAGCGAGACACTGTTATCTT
U-SSTs-2H-100Column-81 1-81 AGTATATCTATCTCACCGAAGGGTATGCCCGCCAGTATAGGC
U-SSTs-2H-100Column-82 1-82 TCGTATGTCCGGCCACGGCGGAAACAGGTTTCCCTGATGATG
U-SSTs-2H-100Column-83 1-83 CACACGGGTTTATAGCATTCGATGATGGTCCACCCATTCCGC
U-SSTs-2H-100Column-84 1-84 ATCGATGGGATAGTTTAATTAGCCTGCGGAGGGCATGCGGAC
U-SSTs-2H-100Column-85 1-85 ATCGTCCACCTCGAGGCTTGTCATCTAAAGATGACCCAGTCT
U-SSTs-2H-100Column-86 1-86 TATTCGAACGTCTCTGTCGCCAAGTTTATTCTTGCCGTATTA
U-SSTs-2H-100Column-87 1-87 GAATGTACGACCAAAGTACGGTACAACGTTACGTAGCTTCTG
U-SSTs-2H-100Column-88 1-88 GATGATATGGCGTAATAAACACTTAAACAATGAGAGACGGCA
U-SSTs-2H-100Column-89 1-89 ACGAGGAGATATCTAAGTCGCCTGAGTGGCATTTCTGTGCTA
U-SSTs-2H-100Column-90 1-90 GCCGAAAGGCCGTAATTCCCGAGACCATTAGAGACGCTAATC
U-SSTs-2H-100Column-91 1-91 CGGACCGTATTGTTTGACCCGATCAGTTCTTTGGAAGCCAAG
U-SSTs-2H-100Column-92 1-92 CTAAGGTCCCTCTGGTGTCTGGGCGACTGGACTCTCGCTCCG
U-SSTs-2H-100Column-93 1-93 CGGCGGGACTTACACTTAGGTACAAGCGTTTAGGAAGCAGGT
U-SSTs-2H-100Column-94 1-94 AACCCGCAGATCACTACCGCGTCGCTAGTCGGCGGTTAGCTC
U-SSTs-2H-100Column-95 1-95 CGTTTAAATAAGCTCAGTGGTCGAGACGATGTTGATGAACTT



Seq_ID Location Sequence
U-SSTs-2H-100Column-96 1-96 AGGACCAGGATAACTTTCTTCTCCTACGCTCAATTGCCTCAA
U-SSTs-2H-100Column-97 1-97 AGAGCTGGGTAGGTACGCAGCATCCAGATAAGGGTAGAACCC
U-SSTs-2H-100Column-98 1-98 ATTGCGCCACATACGTTTCCAGGTCGGGAAGTTGTCGTCTAA
U-SSTs-2H-100Column-99 1-99 GCGACCGCGGCATTGACTGTTGCCGGTCGGGCTATCCCGACA
U-SSTs-2H-100Column-100 1-100 GAATTTCCGCTttttttttttttttttttttTTGTTAATTGT
U-SSTs-2H-100Column-101 2-1 ttttttttttGCGACTGAGGTACGTCCCACCAtttttttttt
U-SSTs-2H-100Column-102 2-2 TATGCATGTCACATTAGTAGTCAAACCGTTCGACGAAGACAG
U-SSTs-2H-100Column-103 2-3 ATACTGACTCTGTACCGGTCTATGAGGAATCAGCGTGACAGA
U-SSTs-2H-100Column-104 2-4 TACGCATAACTACCCGACCACGGCAATCTGCTGGACACCACG
U-SSTs-2H-100Column-105 2-5 GAGGTAAGCTGTCTCTGCGAATCACCTGCAGACGCCATGCCA
U-SSTs-2H-100Column-106 2-6 CCATGCCCACGCGGACGATCACACGCCTAAATCGGCGGCGGC
U-SSTs-2H-100Column-107 2-7 AGGGCTGGGCTTGTAAAGGTGTGCAGAACGAGCGAGTTCGCG
U-SSTs-2H-100Column-108 2-8 TGCCCAGGCAGGGTATCATTTAGTAGGAACTAGGGCAACATG
U-SSTs-2H-100Column-109 2-9 CTCAGGACATTTCAGTAAATAATAGGAGCATAAGCAGTGTGG
U-SSTs-2H-100Column-110 2-10 GACCATCTACGCACTCAGCCAATCTCTTACACAAGTCTTTCT
U-SSTs-2H-100Column-111 2-11 CTTTAATCTCAGCCTGCTTTGCCAGGGACGCGTGATATCTGT
U-SSTs-2H-100Column-112 2-12 GACCGCATGAGCTCGTGGCGCGAATCCAAACCGATTTCCATC
U-SSTs-2H-100Column-113 2-13 TCGCGATTTCACGGATATGAGCTGCCGTAAAGGGTTGTTTCG
U-SSTs-2H-100Column-114 2-14 GATCCATTAGTCGTAATAGCGTACTAATTATGTTTCCGTTTA
U-SSTs-2H-100Column-115 2-15 GACGTAGGCCTTACCGGAGGCGTGTCTATATAAGGCCGGCAG
U-SSTs-2H-100Column-116 2-16 GGAAGTCCTACACCAGCACTACATAAGTGGACGTGGCACCTT
U-SSTs-2H-100Column-117 2-17 TTGGCCGATTGGCAGTCAGTTCCCATTTACGGACACTTTCGT
U-SSTs-2H-100Column-118 2-18 TACGGAAAGGAGTTGTCAAACTCATGCCCGTCCGAGTTAATG
U-SSTs-2H-100Column-119 2-19 GGGTACGGGCTTCCTCAAGAGATCAAATAATCGGAGTCAGCC
U-SSTs-2H-100Column-120 2-20 TTGAATGTGGGAGAAGGGACAGCCCGAGAGGTCACGAGCAGT
U-SSTs-2H-100Column-121 2-21 CTTTAGGTGAACCAAATCCGCTAAACCATAGCAGAGGCTGCG
U-SSTs-2H-100Column-122 2-22 TCTCTCACGCATTCTATTCGAGGGTGCGGGCCAGGCAAGGTC
U-SSTs-2H-100Column-123 2-23 CTCTGTTGCGAAGCAAGGAGCTGAGCAGTTAGTGTCACGTAA
U-SSTs-2H-100Column-124 2-24 CCGTCCCGCTATCCTGAAGATTTCTGACAGGCACGATGTCTG
U-SSTs-2H-100Column-125 2-25 GTTAGGTTGAGGGCCATAGCCTGAATTTGCTTTGTAACGTAC
U-SSTs-2H-100Column-126 2-26 GCTAAATCAGGAGTTCTAACGGTCCCACAACTTTGAGGCCCG
U-SSTs-2H-100Column-127 2-27 TTCGTCGCCGGTCAGGGATATATATGTCTTTGCGAGAGCCCA
U-SSTs-2H-100Column-128 2-28 CCGGGACTCATGTAACCAACCCAGCGGAGATGGTGTTGTCCC
U-SSTs-2H-100Column-129 2-29 ACATGTTCGGCACGCGGCACGGGCAGGTAACATACAATAACT
U-SSTs-2H-100Column-130 2-30 GTGAGCCCAACTTGTTCAAGCGTGGTGACCCGTGATGGCTTA
U-SSTs-2H-100Column-131 2-31 CTTCACGTGTGAGGATGCTCGGTTATATTCCCGGCGTGGTTG
U-SSTs-2H-100Column-132 2-32 ATAACGTATTCGTTTCCGGAGAAGCTCTTGTTCCGATCGTGT
U-SSTs-2H-100Column-133 2-33 GGACTCTGCGTGCTGGAGAGGTAGTGCGAGTACGAACCTGGG
U-SSTs-2H-100Column-134 2-34 CTATTTGAAATGGAGCAATTTAGAGCTGAATGGATGTATTTA
U-SSTs-2H-100Column-135 2-35 AGCTGATTTCGCTAAAGTCCAGAGGTGTCTAGTTTATGATAA
U-SSTs-2H-100Column-136 2-36 CGAGAGTATCGGTACCAGAGCGGCCGCACCACACGAACGCTA
U-SSTs-2H-100Column-137 2-37 TAAATTTCTCACTTCGACATCACTAATTGCTTCACGGCCCAA
U-SSTs-2H-100Column-138 2-38 TATTCTCTCTGGACCTGAGCTGGAAGTTATAGCTTCAGCGTA
U-SSTs-2H-100Column-139 2-39 CGAGCCATACTTCTATTTGCCCTTCGGCCCTGCTTATGGACC
U-SSTs-2H-100Column-140 2-40 TCGGCTGGGAATCGTTAAGGTTGTTCATACGAGCCGCGGGTA
U-SSTs-2H-100Column-141 2-41 CGGCGATTGTATCGATGAGTTTGTCATGAGCAAGTGGGTCTT
U-SSTs-2H-100Column-142 2-42 GGCTGGGTGCGTCTGCGTTATGGTACCGTGTAGTACACCCTA
U-SSTs-2H-100Column-143 2-43 CTCTGCCTTCGTGCGATGCGCCAAAGGTAGTAGCCTCAGATC



Seq_ID Location Sequence
U-SSTs-2H-100Column-144 2-44 TAGTTCTGCCATACCTACATATTCTGAATGCGTCTTTCCGGT
U-SSTs-2H-100Column-145 2-45 TCCAGAGTTGCGGCCGTAGCGAAGCCTCCCGTCTTCCCACTA
U-SSTs-2H-100Column-146 2-46 CCACTCTAGTACAACATAACCACGATCAGCCCATCCATGTCA
U-SSTs-2H-100Column-147 2-47 GTCTTATCGCTGTTGACGCGGCGTTGACAATAGAGTAAAGAT
U-SSTs-2H-100Column-148 2-48 GTGGGCGTCATTTGGGTGCATACTTGTTACTGGCTTGGGACA
U-SSTs-2H-100Column-149 2-49 AAAGAACGCTCTGCCCAACGATATTGTAATTATCTAACTATT
U-SSTs-2H-100Column-150 2-50 CTTGAGTAGGCCCGGAGGAGACTCGGCAAATGGTGGATTAAA
U-SSTs-2H-100Column-151 2-51 ACCTGTGTCATCACAGAGTGGGCAAGCAGTCGTATGGTAGCC
U-SSTs-2H-100Column-152 2-52 CTATTCCGCTTGTCTTAGCCTTTGGATCCGATCAAAGGCCTC
U-SSTs-2H-100Column-153 2-53 CGTCGTCTGCATGCCTTAGCTCACCTGGTACAGACCAACACT
U-SSTs-2H-100Column-154 2-54 ACGACTCGTAACGCGAAAGGTACGGCACTCGCAGGCGATCTA
U-SSTs-2H-100Column-155 2-55 CACGGCGACCGGACGAACAGCCGTCTTTAGGACAGCGTATCA
U-SSTs-2H-100Column-156 2-56 AGGGATGGGAACAGGCAACCCTACACAGGGCCCGCTGTTCTG
U-SSTs-2H-100Column-157 2-57 GTTAGCTAGTCAACCAACTCGCGCAAGATGCTCTGGGCCCTA
U-SSTs-2H-100Column-158 2-58 ATCGTCGGTCCTCAGGCCTAAGTAACTAGGCTGGTGTGCTCG
U-SSTs-2H-100Column-159 2-59 AGGAATCTTGGATTGGACCCTTCAAGCCATAGAGTTGAGAGG
U-SSTs-2H-100Column-160 2-60 ATTGACCCTCGCGTGTTCTCTTCAATGCTTTGGCTTATTAAA
U-SSTs-2H-100Column-161 2-61 ACAGAACCGCGGATGGCGTTACCGTCTATGGTCAGATGTCAA
U-SSTs-2H-100Column-162 2-62 TGGAAGACTATTTATCCCTAGCTGGTACTAGCAGGTTGGTAT
U-SSTs-2H-100Column-163 2-63 TGCCGGCGTTAATAGGTCTTTCACAGATGAGACAGTACCTTG
U-SSTs-2H-100Column-164 2-64 CCTAATTCCGTTCCCTGGAATCTGGTATTGACTAGAGCCCGG
U-SSTs-2H-100Column-165 2-65 TCTTAGATCCGACGAGTTACGTTAAGCTTCCGAGACTTGGGT
U-SSTs-2H-100Column-166 2-66 CCGAGAGCATTCTTTACCAATCCCACCTACGCATCTCTAGGG
U-SSTs-2H-100Column-167 2-67 CGTTACTGTTTATCTGAGACCTACGGACCGCTACTAGGAGCT
U-SSTs-2H-100Column-168 2-68 AGTATGGGAAGGAAGCGGCACATGGCTCCAGCGTAGCTGGGC
U-SSTs-2H-100Column-169 2-69 TGCTGTGAGGCACAGCCCTATCCCACGTTACCTTGACGAGGA
U-SSTs-2H-100Column-170 2-70 CACCCGCACAACAGGGAGGGACATTCAGTTTGCTACACCGTT
U-SSTs-2H-100Column-171 2-71 ATGAAGTCGATTTGGCTCTGCAGTACTATTGATCGCCCACAT
U-SSTs-2H-100Column-172 2-72 TTCTCTCGTCCGTGGATGAAGCGTATTGCATATGAAATATGG
U-SSTs-2H-100Column-173 2-73 CTCAAATACACCTGGCTAAGCTAACTCACAGTCTCACCCGAG
U-SSTs-2H-100Column-174 2-74 CCTTAAAGAATCTACTTAGCGCTTTCTTGGCGGCTCGAAGCC
U-SSTs-2H-100Column-175 2-75 GGTTCTTCGCAAGAGTGCGCTGGTGGTCGCTACACACCCTTT
U-SSTs-2H-100Column-176 2-76 AAAGGGTACATTGCATCATAGACTCTACAAAGTCAGTCTTCT
U-SSTs-2H-100Column-177 2-77 GTGCAGCAACGTAAAGTGCCAGTTCCAGACCTTCGCCGTAAG
U-SSTs-2H-100Column-178 2-78 CTTGGGCTGTAACGCTGCGAAGTAGGACATCAATATCGTACG
U-SSTs-2H-100Column-179 2-79 GTTAGAGGCTTAAATGTACTCAATAAATCTAGCCATCCAGCC
U-SSTs-2H-100Column-180 2-80 ATTCTAGACTAAGATAACAGTCCATGCCGGCTGATAGACTTC
U-SSTs-2H-100Column-181 2-81 GTCTCGCTGGGCCTATACTGGATAGATATACTAAGTTCAGAT
U-SSTs-2H-100Column-182 2-82 CGGGCATACCCATCATCAGGGCGGACATACGACTTCGGTGAG
U-SSTs-2H-100Column-183 2-83 AAACCTGTTTGCGGAATGGGTAAACCCGTGTGCCGCCGTGGC
U-SSTs-2H-100Column-184 2-84 GGACCATCATGTCCGCATGCCATCCCATCGATCGAATGCTAT
U-SSTs-2H-100Column-185 2-85 CTCCGCAGGCAGACTGGGTCAAGGTGGACGATTAATTAAACT
U-SSTs-2H-100Column-186 2-86 TCTTTAGATGTAATACGGCAAACGTTCGAATAACAAGCCTCG
U-SSTs-2H-100Column-187 2-87 GAATAAACTTCAGAAGCTACGGTCGTACATTCGGCGACAGAG
U-SSTs-2H-100Column-188 2-88 TAACGTTGTATGCCGTCTCTCGCCATATCATCCCGTACTTTG
U-SSTs-2H-100Column-189 2-89 ATTGTTTAAGTAGCACAGAAATATCTCCTCGTTGTTTATTAC
U-SSTs-2H-100Column-190 2-90 TGCCACTCAGGATTAGCGTCTGGCCTTTCGGCGCGACTTAGA
U-SSTs-2H-100Column-191 2-91 CTAATGGTCTCTTGGCTTCCAAATACGGTCCGCGGGAATTAC



Seq_ID Location Sequence
U-SSTs-2H-100Column-192 2-92 AAGAACTGATCGGAGCGAGAGAGGGACCTTAGCGGGTCAAAC
U-SSTs-2H-100Column-193 2-93 TCCAGTCGCCACCTGCTTCCTAAGTCCCGCCGCAGACACCAG
U-SSTs-2H-100Column-194 2-94 AAACGCTTGTGAGCTAACCGCATCTGCGGGTTACCTAAGTGT
U-SSTs-2H-100Column-195 2-95 CGACTAGCGAAAGTTCATCAATTATTTAAACGCGCGGTAGTG
U-SSTs-2H-100Column-196 2-96 CATCGTCTCGTTGAGGCAATTATCCTGGTCCTACCACTGAGC
U-SSTs-2H-100Column-197 2-97 GAGCGTAGGAGGGTTCTACCCTACCCAGCTCTGAAGAAAGTT
U-SSTs-2H-100Column-198 2-98 TTATCTGGATTTAGACGACAATGTGGCGCAATGCTGCGTACC
U-SSTs-2H-100Column-199 2-99 CTTCCCGACCTGTCGGGATAGGCCGCGGTCGCTGGAAACGTA
U-SSTs-2H-100Column-200 2-100 CCCGACCGGCACAATTAACAAAGCGGAAATTCAACAGTCAAT



U2-SSTs-12H
Seq_ID Location Sequence
U2-SSTs-12H-1 1-1 CATGACACTTAAACATCTAATACACGTTTGTACTGCCTACCT
U2-SSTs-12H-2 1-2 TCCGAAAGGTCGGTGGCCTCTGCTCCAGGGACAAGGACAAGG
U2-SSTs-12H-3 1-3 TTCAATATGGGCTGGGACGCCTGTGTCGTACCATTTCGGAAC
U2-SSTs-12H-4 1-4 CTGGACATGTGGGCATCAAGATAGACCTGGACCAGGACACGC
U2-SSTs-12H-5 1-5 TCATCCTACATCCCTAAAGGTCGTACCACGCCGACAATTTAG
U2-SSTs-12H-6 1-6 GGGTCGGTTCAACGAAAGACTGCTTTGCCCTTTGGTGATGCA
U2-SSTs-12H-7 1-7 CAGGGCGTAGCAAATATTTACGTACCCGTTGTGTCGTCAATG
U2-SSTs-12H-8 1-8 TCTAATGTTATTACCTTGCGACGGGCTTCCACCGATACTATA
U2-SSTs-12H-9 1-9 ATCAAGCCGCCTGTGATTATCGGTTTCCAGGTAGACACCGAA
U2-SSTs-12H-10 1-10 GCTGCAGAGCCCTCTTGCACATGGTACCGTGACCTATCGGGC
U2-SSTs-12H-11 1-11 AATTGGTTATCTAAGGACTGGGCACGGAAAGACATCTCCGAC
U2-SSTs-12H-12 1-12 GAAAGGATTATAGAGGACTATATGCGTGCCCTCCGGACGACC
U2-SSTs-12H-13 1-13 GAAAGCAGAATGATTTACTAATTGCTTTGCTGGCTGGCAGCT
U2-SSTs-12H-14 1-14 GCATGCGTGATACTAACTACATAGTAGAGCAAATTTCAGCCA
U2-SSTs-12H-15 1-15 AACTATCGATGGTTTTTTTTTTTTTTTTTTTTATGCACATAA
U2-SSTs-12H-16 2-1 TTTTTTTTTTTGCGCTAAGCATTAAGTGTCATGTTTTTTTTT
U2-SSTs-12H-17 2-2 ACGATTTAGGCCACTACTAATCGACCTTTCGGAATTAGATGT
U2-SSTs-12H-18 2-3 CACGGGCTCGAATCGTTAACTGCCCATATTGAAAGAGGCCAC
U2-SSTs-12H-19 2-4 AAACAGGAGAACCCTGAGTCGCCACATGTCCAGGGCGTCCCA
U2-SSTs-12H-20 2-5 CTCATCCCGGGCGTTTGGACCGATGTAGGATGATCTTGATGC
U2-SSTs-12H-21 2-6 GAGCTTGCGAGGTCCCAATGGTTGAACCGACCCACCTTTAGG
U2-SSTs-12H-22 2-7 GAAATTCCGATAGCCGTGCGATGCTACGCCCTGAGTCTTTCG
U2-SSTs-12H-23 2-8 GACTCATGGTCTGTCGTGCCAAATAACATTAGAGTAAATATT
U2-SSTs-12H-24 2-9 GCGAGATACACGGTTCAGGATAGGCGGCTTGATTCGCAAGGT
U2-SSTs-12H-25 2-10 CTTAGAACTATCGGAGCGCTCGGGCTCTGCAGCGATAATCAC
U2-SSTs-12H-26 2-11 GGACGATCCTTGTGTCTCCCAAGATAACCAATTTGTGCAAGA
U2-SSTs-12H-27 2-12 CTTAGTGGGCAAATAAACGTGTATAATCCTTTCCCAGTCCTT
U2-SSTs-12H-28 2-13 GGTAAGTGACGTGTTTAGAATCATTCTGCTTTCATAGTCCTC
U2-SSTs-12H-29 2-14 TAGTATAACCGTCACAGAGGTTATCACGCATGCTTAGTAAAT
U2-SSTs-12H-30 2-15 TTGCAAACTCAGAATGGCACTCCATCGATAGTTTGTAGTTAG
U2-SSTs-12H-31 3-1 ACGCATATTGCCGGCACCTAAGCCTAAATCGTTGCTTAGCGC
U2-SSTs-12H-32 3-2 GCAGCGGTCCTGCCAGAACCGTCGAGCCCGTGATTAGTAGTG
U2-SSTs-12H-33 3-3 GGACATTATATGCTGCCATGGTTCTCCTGTTTAGTTAACGAT
U2-SSTs-12H-34 3-4 CACGTGACTCAGTCCTATTATCCCGGGATGAGCGACTCAGGG
U2-SSTs-12H-35 3-5 TACACTAATCTTCGAGGCTGCCTCGCAAGCTCGGTCCAAACG
U2-SSTs-12H-36 3-6 TTGAGGTTGGAGGACATATCCATCGGAATTTCCCATTGGGAC
U2-SSTs-12H-37 3-7 GAGCTCGGACGCGTCCGCGTGGACCATGAGTCTCGCACGGCT
U2-SSTs-12H-38 3-8 GCTTAGTCGCCGAGAAAGATAGTGTATCTCGCTGGCACGACA
U2-SSTs-12H-39 3-9 ACGGTAGACTCTCGTGCTTGGATAGTTCTAAGATCCTGAACC
U2-SSTs-12H-40 3-10 TCGCCCTACTGTTTACAGTTGAAGGATCGTCCGAGCGCTCCG
U2-SSTs-12H-41 3-11 CTTTCGTAACAGTCCTCGTTCTGCCCACTAAGTGGGAGACAC
U2-SSTs-12H-42 3-12 TGGAAACGGTGTGGCGCCCATCGTCACTTACCCACGTTTATT
U2-SSTs-12H-43 3-13 TATGCGAGTTTAATGGGCTCTCGGTTATACTAATTCTAAACA
U2-SSTs-12H-44 3-14 AGGACACACAGCTTTCCCTGCTGAGTTTGCAAACCTCTGTGA
U2-SSTs-12H-45 3-15 CAGTCCAAGGCGTTTTTTTTTTTTTTTTTTTTAGTGCCATTC
U2-SSTs-12H-46 4-1 TTTTTTTTTTTCTTCATTCTCGGCAATATGCGTTTTTTTTTT



Seq_ID Location Sequence
U2-SSTs-12H-47 4-2 GACGGGCGGGACTGTTGGAGTCAGGACCGCTGCTTAGGTGCC
U2-SSTs-12H-48 4-3 GTAAGATCGTTTACCCTAGTTCATATAATGTCCCGGTTCTGG
U2-SSTs-12H-49 4-4 CCCATAGTTTGAGGGTTCCCACTGAGTCACGTGCCATGGCAG
U2-SSTs-12H-50 4-5 AGATGCGCTCATAACATCTCAAAGATTAGTGTAATAATAGGA
U2-SSTs-12H-51 4-6 TACGGTCGCAGATTAATTCTACTCCAACCTCAAGCAGCCTCG
U2-SSTs-12H-52 4-7 GACTCTGAACCCTACCTAAGTGCGTCCGAGCTCGGATATGTC
U2-SSTs-12H-53 4-8 ACGTGACATAAGCATCAACCTCGGCGACTAAGCCACGCGGAC
U2-SSTs-12H-54 4-9 TCTTTAGCATGCATCGTGTAGAGAGTCTACCGTTATCTTTCT
U2-SSTs-12H-55 4-10 GGCGTTATCATTAGATTTACCACAGTAGGGCGACCAAGCACG
U2-SSTs-12H-56 4-11 CTGTCGGGCGAACGACTTAGGCTGTTACGAAAGCAACTGTAA
U2-SSTs-12H-57 4-12 TTTCTTTATGCCGCGTATTTCACACCGTTTCCAGAACGAGGA
U2-SSTs-12H-58 4-13 GACTTTGGCTTCCTTGACGCTTAAACTCGCATAATGGGCGCC
U2-SSTs-12H-59 4-14 GCAGATCCAATCGTTATTCCAGCTGTGTGTCCTAGAGCCCAT
U2-SSTs-12H-60 4-15 CACCCTTAGACGAGAGTTGTACGCCTTGGACTGGCAGGGAAA
U2-SSTs-12H-61 5-1 CTTAGTATAGGCCTTCTCGCTTCCCGCCCGTCGAGAATGAAG
U2-SSTs-12H-62 5-2 CTTAGGTTGCGAGGTGTTCCTAACGATCTTACACTCCAACAG
U2-SSTs-12H-63 5-3 TCTCTTATGAGTGCAGTCCTGCAAACTATGGGAACTAGGGTA
U2-SSTs-12H-64 5-4 TCTTCTAAATGCGACCGGTACTGAGCGCATCTTGGGAACCCT
U2-SSTs-12H-65 5-5 CCTTAAGCTGGGCCAAGGTATCTGCGACCGTATGAGATGTTA
U2-SSTs-12H-66 5-6 AAATGATGCTCTATACAAAGCGGTTCAGAGTCTAGAATTAAT
U2-SSTs-12H-67 5-7 CGTCGCCTTGAGGGTCCTGCCTTATGTCACGTACTTAGGTAG
U2-SSTs-12H-68 5-8 AACAATATTGGCGACTGTCGTCATGCTAAAGAAGGTTGATGC
U2-SSTs-12H-69 5-9 TTACCGAGGTAGACTTTCACTATGATAACGCCCTACACGATG
U2-SSTs-12H-70 5-10 TTAATCATGTTGGTACTACGTTCGCCCGACAGGGTAAATCTA
U2-SSTs-12H-71 5-11 TACGTGGAGGTGCGTAAGGCAGCATAAAGAAACCTAAGTCGT
U2-SSTs-12H-72 5-12 GTCGCGCATCGTTAAGCCCGTAAGCCAAAGTCGAAATACGCG
U2-SSTs-12H-73 5-13 CCATGCATCGGCTGTAGTCCAATTGGATCTGCAGCGTCAAGG
U2-SSTs-12H-74 5-14 GGGCCTATTCATGGTCCTACTGTCTAAGGGTGTGGAATAACG
U2-SSTs-12H-75 5-15 GTATTATCGATATTTTTTTTTTTTTTTTTTTTTACAACTCTC
U2-SSTs-12H-76 6-1 TTTTTTTTTTTCATACTCCCGGCCTATACTAAGTTTTTTTTT
U2-SSTs-12H-77 6-2 GCTTCCATATTGTATACTGTATCGCAACCTAAGAGCGAGAAG
U2-SSTs-12H-78 6-3 GCAGAGTAGTAGACCATCGAAACTCATAAGAGAAGGAACACC
U2-SSTs-12H-79 6-4 GCTACTTTCACCCTTTAGCGAGCATTTAGAAGACAGGACTGC
U2-SSTs-12H-80 6-5 AAGCGCAAAGAACGGCCCATGCCCAGCTTAAGGGTACCGGTC
U2-SSTs-12H-81 6-6 CGTCTCATGTCGCCCTCGCTAAGAGCATCATTTATACCTTGG
U2-SSTs-12H-82 6-7 CTCTATCCACCCTTCGTAGGACTCAAGGCGACGGCTTTGTAT
U2-SSTs-12H-83 6-8 TTTAGTTGAACTCGAGTGAAGGCCAATATTGTTGGCAGGACC
U2-SSTs-12H-84 6-9 AGCCAGGATCAACCAACTCTGCTACCTCGGTAAACGACAGTC
U2-SSTs-12H-85 6-10 CAAGGAAAGCATTTCCCTGCTCAACATGATTAAAGTGAAAGT
U2-SSTs-12H-86 6-11 GGCTAAGCGTTGCGAACTCCGCACCTCCACGTAACGTAGTAC
U2-SSTs-12H-87 6-12 ATGACTGTTTCACACTGGAGCACGATGCGCGACTGCCTTACG
U2-SSTs-12H-88 6-13 TTCCAAATCCACAAGTGAAGGGCCGATGCATGGACGGGCTTA
U2-SSTs-12H-89 6-14 AACCTACGGTCTGTACCCTATATGAATAGGCCCTGGACTACA
U2-SSTs-12H-90 6-15 TTGCTCAATTTACACGCAGATTATCGATAATACAGTAGGACC
U2-SSTs-12H-91 7-1 GGACTCGGTAGCGTTTAATTGAATATGGAAGCCGGGAGTATG
U2-SSTs-12H-92 7-2 AGCTTTATCGACTCGAGTCTCTACTACTCTGCTACAGTATAC
U2-SSTs-12H-93 7-3 ACAGATCGACGTTTAGGGTATGTGAAAGTAGCTTCGATGGTC



Seq_ID Location Sequence
U2-SSTs-12H-94 7-4 ATTAGCGATTGAGAAGCTGTTTCTTTGCGCTTTCGCTAAAGG
U2-SSTs-12H-95 7-5 GTCTAAGCCGATAGTAGATAGGACATGAGACGCATGGGCCGT
U2-SSTs-12H-96 7-6 GGCTGTAAAGAACAAATTGTTGGTGGATAGAGTAGCGAGGGC
U2-SSTs-12H-97 7-7 GACATGCGCCAGGTGGTAGGAGTTCAACTAAATCCTACGAAG
U2-SSTs-12H-98 7-8 ATTGAAGTGCGTCCCTGCGTGTGATCCTGGCTCTTCACTCGA
U2-SSTs-12H-99 7-9 AAAGCGACCTAATTCTAATAGTGCTTTCCTTGCAGAGTTGGT
U2-SSTs-12H-100 7-10 CGGACACCAGATGCTGATCTCAACGCTTAGCCAGCAGGGAAA
U2-SSTs-12H-101 7-11 GCGCTATCTGCTCAGTATCTAGAAACAGTCATCGGAGTTCGC
U2-SSTs-12H-102 7-12 GGCCGCGTTCGACTAGACCCGTGGATTTGGAAGCTCCAGTGT
U2-SSTs-12H-103 7-13 CTAAGGACGTACTATACCCTCGACCGTAGGTTCCTTCACTTG
U2-SSTs-12H-104 7-14 CTGGAAGTTCCGCTATCCCGCAAATTGAGCAAATAGGGTACA
U2-SSTs-12H-105 7-15 CTGTATCATATCTTTTTTTTTTTTTTTTTTTTATCTGCGTGT
U2-SSTs-12H-106 8-1 TTTTTTTTTTTAATGCCCATCGCTACCGAGTCCTTTTTTTTT
U2-SSTs-12H-107 8-2 AGCAATACTTTCTGTGGGAGGGTCGATAAAGCTCAATTAAAC
U2-SSTs-12H-108 8-3 AGAGCTGAGTGTTTACACGGCACGTCGATCTGTGAGACTCGA
U2-SSTs-12H-109 8-4 TGCCAAGAGTCCATACCGTGCTCAATCGCTAATATACCCTAA
U2-SSTs-12H-110 8-5 CATAACCAACAATTTAGTTGTATCGGCTTAGACAACAGCTTC
U2-SSTs-12H-111 8-6 GAATTATTCAATGCAACGAGCTTCTTTACAGCCCTATCTACT
U2-SSTs-12H-112 8-7 ACGCGCGGGCCTGTCGGAGCCCTGGCGCATGTCAACAATTTG
U2-SSTs-12H-113 8-8 TCTAGTGCATACAAATTCGGTACGCACTTCAATTCCTACCAC
U2-SSTs-12H-114 8-9 TAATTGCATTGCAGTAGGCTCTTAGGTCGCTTTCACGCAGGG
U2-SSTs-12H-115 8-10 GTTTCTGTTCCGTACCGATGGATCTGGTGTCCGCTATTAGAA
U2-SSTs-12H-116 8-11 GACGCGGGCGTACAAATTCGCAGCAGATAGCGCGAGATCAGC
U2-SSTs-12H-117 8-12 GTAGGAAACTAACGCTCTTGATCGAACGCGGCCTAGATACTG
U2-SSTs-12H-118 8-13 TTTAAGAAGCTGAGCGTAGCTGTACGTCCTTAGCGGGTCTAG
U2-SSTs-12H-119 8-14 CAATTATAGTAATGGTAACCACGGAACTTCCAGGAGGGTATA
U2-SSTs-12H-120 8-15 CTTTCAGTGATAGATGAAAGAGATATGATACAGGCGGGATAG
U2-SSTs-12H-121 9-1 CTGCTTATCCAGACCATTTCCAAAGTATTGCTGATGGGCATT
U2-SSTs-12H-122 9-2 ACAGTCCCGTCTACGGGCCAGCACTCAGCTCTCCTCCCACAG
U2-SSTs-12H-123 9-3 GCGTGGTACGTAGCCGGAGCAGACTCTTGGCAGCCGTGTAAA
U2-SSTs-12H-124 9-4 TGTATTTCTACAACTTGTACGTGTTGGTTATGGCACGGTATG
U2-SSTs-12H-125 9-5 CATGCATGTCTAACGTCGCGATTGAATAATTCACAACTAAAT
U2-SSTs-12H-126 9-6 GGTCTTCTACTGTAGGAGGACGGCCCGCGCGTGCTCGTTGCA
U2-SSTs-12H-127 9-7 GCATCTTTCAGCGCTCAATCATATGCACTAGAGGCTCCGACA
U2-SSTs-12H-128 9-8 CCCTGAAACTCTACAGAGGGCCAATGCAATTAACCGAATTTG
U2-SSTs-12H-129 9-9 CATCTAGAAAGGGCGTTGGGTGGAACAGAAACGAGCCTACTG
U2-SSTs-12H-130 9-10 ATCTTTGATCTGCGGGACATAACGCCCGCGTCCCATCGGTAC
U2-SSTs-12H-131 9-11 TGGTAGTTCCTTCTTTCGGCGTAGTTTCCTACGCGAATTTGT
U2-SSTs-12H-132 9-12 GAACGAAGGTTTACTGTGACTAGCTTCTTAAATCAAGAGCGT
U2-SSTs-12H-133 9-13 TGGGACAAGACATATACACCTTACTATAATTGAGCTACGCTC
U2-SSTs-12H-134 9-14 GTTGCGACCACGCAAGATAGCATCACTGAAAGTGGTTACCAT
U2-SSTs-12H-135 9-15 CTTTAAGCCGGATTTTTTTTTTTTTTTTTTTTTCTTTCATCT
U2-SSTs-12H-136 10-1 TTTTTTTTTTTGCGGGCGAAACTGGATAAGCAGTTTTTTTTT
U2-SSTs-12H-137 10-2 GTACCAGCTGGTGCTTGATAGAGACGGGACTGTGGAAATGGT
U2-SSTs-12H-138 10-3 TAGAGGGCTATTGGAGGGAGTTACGTACCACGCCTGGCCCGT
U2-SSTs-12H-139 10-4 TGGATGTTTAGGGCGGACAGTTGTAGAAATACATGCTCCGGC
U2-SSTs-12H-140 10-5 TCTGTATTGGACCCTATGAAATAGACATGCATGCGTACAAGT



Seq_ID Location Sequence
U2-SSTs-12H-141 10-6 GGCCCTTTAATAAACCTAGGCCAGTAGAAGACCTCGCGACGT
U2-SSTs-12H-142 10-7 TTGGTCCTCATCAGAGATGCGGCTGAAAGATGCGTCCTCCTA
U2-SSTs-12H-143 10-8 CGAGCGGGCATTTATAGCGACAGAGTTTCAGGGTGATTGAGC
U2-SSTs-12H-144 10-9 AGCATGTAGTGGGCCGTGGAGCCTTTCTAGATGGCCCTCTGT
U2-SSTs-12H-145 10-10 GAAGTCGTTTATTATTAGTCACAGATCAAAGATACCCAACGC
U2-SSTs-12H-146 10-11 GGTGCAGGAGGAGCAGACTCAAAGGAACTACCATATGTCCCG
U2-SSTs-12H-147 10-12 TTACTTGCTTCATTTAGCGATAAACCTTCGTTCCGCCGAAAG
U2-SSTs-12H-148 10-13 GGCAATTAGAGAATTGTATCCTGTCTTGTCCCAAGTCACAGT
U2-SSTs-12H-149 10-14 CTTACGCTGAAGCGCCTTTAGCGTGGTCGCAACAGGTGTATA
U2-SSTs-12H-150 10-15 CCAAAGACGAAAGACCGTTTATCCGGCTTAAAGGCTATCTTG
U2-SSTs-12H-151 11-1 TTCTAAAGTGGCTCTAATCGACCAGCTGGTACTTTCGCCCGC
U2-SSTs-12H-152 11-2 CAGAAGGTGATAACTTCCAAGATAGCCCTCTACTATCAAGCA
U2-SSTs-12H-153 11-3 GCCTCGCCCTGTCTGACTCGTCTAAACATCCAACTCCCTCCA
U2-SSTs-12H-154 11-4 CTGAAGCTCCCTCGACACGTGTCCAATACAGAACTGTCCGCC
U2-SSTs-12H-155 11-5 CAGCGGAGTCTATATCTACGTATTAAAGGGCCTTTCATAGGG
U2-SSTs-12H-156 11-6 GACCCACTAAGTGGTTTCCGCATGAGGACCAAGCCTAGGTTT
U2-SSTs-12H-157 11-7 GACTGTGCTCCCTGGACCCGAATGCCCGCTCGCGCATCTCTG
U2-SSTs-12H-158 11-8 TGAGGTACAGCGTTCGTGTCACACTACATGCTGTCGCTATAA
U2-SSTs-12H-159 11-9 GAGTAGCATTAGGCACAGCAGTAAACGACTTCCTCCACGGCC
U2-SSTs-12H-160 11-10 TGCTGCGTCGTGCGTGCTTCTCCTCCTGCACCTGACTAATAA
U2-SSTs-12H-161 11-11 CGTTGGCAGCACTTCTACCTAGAAGCAAGTAATGAGTCTGCT
U2-SSTs-12H-162 11-12 AATTCTCGTGCGCGGGTGAGTCTCTAATTGCCATCGCTAAAT
U2-SSTs-12H-163 11-13 TGGTAGAAAGAAGGGAGGCTCTTCAGCGTAAGGGATACAATT
U2-SSTs-12H-164 11-14 GACCCAGGGTTAGTTCCGGAGTTCGTCTTTGGCTAAAGGCGC
U2-SSTs-12H-165 11-15 ACTTCGTGCTTGTTTTTTTTTTTTTTTTTTTTTAAACGGTCT
U2-SSTs-12H-166 12-1 TTTTTTTTTTTAGGTAGGCAGGCCACTTTAGAATTTTTTTTT
U2-SSTs-12H-167 12-2 TACAAACGTGTCCTTGTCCTTTATCACCTTCTGTCGATTAGA
U2-SSTs-12H-168 12-3 GTCCCTGGAGCGTTCCGAAATACAGGGCGAGGCCTTGGAAGT
U2-SSTs-12H-169 12-4 GGTACGACACAGCGTGTCCTGAGGGAGCTTCAGACGAGTCAG
U2-SSTs-12H-170 12-5 GTCCAGGTCTACTAAATTGTCTAGACTCCGCTGCACGTGTCG
U2-SSTs-12H-171 12-6 GGCGTGGTACGTGCATCACCAACTTAGTGGGTCACGTAGATA
U2-SSTs-12H-172 12-7 AAGGGCAAAGCCATTGACGACGGGAGCACAGTCGCGGAAACC
U2-SSTs-12H-173 12-8 ACAACGGGTACTATAGTATCGCGCTGTACCTCATCGGGTCCA
U2-SSTs-12H-174 12-9 GTGGAAGCCCGTTCGGTGTCTCTAATGCTACTCTGACACGAA
U2-SSTs-12H-175 12-10 ACCTGGAAACCGCCCGATAGGCACGACGCAGCACTGCTGTGC
U2-SSTs-12H-176 12-11 TCACGGTACCAGTCGGAGATGGTGCTGCCAACGAGAAGCACG
U2-SSTs-12H-177 12-12 TCTTTCCGTGCGGTCGTCCGGCGCACGAGAATTTAGGTAGAA
U2-SSTs-12H-178 12-13 AGGGCACGCATAGCTGCCAGCTTCTTTCTACCAACTCACCCG
U2-SSTs-12H-179 12-14 CAGCAAAGCAATGGCTGAAATTAACCCTGGGTCGAGCCTCCC
U2-SSTs-12H-180 12-15 TTGCTCTACTATTATGTGCATCAAGCACGAAGTCTCCGGAAC



U2-SSTs-8H
Seq_ID Location Sequence
U2-SSTs-8H-1 1-1 CTTAGTATAGGCCTTCTCGCTACACGTTTGTACTGCCTACCT
U2-SSTs-8H-2 1-2 CTTAGGTTGCGAGGTGTTCCTGCTCCAGGGACAAGGACAAGG
U2-SSTs-8H-3 1-3 TCTCTTATGAGTGCAGTCCTGTGTGTCGTACCATTTCGGAAC
U2-SSTs-8H-4 1-4 TCTTCTAAATGCGACCGGTACTAGACCTGGACCAGGACACGC
U2-SSTs-8H-5 1-5 CCTTAAGCTGGGCCAAGGTATCGTACCACGCCGACAATTTAG
U2-SSTs-8H-6 1-6 AAATGATGCTCTATACAAAGCGCTTTGCCCTTTGGTGATGCA
U2-SSTs-8H-7 1-7 CGTCGCCTTGAGGGTCCTGCCGTACCCGTTGTGTCGTCAATG
U2-SSTs-8H-8 1-8 AACAATATTGGCGACTGTCGTCGGGCTTCCACCGATACTATA
U2-SSTs-8H-9 1-9 TTACCGAGGTAGACTTTCACTGGTTTCCAGGTAGACACCGAA
U2-SSTs-8H-10 1-10 TTAATCATGTTGGTACTACGTTGGTACCGTGACCTATCGGGC
U2-SSTs-8H-11 1-11 TACGTGGAGGTGCGTAAGGCAGCACGGAAAGACATCTCCGAC
U2-SSTs-8H-12 1-12 GTCGCGCATCGTTAAGCCCGTATGCGTGCCCTCCGGACGACC
U2-SSTs-8H-13 1-13 CCATGCATCGGCTGTAGTCCATTGCTTTGCTGGCTGGCAGCT
U2-SSTs-8H-14 1-14 GGGCCTATTCATGGTCCTACTTAGTAGAGCAAATTTCAGCCA
U2-SSTs-8H-15 1-15 GTATTATCGATATTTTTTTTTTTTTTTTTTTTATGCACATAA
U2-SSTs-8H-16 2-1 TTTTTTTTTTTCATACTCCCGGCCTATACTAAGTTTTTTTTT
U2-SSTs-8H-17 2-2 GCTTCCATATTGTATACTGTATCGCAACCTAAGAGCGAGAAG
U2-SSTs-8H-18 2-3 GCAGAGTAGTAGACCATCGAAACTCATAAGAGAAGGAACACC
U2-SSTs-8H-19 2-4 GCTACTTTCACCCTTTAGCGAGCATTTAGAAGACAGGACTGC
U2-SSTs-8H-20 2-5 AAGCGCAAAGAACGGCCCATGCCCAGCTTAAGGGTACCGGTC
U2-SSTs-8H-21 2-6 CGTCTCATGTCGCCCTCGCTAAGAGCATCATTTATACCTTGG
U2-SSTs-8H-22 2-7 CTCTATCCACCCTTCGTAGGACTCAAGGCGACGGCTTTGTAT
U2-SSTs-8H-23 2-8 TTTAGTTGAACTCGAGTGAAGGCCAATATTGTTGGCAGGACC
U2-SSTs-8H-24 2-9 AGCCAGGATCAACCAACTCTGCTACCTCGGTAAACGACAGTC
U2-SSTs-8H-25 2-10 CAAGGAAAGCATTTCCCTGCTCAACATGATTAAAGTGAAAGT
U2-SSTs-8H-26 2-11 GGCTAAGCGTTGCGAACTCCGCACCTCCACGTAACGTAGTAC
U2-SSTs-8H-27 2-12 ATGACTGTTTCACACTGGAGCACGATGCGCGACTGCCTTACG
U2-SSTs-8H-28 2-13 TTCCAAATCCACAAGTGAAGGGCCGATGCATGGACGGGCTTA
U2-SSTs-8H-29 2-14 AACCTACGGTCTGTACCCTATATGAATAGGCCCTGGACTACA
U2-SSTs-8H-30 2-15 TTGCTCAATTTACACGCAGATTATCGATAATACAGTAGGACC
U2-SSTs-8H-31 3-1 GGACTCGGTAGCGTTTAATTGAATATGGAAGCCGGGAGTATG
U2-SSTs-8H-32 3-2 AGCTTTATCGACTCGAGTCTCTACTACTCTGCTACAGTATAC
U2-SSTs-8H-33 3-3 ACAGATCGACGTTTAGGGTATGTGAAAGTAGCTTCGATGGTC
U2-SSTs-8H-34 3-4 ATTAGCGATTGAGAAGCTGTTTCTTTGCGCTTTCGCTAAAGG
U2-SSTs-8H-35 3-5 GTCTAAGCCGATAGTAGATAGGACATGAGACGCATGGGCCGT
U2-SSTs-8H-36 3-6 GGCTGTAAAGAACAAATTGTTGGTGGATAGAGTAGCGAGGGC
U2-SSTs-8H-37 3-7 GACATGCGCCAGGTGGTAGGAGTTCAACTAAATCCTACGAAG
U2-SSTs-8H-38 3-8 ATTGAAGTGCGTCCCTGCGTGTGATCCTGGCTCTTCACTCGA
U2-SSTs-8H-39 3-9 AAAGCGACCTAATTCTAATAGTGCTTTCCTTGCAGAGTTGGT
U2-SSTs-8H-40 3-10 CGGACACCAGATGCTGATCTCAACGCTTAGCCAGCAGGGAAA
U2-SSTs-8H-41 3-11 GCGCTATCTGCTCAGTATCTAGAAACAGTCATCGGAGTTCGC
U2-SSTs-8H-42 3-12 GGCCGCGTTCGACTAGACCCGTGGATTTGGAAGCTCCAGTGT
U2-SSTs-8H-43 3-13 CTAAGGACGTACTATACCCTCGACCGTAGGTTCCTTCACTTG
U2-SSTs-8H-44 3-14 CTGGAAGTTCCGCTATCCCGCAAATTGAGCAAATAGGGTACA
U2-SSTs-8H-45 3-15 CTGTATCATATCTTTTTTTTTTTTTTTTTTTTATCTGCGTGT
U2-SSTs-8H-46 4-1 TTTTTTTTTTTAATGCCCATCGCTACCGAGTCCTTTTTTTTT



Seq_ID Location Sequence
U2-SSTs-8H-47 4-2 AGCAATACTTTCTGTGGGAGGGTCGATAAAGCTCAATTAAAC
U2-SSTs-8H-48 4-3 AGAGCTGAGTGTTTACACGGCACGTCGATCTGTGAGACTCGA
U2-SSTs-8H-49 4-4 TGCCAAGAGTCCATACCGTGCTCAATCGCTAATATACCCTAA
U2-SSTs-8H-50 4-5 CATAACCAACAATTTAGTTGTATCGGCTTAGACAACAGCTTC
U2-SSTs-8H-51 4-6 GAATTATTCAATGCAACGAGCTTCTTTACAGCCCTATCTACT
U2-SSTs-8H-52 4-7 ACGCGCGGGCCTGTCGGAGCCCTGGCGCATGTCAACAATTTG
U2-SSTs-8H-53 4-8 TCTAGTGCATACAAATTCGGTACGCACTTCAATTCCTACCAC
U2-SSTs-8H-54 4-9 TAATTGCATTGCAGTAGGCTCTTAGGTCGCTTTCACGCAGGG
U2-SSTs-8H-55 4-10 GTTTCTGTTCCGTACCGATGGATCTGGTGTCCGCTATTAGAA
U2-SSTs-8H-56 4-11 GACGCGGGCGTACAAATTCGCAGCAGATAGCGCGAGATCAGC
U2-SSTs-8H-57 4-12 GTAGGAAACTAACGCTCTTGATCGAACGCGGCCTAGATACTG
U2-SSTs-8H-58 4-13 TTTAAGAAGCTGAGCGTAGCTGTACGTCCTTAGCGGGTCTAG
U2-SSTs-8H-59 4-14 CAATTATAGTAATGGTAACCACGGAACTTCCAGGAGGGTATA
U2-SSTs-8H-60 4-15 CTTTCAGTGATAGATGAAAGAGATATGATACAGGCGGGATAG
U2-SSTs-8H-61 5-1 CTGCTTATCCAGACCATTTCCAAAGTATTGCTGATGGGCATT
U2-SSTs-8H-62 5-2 ACAGTCCCGTCTACGGGCCAGCACTCAGCTCTCCTCCCACAG
U2-SSTs-8H-63 5-3 GCGTGGTACGTAGCCGGAGCAGACTCTTGGCAGCCGTGTAAA
U2-SSTs-8H-64 5-4 TGTATTTCTACAACTTGTACGTGTTGGTTATGGCACGGTATG
U2-SSTs-8H-65 5-5 CATGCATGTCTAACGTCGCGATTGAATAATTCACAACTAAAT
U2-SSTs-8H-66 5-6 GGTCTTCTACTGTAGGAGGACGGCCCGCGCGTGCTCGTTGCA
U2-SSTs-8H-67 5-7 GCATCTTTCAGCGCTCAATCATATGCACTAGAGGCTCCGACA
U2-SSTs-8H-68 5-8 CCCTGAAACTCTACAGAGGGCCAATGCAATTAACCGAATTTG
U2-SSTs-8H-69 5-9 CATCTAGAAAGGGCGTTGGGTGGAACAGAAACGAGCCTACTG
U2-SSTs-8H-70 5-10 ATCTTTGATCTGCGGGACATAACGCCCGCGTCCCATCGGTAC
U2-SSTs-8H-71 5-11 TGGTAGTTCCTTCTTTCGGCGTAGTTTCCTACGCGAATTTGT
U2-SSTs-8H-72 5-12 GAACGAAGGTTTACTGTGACTAGCTTCTTAAATCAAGAGCGT
U2-SSTs-8H-73 5-13 TGGGACAAGACATATACACCTTACTATAATTGAGCTACGCTC
U2-SSTs-8H-74 5-14 GTTGCGACCACGCAAGATAGCATCACTGAAAGTGGTTACCAT
U2-SSTs-8H-75 5-15 CTTTAAGCCGGATTTTTTTTTTTTTTTTTTTTTCTTTCATCT
U2-SSTs-8H-76 6-1 TTTTTTTTTTTGCGGGCGAAACTGGATAAGCAGTTTTTTTTT
U2-SSTs-8H-77 6-2 GTACCAGCTGGTGCTTGATAGAGACGGGACTGTGGAAATGGT
U2-SSTs-8H-78 6-3 TAGAGGGCTATTGGAGGGAGTTACGTACCACGCCTGGCCCGT
U2-SSTs-8H-79 6-4 TGGATGTTTAGGGCGGACAGTTGTAGAAATACATGCTCCGGC
U2-SSTs-8H-80 6-5 TCTGTATTGGACCCTATGAAATAGACATGCATGCGTACAAGT
U2-SSTs-8H-81 6-6 GGCCCTTTAATAAACCTAGGCCAGTAGAAGACCTCGCGACGT
U2-SSTs-8H-82 6-7 TTGGTCCTCATCAGAGATGCGGCTGAAAGATGCGTCCTCCTA
U2-SSTs-8H-83 6-8 CGAGCGGGCATTTATAGCGACAGAGTTTCAGGGTGATTGAGC
U2-SSTs-8H-84 6-9 AGCATGTAGTGGGCCGTGGAGCCTTTCTAGATGGCCCTCTGT
U2-SSTs-8H-85 6-10 GAAGTCGTTTATTATTAGTCACAGATCAAAGATACCCAACGC
U2-SSTs-8H-86 6-11 GGTGCAGGAGGAGCAGACTCAAAGGAACTACCATATGTCCCG
U2-SSTs-8H-87 6-12 TTACTTGCTTCATTTAGCGATAAACCTTCGTTCCGCCGAAAG
U2-SSTs-8H-88 6-13 GGCAATTAGAGAATTGTATCCTGTCTTGTCCCAAGTCACAGT
U2-SSTs-8H-89 6-14 CTTACGCTGAAGCGCCTTTAGCGTGGTCGCAACAGGTGTATA
U2-SSTs-8H-90 6-15 CCAAAGACGAAAGACCGTTTATCCGGCTTAAAGGCTATCTTG
U2-SSTs-8H-91 7-1 TTCTAAAGTGGCTCTAATCGACCAGCTGGTACTTTCGCCCGC
U2-SSTs-8H-92 7-2 CAGAAGGTGATAACTTCCAAGATAGCCCTCTACTATCAAGCA
U2-SSTs-8H-93 7-3 GCCTCGCCCTGTCTGACTCGTCTAAACATCCAACTCCCTCCA



Seq_ID Location Sequence
U2-SSTs-8H-94 7-4 CTGAAGCTCCCTCGACACGTGTCCAATACAGAACTGTCCGCC
U2-SSTs-8H-95 7-5 CAGCGGAGTCTATATCTACGTATTAAAGGGCCTTTCATAGGG
U2-SSTs-8H-96 7-6 GACCCACTAAGTGGTTTCCGCATGAGGACCAAGCCTAGGTTT
U2-SSTs-8H-97 7-7 GACTGTGCTCCCTGGACCCGAATGCCCGCTCGCGCATCTCTG
U2-SSTs-8H-98 7-8 TGAGGTACAGCGTTCGTGTCACACTACATGCTGTCGCTATAA
U2-SSTs-8H-99 7-9 GAGTAGCATTAGGCACAGCAGTAAACGACTTCCTCCACGGCC
U2-SSTs-8H-100 7-10 TGCTGCGTCGTGCGTGCTTCTCCTCCTGCACCTGACTAATAA
U2-SSTs-8H-101 7-11 CGTTGGCAGCACTTCTACCTAGAAGCAAGTAATGAGTCTGCT
U2-SSTs-8H-102 7-12 AATTCTCGTGCGCGGGTGAGTCTCTAATTGCCATCGCTAAAT
U2-SSTs-8H-103 7-13 TGGTAGAAAGAAGGGAGGCTCTTCAGCGTAAGGGATACAATT
U2-SSTs-8H-104 7-14 GACCCAGGGTTAGTTCCGGAGTTCGTCTTTGGCTAAAGGCGC
U2-SSTs-8H-105 7-15 ACTTCGTGCTTGTTTTTTTTTTTTTTTTTTTTTAAACGGTCT
U2-SSTs-8H-106 8-1 TTTTTTTTTTTAGGTAGGCAGGCCACTTTAGAATTTTTTTTT
U2-SSTs-8H-107 8-2 TACAAACGTGTCCTTGTCCTTTATCACCTTCTGTCGATTAGA
U2-SSTs-8H-108 8-3 GTCCCTGGAGCGTTCCGAAATACAGGGCGAGGCCTTGGAAGT
U2-SSTs-8H-109 8-4 GGTACGACACAGCGTGTCCTGAGGGAGCTTCAGACGAGTCAG
U2-SSTs-8H-110 8-5 GTCCAGGTCTACTAAATTGTCTAGACTCCGCTGCACGTGTCG
U2-SSTs-8H-111 8-6 GGCGTGGTACGTGCATCACCAACTTAGTGGGTCACGTAGATA
U2-SSTs-8H-112 8-7 AAGGGCAAAGCCATTGACGACGGGAGCACAGTCGCGGAAACC
U2-SSTs-8H-113 8-8 ACAACGGGTACTATAGTATCGCGCTGTACCTCATCGGGTCCA
U2-SSTs-8H-114 8-9 GTGGAAGCCCGTTCGGTGTCTCTAATGCTACTCTGACACGAA
U2-SSTs-8H-115 8-10 ACCTGGAAACCGCCCGATAGGCACGACGCAGCACTGCTGTGC
U2-SSTs-8H-116 8-11 TCACGGTACCAGTCGGAGATGGTGCTGCCAACGAGAAGCACG
U2-SSTs-8H-117 8-12 TCTTTCCGTGCGGTCGTCCGGCGCACGAGAATTTAGGTAGAA
U2-SSTs-8H-118 8-13 AGGGCACGCATAGCTGCCAGCTTCTTTCTACCAACTCACCCG
U2-SSTs-8H-119 8-14 CAGCAAAGCAATGGCTGAAATTAACCCTGGGTCGAGCCTCCC
U2-SSTs-8H-120 8-15 TTGCTCTACTATTATGTGCATCAAGCACGAAGTCTCCGGAAC



U2-SSTs-6H
Seq_ID Location Sequence
U2-SSTs-6H-1 1-1 GGACTCGGTAGCGTTTAATTGACACGTTTGTACTGCCTACCT
U2-SSTs-6H-2 1-2 AGCTTTATCGACTCGAGTCTCGCTCCAGGGACAAGGACAAGG
U2-SSTs-6H-3 1-3 ACAGATCGACGTTTAGGGTATTGTGTCGTACCATTTCGGAAC
U2-SSTs-6H-4 1-4 ATTAGCGATTGAGAAGCTGTTTAGACCTGGACCAGGACACGC
U2-SSTs-6H-5 1-5 GTCTAAGCCGATAGTAGATAGCGTACCACGCCGACAATTTAG
U2-SSTs-6H-6 1-6 GGCTGTAAAGAACAAATTGTTGCTTTGCCCTTTGGTGATGCA
U2-SSTs-6H-7 1-7 GACATGCGCCAGGTGGTAGGAGTACCCGTTGTGTCGTCAATG
U2-SSTs-6H-8 1-8 ATTGAAGTGCGTCCCTGCGTGCGGGCTTCCACCGATACTATA
U2-SSTs-6H-9 1-9 AAAGCGACCTAATTCTAATAGGGTTTCCAGGTAGACACCGAA
U2-SSTs-6H-10 1-10 CGGACACCAGATGCTGATCTCTGGTACCGTGACCTATCGGGC
U2-SSTs-6H-11 1-11 GCGCTATCTGCTCAGTATCTAGCACGGAAAGACATCTCCGAC
U2-SSTs-6H-12 1-12 GGCCGCGTTCGACTAGACCCGATGCGTGCCCTCCGGACGACC
U2-SSTs-6H-13 1-13 CTAAGGACGTACTATACCCTCTTGCTTTGCTGGCTGGCAGCT
U2-SSTs-6H-14 1-14 CTGGAAGTTCCGCTATCCCGCTAGTAGAGCAAATTTCAGCCA
U2-SSTs-6H-15 1-15 CTGTATCATATCTTTTTTTTTTTTTTTTTTTTATGCACATAA
U2-SSTs-6H-16 2-1 TTTTTTTTTTTAATGCCCATCGCTACCGAGTCCTTTTTTTTT
U2-SSTs-6H-17 2-2 AGCAATACTTTCTGTGGGAGGGTCGATAAAGCTCAATTAAAC
U2-SSTs-6H-18 2-3 AGAGCTGAGTGTTTACACGGCACGTCGATCTGTGAGACTCGA
U2-SSTs-6H-19 2-4 TGCCAAGAGTCCATACCGTGCTCAATCGCTAATATACCCTAA
U2-SSTs-6H-20 2-5 CATAACCAACAATTTAGTTGTATCGGCTTAGACAACAGCTTC
U2-SSTs-6H-21 2-6 GAATTATTCAATGCAACGAGCTTCTTTACAGCCCTATCTACT
U2-SSTs-6H-22 2-7 ACGCGCGGGCCTGTCGGAGCCCTGGCGCATGTCAACAATTTG
U2-SSTs-6H-23 2-8 TCTAGTGCATACAAATTCGGTACGCACTTCAATTCCTACCAC
U2-SSTs-6H-24 2-9 TAATTGCATTGCAGTAGGCTCTTAGGTCGCTTTCACGCAGGG
U2-SSTs-6H-25 2-10 GTTTCTGTTCCGTACCGATGGATCTGGTGTCCGCTATTAGAA
U2-SSTs-6H-26 2-11 GACGCGGGCGTACAAATTCGCAGCAGATAGCGCGAGATCAGC
U2-SSTs-6H-27 2-12 GTAGGAAACTAACGCTCTTGATCGAACGCGGCCTAGATACTG
U2-SSTs-6H-28 2-13 TTTAAGAAGCTGAGCGTAGCTGTACGTCCTTAGCGGGTCTAG
U2-SSTs-6H-29 2-14 CAATTATAGTAATGGTAACCACGGAACTTCCAGGAGGGTATA
U2-SSTs-6H-30 2-15 CTTTCAGTGATAGATGAAAGAGATATGATACAGGCGGGATAG
U2-SSTs-6H-31 3-1 CTGCTTATCCAGACCATTTCCAAAGTATTGCTGATGGGCATT
U2-SSTs-6H-32 3-2 ACAGTCCCGTCTACGGGCCAGCACTCAGCTCTCCTCCCACAG
U2-SSTs-6H-33 3-3 GCGTGGTACGTAGCCGGAGCAGACTCTTGGCAGCCGTGTAAA
U2-SSTs-6H-34 3-4 TGTATTTCTACAACTTGTACGTGTTGGTTATGGCACGGTATG
U2-SSTs-6H-35 3-5 CATGCATGTCTAACGTCGCGATTGAATAATTCACAACTAAAT
U2-SSTs-6H-36 3-6 GGTCTTCTACTGTAGGAGGACGGCCCGCGCGTGCTCGTTGCA
U2-SSTs-6H-37 3-7 GCATCTTTCAGCGCTCAATCATATGCACTAGAGGCTCCGACA
U2-SSTs-6H-38 3-8 CCCTGAAACTCTACAGAGGGCCAATGCAATTAACCGAATTTG
U2-SSTs-6H-39 3-9 CATCTAGAAAGGGCGTTGGGTGGAACAGAAACGAGCCTACTG
U2-SSTs-6H-40 3-10 ATCTTTGATCTGCGGGACATAACGCCCGCGTCCCATCGGTAC
U2-SSTs-6H-41 3-11 TGGTAGTTCCTTCTTTCGGCGTAGTTTCCTACGCGAATTTGT
U2-SSTs-6H-42 3-12 GAACGAAGGTTTACTGTGACTAGCTTCTTAAATCAAGAGCGT
U2-SSTs-6H-43 3-13 TGGGACAAGACATATACACCTTACTATAATTGAGCTACGCTC
U2-SSTs-6H-44 3-14 GTTGCGACCACGCAAGATAGCATCACTGAAAGTGGTTACCAT
U2-SSTs-6H-45 3-15 CTTTAAGCCGGATTTTTTTTTTTTTTTTTTTTTCTTTCATCT
U2-SSTs-6H-46 4-1 TTTTTTTTTTTGCGGGCGAAACTGGATAAGCAGTTTTTTTTT



Seq_ID Location Sequence
U2-SSTs-6H-47 4-2 GTACCAGCTGGTGCTTGATAGAGACGGGACTGTGGAAATGGT
U2-SSTs-6H-48 4-3 TAGAGGGCTATTGGAGGGAGTTACGTACCACGCCTGGCCCGT
U2-SSTs-6H-49 4-4 TGGATGTTTAGGGCGGACAGTTGTAGAAATACATGCTCCGGC
U2-SSTs-6H-50 4-5 TCTGTATTGGACCCTATGAAATAGACATGCATGCGTACAAGT
U2-SSTs-6H-51 4-6 GGCCCTTTAATAAACCTAGGCCAGTAGAAGACCTCGCGACGT
U2-SSTs-6H-52 4-7 TTGGTCCTCATCAGAGATGCGGCTGAAAGATGCGTCCTCCTA
U2-SSTs-6H-53 4-8 CGAGCGGGCATTTATAGCGACAGAGTTTCAGGGTGATTGAGC
U2-SSTs-6H-54 4-9 AGCATGTAGTGGGCCGTGGAGCCTTTCTAGATGGCCCTCTGT
U2-SSTs-6H-55 4-10 GAAGTCGTTTATTATTAGTCACAGATCAAAGATACCCAACGC
U2-SSTs-6H-56 4-11 GGTGCAGGAGGAGCAGACTCAAAGGAACTACCATATGTCCCG
U2-SSTs-6H-57 4-12 TTACTTGCTTCATTTAGCGATAAACCTTCGTTCCGCCGAAAG
U2-SSTs-6H-58 4-13 GGCAATTAGAGAATTGTATCCTGTCTTGTCCCAAGTCACAGT
U2-SSTs-6H-59 4-14 CTTACGCTGAAGCGCCTTTAGCGTGGTCGCAACAGGTGTATA
U2-SSTs-6H-60 4-15 CCAAAGACGAAAGACCGTTTATCCGGCTTAAAGGCTATCTTG
U2-SSTs-6H-61 5-1 TTCTAAAGTGGCTCTAATCGACCAGCTGGTACTTTCGCCCGC
U2-SSTs-6H-62 5-2 CAGAAGGTGATAACTTCCAAGATAGCCCTCTACTATCAAGCA
U2-SSTs-6H-63 5-3 GCCTCGCCCTGTCTGACTCGTCTAAACATCCAACTCCCTCCA
U2-SSTs-6H-64 5-4 CTGAAGCTCCCTCGACACGTGTCCAATACAGAACTGTCCGCC
U2-SSTs-6H-65 5-5 CAGCGGAGTCTATATCTACGTATTAAAGGGCCTTTCATAGGG
U2-SSTs-6H-66 5-6 GACCCACTAAGTGGTTTCCGCATGAGGACCAAGCCTAGGTTT
U2-SSTs-6H-67 5-7 GACTGTGCTCCCTGGACCCGAATGCCCGCTCGCGCATCTCTG
U2-SSTs-6H-68 5-8 TGAGGTACAGCGTTCGTGTCACACTACATGCTGTCGCTATAA
U2-SSTs-6H-69 5-9 GAGTAGCATTAGGCACAGCAGTAAACGACTTCCTCCACGGCC
U2-SSTs-6H-70 5-10 TGCTGCGTCGTGCGTGCTTCTCCTCCTGCACCTGACTAATAA
U2-SSTs-6H-71 5-11 CGTTGGCAGCACTTCTACCTAGAAGCAAGTAATGAGTCTGCT
U2-SSTs-6H-72 5-12 AATTCTCGTGCGCGGGTGAGTCTCTAATTGCCATCGCTAAAT
U2-SSTs-6H-73 5-13 TGGTAGAAAGAAGGGAGGCTCTTCAGCGTAAGGGATACAATT
U2-SSTs-6H-74 5-14 GACCCAGGGTTAGTTCCGGAGTTCGTCTTTGGCTAAAGGCGC
U2-SSTs-6H-75 5-15 ACTTCGTGCTTGTTTTTTTTTTTTTTTTTTTTTAAACGGTCT
U2-SSTs-6H-76 6-1 TTTTTTTTTTTAGGTAGGCAGGCCACTTTAGAATTTTTTTTT
U2-SSTs-6H-77 6-2 TACAAACGTGTCCTTGTCCTTTATCACCTTCTGTCGATTAGA
U2-SSTs-6H-78 6-3 GTCCCTGGAGCGTTCCGAAATACAGGGCGAGGCCTTGGAAGT
U2-SSTs-6H-79 6-4 GGTACGACACAGCGTGTCCTGAGGGAGCTTCAGACGAGTCAG
U2-SSTs-6H-80 6-5 GTCCAGGTCTACTAAATTGTCTAGACTCCGCTGCACGTGTCG
U2-SSTs-6H-81 6-6 GGCGTGGTACGTGCATCACCAACTTAGTGGGTCACGTAGATA
U2-SSTs-6H-82 6-7 AAGGGCAAAGCCATTGACGACGGGAGCACAGTCGCGGAAACC
U2-SSTs-6H-83 6-8 ACAACGGGTACTATAGTATCGCGCTGTACCTCATCGGGTCCA
U2-SSTs-6H-84 6-9 GTGGAAGCCCGTTCGGTGTCTCTAATGCTACTCTGACACGAA
U2-SSTs-6H-85 6-10 ACCTGGAAACCGCCCGATAGGCACGACGCAGCACTGCTGTGC
U2-SSTs-6H-86 6-11 TCACGGTACCAGTCGGAGATGGTGCTGCCAACGAGAAGCACG
U2-SSTs-6H-87 6-12 TCTTTCCGTGCGGTCGTCCGGCGCACGAGAATTTAGGTAGAA
U2-SSTs-6H-88 6-13 AGGGCACGCATAGCTGCCAGCTTCTTTCTACCAACTCACCCG
U2-SSTs-6H-89 6-14 CAGCAAAGCAATGGCTGAAATTAACCCTGGGTCGAGCCTCCC
U2-SSTs-6H-90 6-15 TTGCTCTACTATTATGTGCATCAAGCACGAAGTCTCCGGAAC



U2-SSTs-4H
Seq_ID Location Sequence
U2-SSTs-4H-1 1-1 CTGCTTATCCAGACCATTTCCACACGTTTGTACTGCCTACCT
U2-SSTs-4H-2 1-2 ACAGTCCCGTCTACGGGCCAGGCTCCAGGGACAAGGACAAGG
U2-SSTs-4H-3 1-3 GCGTGGTACGTAGCCGGAGCATGTGTCGTACCATTTCGGAAC
U2-SSTs-4H-4 1-4 TGTATTTCTACAACTTGTACGTAGACCTGGACCAGGACACGC
U2-SSTs-4H-5 1-5 CATGCATGTCTAACGTCGCGACGTACCACGCCGACAATTTAG
U2-SSTs-4H-6 1-6 GGTCTTCTACTGTAGGAGGACGCTTTGCCCTTTGGTGATGCA
U2-SSTs-4H-7 1-7 GCATCTTTCAGCGCTCAATCAGTACCCGTTGTGTCGTCAATG
U2-SSTs-4H-8 1-8 CCCTGAAACTCTACAGAGGGCCGGGCTTCCACCGATACTATA
U2-SSTs-4H-9 1-9 CATCTAGAAAGGGCGTTGGGTGGTTTCCAGGTAGACACCGAA
U2-SSTs-4H-10 1-10 ATCTTTGATCTGCGGGACATATGGTACCGTGACCTATCGGGC
U2-SSTs-4H-11 1-11 TGGTAGTTCCTTCTTTCGGCGGCACGGAAAGACATCTCCGAC
U2-SSTs-4H-12 1-12 GAACGAAGGTTTACTGTGACTATGCGTGCCCTCCGGACGACC
U2-SSTs-4H-13 1-13 TGGGACAAGACATATACACCTTTGCTTTGCTGGCTGGCAGCT
U2-SSTs-4H-14 1-14 GTTGCGACCACGCAAGATAGCTAGTAGAGCAAATTTCAGCCA
U2-SSTs-4H-15 1-15 CTTTAAGCCGGATTTTTTTTTTTTTTTTTTTTATGCACATAA
U2-SSTs-4H-16 2-1 TTTTTTTTTTTGCGGGCGAAACTGGATAAGCAGTTTTTTTTT
U2-SSTs-4H-17 2-2 GTACCAGCTGGTGCTTGATAGAGACGGGACTGTGGAAATGGT
U2-SSTs-4H-18 2-3 TAGAGGGCTATTGGAGGGAGTTACGTACCACGCCTGGCCCGT
U2-SSTs-4H-19 2-4 TGGATGTTTAGGGCGGACAGTTGTAGAAATACATGCTCCGGC
U2-SSTs-4H-20 2-5 TCTGTATTGGACCCTATGAAATAGACATGCATGCGTACAAGT
U2-SSTs-4H-21 2-6 GGCCCTTTAATAAACCTAGGCCAGTAGAAGACCTCGCGACGT
U2-SSTs-4H-22 2-7 TTGGTCCTCATCAGAGATGCGGCTGAAAGATGCGTCCTCCTA
U2-SSTs-4H-23 2-8 CGAGCGGGCATTTATAGCGACAGAGTTTCAGGGTGATTGAGC
U2-SSTs-4H-24 2-9 AGCATGTAGTGGGCCGTGGAGCCTTTCTAGATGGCCCTCTGT
U2-SSTs-4H-25 2-10 GAAGTCGTTTATTATTAGTCACAGATCAAAGATACCCAACGC
U2-SSTs-4H-26 2-11 GGTGCAGGAGGAGCAGACTCAAAGGAACTACCATATGTCCCG
U2-SSTs-4H-27 2-12 TTACTTGCTTCATTTAGCGATAAACCTTCGTTCCGCCGAAAG
U2-SSTs-4H-28 2-13 GGCAATTAGAGAATTGTATCCTGTCTTGTCCCAAGTCACAGT
U2-SSTs-4H-29 2-14 CTTACGCTGAAGCGCCTTTAGCGTGGTCGCAACAGGTGTATA
U2-SSTs-4H-30 2-15 CCAAAGACGAAAGACCGTTTATCCGGCTTAAAGGCTATCTTG
U2-SSTs-4H-31 3-1 TTCTAAAGTGGCTCTAATCGACCAGCTGGTACTTTCGCCCGC
U2-SSTs-4H-32 3-2 CAGAAGGTGATAACTTCCAAGATAGCCCTCTACTATCAAGCA
U2-SSTs-4H-33 3-3 GCCTCGCCCTGTCTGACTCGTCTAAACATCCAACTCCCTCCA
U2-SSTs-4H-34 3-4 CTGAAGCTCCCTCGACACGTGTCCAATACAGAACTGTCCGCC
U2-SSTs-4H-35 3-5 CAGCGGAGTCTATATCTACGTATTAAAGGGCCTTTCATAGGG
U2-SSTs-4H-36 3-6 GACCCACTAAGTGGTTTCCGCATGAGGACCAAGCCTAGGTTT
U2-SSTs-4H-37 3-7 GACTGTGCTCCCTGGACCCGAATGCCCGCTCGCGCATCTCTG
U2-SSTs-4H-38 3-8 TGAGGTACAGCGTTCGTGTCACACTACATGCTGTCGCTATAA
U2-SSTs-4H-39 3-9 GAGTAGCATTAGGCACAGCAGTAAACGACTTCCTCCACGGCC
U2-SSTs-4H-40 3-10 TGCTGCGTCGTGCGTGCTTCTCCTCCTGCACCTGACTAATAA
U2-SSTs-4H-41 3-11 CGTTGGCAGCACTTCTACCTAGAAGCAAGTAATGAGTCTGCT
U2-SSTs-4H-42 3-12 AATTCTCGTGCGCGGGTGAGTCTCTAATTGCCATCGCTAAAT
U2-SSTs-4H-43 3-13 TGGTAGAAAGAAGGGAGGCTCTTCAGCGTAAGGGATACAATT
U2-SSTs-4H-44 3-14 GACCCAGGGTTAGTTCCGGAGTTCGTCTTTGGCTAAAGGCGC
U2-SSTs-4H-45 3-15 ACTTCGTGCTTGTTTTTTTTTTTTTTTTTTTTTAAACGGTCT
U2-SSTs-4H-46 4-1 TTTTTTTTTTTAGGTAGGCAGGCCACTTTAGAATTTTTTTTT



Seq_ID Location Sequence
U2-SSTs-4H-47 4-2 TACAAACGTGTCCTTGTCCTTTATCACCTTCTGTCGATTAGA
U2-SSTs-4H-48 4-3 GTCCCTGGAGCGTTCCGAAATACAGGGCGAGGCCTTGGAAGT
U2-SSTs-4H-49 4-4 GGTACGACACAGCGTGTCCTGAGGGAGCTTCAGACGAGTCAG
U2-SSTs-4H-50 4-5 GTCCAGGTCTACTAAATTGTCTAGACTCCGCTGCACGTGTCG
U2-SSTs-4H-51 4-6 GGCGTGGTACGTGCATCACCAACTTAGTGGGTCACGTAGATA
U2-SSTs-4H-52 4-7 AAGGGCAAAGCCATTGACGACGGGAGCACAGTCGCGGAAACC
U2-SSTs-4H-53 4-8 ACAACGGGTACTATAGTATCGCGCTGTACCTCATCGGGTCCA
U2-SSTs-4H-54 4-9 GTGGAAGCCCGTTCGGTGTCTCTAATGCTACTCTGACACGAA
U2-SSTs-4H-55 4-10 ACCTGGAAACCGCCCGATAGGCACGACGCAGCACTGCTGTGC
U2-SSTs-4H-56 4-11 TCACGGTACCAGTCGGAGATGGTGCTGCCAACGAGAAGCACG
U2-SSTs-4H-57 4-12 TCTTTCCGTGCGGTCGTCCGGCGCACGAGAATTTAGGTAGAA
U2-SSTs-4H-58 4-13 AGGGCACGCATAGCTGCCAGCTTCTTTCTACCAACTCACCCG
U2-SSTs-4H-59 4-14 CAGCAAAGCAATGGCTGAAATTAACCCTGGGTCGAGCCTCCC
U2-SSTs-4H-60 4-15 TTGCTCTACTATTATGTGCATCAAGCACGAAGTCTCCGGAAC



U2-SSTs-2H
Seq_ID Location Sequence
U1-SSTs-2H-1 1-1 TTCTAAAGTGGCTCTAATCGAACACGTTTGTACTGCCTACCT
U1-SSTs-2H-2 1-2 CAGAAGGTGATAACTTCCAAGGCTCCAGGGACAAGGACAAGG
U1-SSTs-2H-3 1-3 GCCTCGCCCTGTCTGACTCGTTGTGTCGTACCATTTCGGAAC
U1-SSTs-2H-4 1-4 CTGAAGCTCCCTCGACACGTGTAGACCTGGACCAGGACACGC
U1-SSTs-2H-5 1-5 CAGCGGAGTCTATATCTACGTCGTACCACGCCGACAATTTAG
U1-SSTs-2H-6 1-6 GACCCACTAAGTGGTTTCCGCGCTTTGCCCTTTGGTGATGCA
U1-SSTs-2H-7 1-7 GACTGTGCTCCCTGGACCCGAGTACCCGTTGTGTCGTCAATG
U1-SSTs-2H-8 1-8 TGAGGTACAGCGTTCGTGTCACGGGCTTCCACCGATACTATA
U1-SSTs-2H-9 1-9 GAGTAGCATTAGGCACAGCAGGGTTTCCAGGTAGACACCGAA
U1-SSTs-2H-10 1-10 TGCTGCGTCGTGCGTGCTTCTTGGTACCGTGACCTATCGGGC
U1-SSTs-2H-11 1-11 CGTTGGCAGCACTTCTACCTAGCACGGAAAGACATCTCCGAC
U1-SSTs-2H-12 1-12 AATTCTCGTGCGCGGGTGAGTATGCGTGCCCTCCGGACGACC
U1-SSTs-2H-13 1-13 TGGTAGAAAGAAGGGAGGCTCTTGCTTTGCTGGCTGGCAGCT
U1-SSTs-2H-14 1-14 GACCCAGGGTTAGTTCCGGAGTAGTAGAGCAAATTTCAGCCA
U1-SSTs-2H-15 1-15 ACTTCGTGCTTGTTTTTTTTTTTTTTTTTTTTATGCACATAA
U1-SSTs-2H-16 2-1 TTTTTTTTTTTAGGTAGGCAGGCCACTTTAGAATTTTTTTTT
U1-SSTs-2H-17 2-2 TACAAACGTGTCCTTGTCCTTTATCACCTTCTGTCGATTAGA
U1-SSTs-2H-18 2-3 GTCCCTGGAGCGTTCCGAAATACAGGGCGAGGCCTTGGAAGT
U1-SSTs-2H-19 2-4 GGTACGACACAGCGTGTCCTGAGGGAGCTTCAGACGAGTCAG
U1-SSTs-2H-20 2-5 GTCCAGGTCTACTAAATTGTCTAGACTCCGCTGCACGTGTCG
U1-SSTs-2H-21 2-6 GGCGTGGTACGTGCATCACCAACTTAGTGGGTCACGTAGATA
U1-SSTs-2H-22 2-7 AAGGGCAAAGCCATTGACGACGGGAGCACAGTCGCGGAAACC
U1-SSTs-2H-23 2-8 ACAACGGGTACTATAGTATCGCGCTGTACCTCATCGGGTCCA
U1-SSTs-2H-24 2-9 GTGGAAGCCCGTTCGGTGTCTCTAATGCTACTCTGACACGAA
U1-SSTs-2H-25 2-10 ACCTGGAAACCGCCCGATAGGCACGACGCAGCACTGCTGTGC
U1-SSTs-2H-26 2-11 TCACGGTACCAGTCGGAGATGGTGCTGCCAACGAGAAGCACG
U1-SSTs-2H-27 2-12 TCTTTCCGTGCGGTCGTCCGGCGCACGAGAATTTAGGTAGAA
U1-SSTs-2H-28 2-13 AGGGCACGCATAGCTGCCAGCTTCTTTCTACCAACTCACCCG
U1-SSTs-2H-29 2-14 CAGCAAAGCAATGGCTGAAATTAACCCTGGGTCGAGCCTCCC
U1-SSTs-2H-30 2-15 TTGCTCTACTATTATGTGCATCAAGCACGAAGTCTCCGGAAC
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