PCR1: PotatoMASH core primers

>C1_1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCGAGCTCTCTTGAATTCGGATTTG
>C1_1_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCATATGAATACCCACTGGCAGGAT
>C1. 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGACAGGCTCTTCATTGATCCTTCA
>C1_2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCAAGCAGCTCGAGAATTTGTAATG
>C1_3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGAAAAGCCACCTCAGAATGTACG
>C1_3_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCAGAAGCTTGTGAAATCCATGAA
>C1_4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCATCTGGATCCTTGGTATCAGC
>C1_4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAAGGCATCCTCTCTATCACAAGGAC
>C1_5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCATTAAATGCCCAGCTGATCCTG
>C1_5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCATCCTGCAAAGAAGGGGAAATA
>C1_6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGGTCCCATGATATCTGGTGGTTT
>C1_6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTTCATTGGTTCACCCACTGGATG
>C1_7_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCATGAGTTCCTTGGCTCTCTCAC
>C1_7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGTGGGGTCGTTCAAGTGAATGA
>C1_8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGCTGATGCCTTTTCACTGATTGG
>C1_8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCCTGATTGAGTACCTTGTACCCA
>C1_ 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGACCTGCAACCTAATAACCACTCC
>C1_ 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGGAGGGATAGTCTAGTGGAAAGGA
>C1_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCATACCAAGCTAACCAAATGGCAGG
>C1_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCCAGAAAGTTTGGAGTTGTTGCTG
>C1_ 11 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTAGAGCGTACTGGGCATTATCTA
>C1_11_2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGGCAATTTGAAGGATGCAAGTGC
>C1_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGAATACTCTTCTCTCCGCTACCG
>C1_12_ R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGTTAACGTACTAGAACTAGACGTGCT
>C1_13 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAAACTGCATGAAGGTGATAAGCA
>C1_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGGGGTGTAAGGGGCATT
>C1_14_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTTTTATCCTCGGTTTGCTGGAAC
>C1_14_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTGAAGAACAGTCCGTACAGCTTT



>C1_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAAAGTGACATGTTAGAACTCACCTTC
>C1_15_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATCCTGGTACGTCCTTAGTTTGCAT
>C1_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTGATATGAAGCATCCCAAAAGCA
>C1_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCAATGGCTAGCCTTTCACTATGAA
>C1_17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCCCTGTTAAGTTGTGGGGAAGAT
>C1_17_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTCCAGCTATACACATCCAGTTGC
>C1 18 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGCACGTTCCTAAGAAGTGGAAAA
>C1_18_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGGTGGTGAGGGAGTTCTGGTAT
>C1_19_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGAGCTACGGCATACTCATATAGC
>C1_19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGTGCTGCCTTGTTCTTAGAAACA
>C1_20_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTAGCTTTAGCCAGAAACATGCAGC
>C1_20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAATTACATTCACTTGTGACCGCCT
>C1 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGATAGCTGCTCCACTGATGATTCC
>C1 21_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTGGCATTTGAAAAGGAGAGTACGT
>C1 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAATAAAGAGCAAAAGACCCCGTCC
>C1 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGAATGGAGAAGCAGCCGAGG
>C1 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTAATGCACCCTGCTCCTATGTAG
>C1 23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCAACTTGTCTTTGACGTAAGCCAC
>C1.24 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAAGCTTTCTCACTGCTCTATTGG
>C1 24 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTTGGAGTCTTCGGATGCGGATTT
>C1 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGTACAGATGTTGCTTTCCCATGC
>C1 25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTTCTCCATTGTACTGCTCGTCAA
>C1 26 _F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACATATCTAATTACAAGCCTGAGGTAAGGG
>C1 26 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGTTTGATGCTGAAAATTGCTGAGG
>C1 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCTGATAAGTTGTTCAGAGAGATAGCG
>C1 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTGGCATTGGTTCCTATTACAGCT
>C1 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGGAGCCTGCAGGAGTTATAAAGT
>C1_28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTCTTTTTCCCATTCTTTGGCCTCC
>C1 29 F



TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCACATTACAGAAGCTGCCGAACAAT
>C1.29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCCCTCCTTTTTACTGGCAAGAAGA
>C1_30_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGAAAGGCAGTTATGGAAGAAAGCA
>C1_30_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTCCTTGCCCTAATATCTCCGTGA
>C1 31 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCCCATCACATTTTGGTGCTAAAT
>C1_31_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCCAATAATTTCATTTCCAGCAGGT
>C1 32 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTGACAATATCTGGGGAACAACCA
>C1 32 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGGAAGGATGAATCTGCAATGAGA
>C1 33 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTTCGCAGCTAATACCCAAGGTAAC
>C1_33 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATGCTGGCGAGGTTTGATTTATAT
>C1 34 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCATGCTGGTGAGTTTCAATTGTCG
>C1_34 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTCAGGTCATTGAATTCCTTGTTTCC
>C1. 35 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAACAGTTCAAAGATGGGTCCTTGG
>C1_35 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAATAGGAAACAATTGGCTGAAGC
>C1_36_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAAGCTTCAATTATGCCGATGCCAA
>C1_36_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTAGGACTCATGCTCCGACTTTTA
>C1 37 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAAAGTTCTTCTCTGACTCTCCGA
>C1 37 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATCTAAAGGTGTGTCCCATCCTCC
>C2 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCTGACCAAGAATTCTATCTGGGG
>C2 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAAAAAGGTTGGGACACTTGTGATGT
>C2 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGACAAACTTAAGGGTGAGGTTAGA
>C2 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTATGGCATTGGTAGTTGCAACCA
>C2 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGAGAAAAGGATTGGTGGTAGTGGA
>C2 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCATAAACGCCGTAATATCTGTTGC
>C2 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCTATGCTTTTCTTCACATCAGCAACC
>C2 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATCGCAAGCGTTGATCTCGTCATTT
>C2 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAGAATCTCCAGCTTTAGAGGACCC
>C2 5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATGACAGAAATTGCATGGCTTTCCT
>C2 6 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCGGTATAGTTGTCGTTGTAGCTCC



>C2 6 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTCTGTAGATAGCTTGGAGGCATA
>C2 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGACAAGAAAATGCCCTCCCAAATC
>C2 7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGACCAGCCTTACAATACACATTCA
>C2 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTGCTGCTTCAATTGTGGGAGAATA
>C2 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCTGAAGGTGACAATTGTGTGATT
>C2. 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTTGTTGAGGATGTGCTTGTGAGTG
>C2 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTCAAGTCCTTGGACTCAATTGCC
>C2_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTCCAATAGGCTCAGGAAATTGTT
>C2_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGTGAAATGTTCTTCTGTTAACACCC
>C2 11 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCACAATCATCCAATCTTGACATTGCTG
>C2_11_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGAACATTGTCACCTAGTGATGCAA
>C2 12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCAATGAGTTGGTCTACCTTTTACCCT
>C2_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCTGATATTTTAGGAGGACTTTCCCA
>C2 13_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCATAGTTACCTGCATTACTTGGG
>C2_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTCAGGCTGTCAGTCAATTTTGAC
>C2 14 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACTCTAATCCCAACATGCGACTACA
>C2 14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTCTTTCTGCATAGCCCTTTTCC
>C2 15 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACTTGAGCAGAGGAACGAGGAAAAT
>C2_15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGCTATGGGTTTACAGAAATCACC
>C2_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTTGGTCGACTTCTGATCAACCTC
>C2_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGCGTTAAATCCTAGTAGTAGAATGG
>C2 17 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGACTAGCCAACTGGTCCATCAAAAC
>C2 17 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTAAGAGCCTTTGTAATGTTCCCG
>C2 18 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTCTTCAAGAGCTGTGCAATATGCT
>C2_18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCCCTTGTAAAACCTGAATCAAGCT
>C2 19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCATCGCGTTTCCAGATCTTATACG
>C2_19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAGCATCATCATTTAGGTGCTTGGT
>C2 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACCCAAATATCCAAAAACCCTAAACCC
>C2 20 R



GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAGAGAGCTCAACGTCAGTCATGG
>C2. 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAAAGTTCCCAGTGACCTGTTTTC
>C2 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAGTATGGTCTTGCTGTCAGAATC
>C2 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTCAGAAACTGTGGTGATCTCATC
>C2 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCAATGGGTGCATCCGAATCAGTTC
>C2.23 C2 B4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAACAGTGTGAGATCGAGTAGGAA
>C2 23 C2 B4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTAGCAGAATGTGGGAGGCTC
>C2 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTATGATGGCCATGTCCTCCTTTAGG
>C2 24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTGAGGTTGGTGTTCTATACTGG
>C2 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTTCAACAACCTCTTCCAATGTT
>C2 25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAGTGATACTGTGGGATTCATATCAGA
>C2 26_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGACAGAAGCCAATCAAAGGATCACC
>C2 26 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCTCTTTCAACATGTTTACGTGCT
>C2 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTCTTCTTCATTGATAGACACCCCT
>C2 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTATAGACTTCATGTGCGACGAGTCC
>C2 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGGTGTTGATGGACAAAGAAGATTCT
>C2 28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCACCATTGATGATGATTGCTTCGT
>C2 29 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGAGCATTCCCATGAACCGTCATC
>C2 29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTACATCTTCAGCTAAACTACTCGCT
>C2 30_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAAGGTGCTGCGGGAGTTTCTTG
>C2_30_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTTGTAAAAGCCATAAGCCACAGC
>C2 31 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTCAATTCTCACAGAGGGTACAA
>C2 31 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTAGCATTCAAGCTTCCCAAACCATC
>C3 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTTGAGAAGAGGAAGCTTTCGTA
>C3 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCAATCTGATTGATTCATGAGAGGC
>C3 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGATCTGTTCCGGATTCGTTTGCTG
>C3 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAACGAAGCATTAAAAGGCAAAACCC
>C3 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTGCGTTGATTAGAGGATTTTGT
>C3 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCACAACTCAAGAGCCCAATCAAAA



>C3 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAGGAAGATCACATTCTAACCATGT
>C3 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTCTAGACCAAGTAAACCGTTGTAC
>C3 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAGAAGGAGAGACACTGCATGCTC
>C3 5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCCTTTTCTAGAAGATACAGCTCTAGCA
>C3 6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAATTGCTAGTGACCGCGCAAGAAC
>C3 6 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACATATGGCTTCGCGATAGGATTCT
>C3 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAAAGCAGGCACTAGCATTGGAC
>C3 7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGGGCCATGTTCCTTCTATACCATC
>C3 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCTGAAAATAGGGGTACGTGCCTTT
>C3 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTTTTTCACCTGCATTACCAGACA
>C3 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTTGTTGGACATGAGACTAGGCAAA
>C3 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTACGAGAGCACAATTCTCCAACT
>C3 10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTGCCCTAGAGATTCAATTGATTGG
>C3_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATTTCAGCACTAGCAGCAGGC
>C3 11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGATGAACATCCTCCAAAACTGGTT
>C3 11 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTTCATCTGGCTTTTGGCTAAAGA
>C3 12 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGCCATTTCTCATCTAGACACTGGA
>C3 12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCATTTAGAAGAAGTGCACTGGTCC
>C3 13 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAATATGTTGAAAAGTCTTGGCGCG
>C3 13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAAGCAGTTGCACTTCAGGTTCTAC
>C3 14_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATGTAGGAGCAGCATCACCATACT
>C3 14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTCTATCCTCTCGTTTGCATCTGA
>C3 15 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGAGCTGTTTCATCTGTTGAACAC
>C3_15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTGCTCAAGGCTATGAGGATATGGG
>C3 16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCGAAACCATTATAGAGAGGTGGGT
>C3_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGATGAAAGTTTCCTGAAGGCCTTG
>C3 17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCGCGAACTCAGGCATTACAAATGAA
>C3 17 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAGCAACAGAAAGTGGATTTTCGA
>C3 18 F



TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCAGGAGCAGAAGAAAGTCAATGA
>C3 18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACCAAACTGGAGAGGTCAATGGTAG
>C3 19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACGTATGTCTTGACATTGGCATCG
>C3 19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCATTATTCATCCACCTACTCGGA
>C3 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTATCTTGCATTCTATCCTTCACCCA
>C3 20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGACCGATTAGCCTTTCTAACTAACT
>C3 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTTCAAAAGACCCGACCTTTGTCAA
>C3 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAACGACTTCTCCTAGATGGTTCACC
>C3 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAATTGCTGGAGACTTGTTGTCTT
>C3 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTGTATTTATTGACAGGCCTGATTGG
>C3 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAGCAGAAAGTTAACCTCTCTAGAC
>C3 23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCCAATATAATTGATTTGTAGGAGCTCCAG
>C3 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCATCTGGGGTCAATTCTGCAGAA
>C3 24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGTGATGACAACTGGAGCAAATCA
>C3 25 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTTAACGGGACTTGTGACTCTTCC
>C3 25 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGCAACACCTGAGGGATTTGACTC
>C3 26 _F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCTACAACTTCCTTTCTACCCTGT
>C3 26_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGAAATCCCATAGAGATTGCCCTG
>C3 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCACAAGCCTTTGATAACCACATTGT
>C3 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTTATGAGGGAATGCTGGAGAGC
>C3 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGATATTCGCCACGTGTCTAGAGAA
>C3 28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCGACAGCCTCTTCCTCCTCT

>C3 29 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCATCAATTAGGTTCTCCATGGGAAGT
>C3 29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCACGAAAAATGAGGTAGAATACTGCTC
>C3 30_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCCGTGTTAGAATCTCTTCTTGCAA
>C3 30 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTATCAGGCAAATCAGCTTCTGTGTT
>C3 31 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGATACAAGAAACTGACGACCAATCC
>C3 31 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGTCATAAGATCTTACAGAGTCACTATACACAAGC
>C4 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTCGTGTCTTGTCAGATGAACTTCA



>C4 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCAACAATAACCTACCACAATGATCCC
>C4 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAAGGCAATCGAAACCTTCAACTCT
>C4 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATTCTGGGATGAGAAGGTCACCC
>C4 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCGATTTCCTTTCCCGGATTGAATC
>C4 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACGTGAACATAATTTGGCCTACGTA
>C4 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCAGCCAGAAACTTTGCTAGAGGTT
>C4 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGAGGGGCTAGCATCCATGAAG
>C4 5 C4 B1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTAGTTTACTCATGGGTTCTCGTTC
>C4 5 C4 B1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTCAAATGGGTTGAAATCATCAGACC
>C4 6.C4 B2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGATAAGCAGCCTATTGTGCCATG
>C4_6_C4 B2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCCAACTAAATTCAGCAAATGTAATTTATACT
>C4 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCTGACTCCGACTTAGGATAACCA
>C4 7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAGAGTGACCAGGGAGCATATACTG
>C4 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCGCGATAGTTATGACATCCATGC
>C4 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTTTAGGGAACTATGTATTGGGGC
>C4 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAATCTTCAGTGTTTCTCTGCTCA
>C4 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACGACAGTCAAAATGCTGATGTGA
>C4 10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTGTTGGTAAATGGAAAACCTAGAAATGGC
>C4_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGAACCCTCAAATACTCCAACATGT
>C4_11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCATTTTACGCCACATTCCATCTCC

>C4 11 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTGAAGTACTATTGAAACAGTAGCAC
>C4 12 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAATCTCTTGACATGCCTTGCTGAC
>C4_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTGTTACATGCAGATATGGACATCA
>C4 13 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCGTGTGTGGTATGAAGTCTGACT
>C4 13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTCGGATGTACAGTAAATATGGTTGC
>C4_14_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCACCAGTAATCTCTGATGAATCGT
>C4_14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTTTAGGAAGACCAGATGCTGAGT
>C4 15 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTCTTCCTCTTCTCTCTTTGACA
>C4_15_R



GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTAGACAAGTTCCTCCCTATAGCT
>C4_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTAATGGAGGTGCTGGAGAGAGGATA
>C4_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATCTGTTTTGTGCCCTGCAGATAT
>C4 17 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTACTTATGACCAACTTTTTAGCCCA
>C4 17 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCGTAAGTAACTTTTAACTGATGCTTCCAG
>C4_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGATCTCTTGTACTCCATCCATGTATCC
>C4 18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACACTGATCATACAACCCATAGAATGC
>C4 19 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAACTCTTGTTCGTTGGCCAAAAG
>C4_ 19 1R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGGAGACAGGACACAATTTGCCC

>C4 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGCTCACCATTCAACATCTGATGAT

>C4 20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTGAACCTGTTTTCTGATGTCTCCG
>C4 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAACCATTTCTAGCTGCGGACAGTTG
>C4 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTGATATTGGAAATTGCACCAGCT
>C4 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTAATAAGTAATCTGGTTTCCCCGG
>C4 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCTCTAGAGATTGACATCAAATCATGTCC
>C4 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAGGCTTTTATTGAAGACACAGCT
>C4 23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCCCCATATATGAAAGACTTGGTATTG
>C4 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGATCTTATGGATATATTGCTCCAGGT
>C4 24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCGCTGTATATCCATATTCTGCAACC
>C4 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAAATGGAAAAACTTCAGCTAGAGG
>C4 25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACCCATCCGATGATTTAAGCTGC
>C4 26 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGAAGCTTGCTCCTTCACCAATTTC

>C4 26 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTTCGGACATGGTTTCTACTGGAA
>C4 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAACATACCCTGTTGCTGCCAAAAAT

>C4 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATGCGCTCTCTATCTGGTTCGATA
>C4 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTTTCTGTGTTTTGGACTACAACA

>C4 28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGGCCTCTTGAATCATCCCCTTTAT
>C4 29 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATTGGCCCGGTGTCAAAACCA

>C4 29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCCAACCAACGCTGATTAATTAGAGT



>C4_30_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGACAACCCGGGGTGATGTTCT

>C4 30 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGTATAGTTGTGCCTGCTAGGTTT
>C4 31 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAATCCTTCAGGCCAGGTTTGATTC
>C4 31 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGAAGTCAATTTTGGTCCAACAACC
>C4 32 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGTACTTTGTTCTTCTGTGCGTGC
>C4 32 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGACCAATCATAAACTGGCTTCAACA
>C4 33 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGCGAACGTACTCTCAAGATATGA
>C4 33 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAAAGTCCTAGTAGATATTGACACCGA
>C4 34 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCAGATCTGAGACTTCCCTCCCTTT
>C4 34 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGAGAGAGACGCCGTAACCTAATT
>C4 35 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATATCAGCTTCTTCCCGGTCAGATC
>C4 35 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATCTTCCTAGACTTGCGGCTTTTG
>C5 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGTGGAAAGAGATCTTTATAAACATCATAAGAA
>C5 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTCTTTAATGAGAGAGACAATCTTCATTTTGT
>C5 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTCACTACCAAAAGATTGCCTCTT
>C5 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCAAGGGCATCACTAGCATTACTGT
>C5 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGAGTACTACTAGTGACTCTCTCTCCA
>C5 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGGAGTTTTCTTGATTCAGCTTCA
>C5 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACTAGTGTCCGAGCAGCTGTTTTAT
>C5 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATTGGAATAACTAGAAGGTTGGGCC
>C5 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTCATACGTTCATGCCTGGTTCAAA
>C5 5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTCCACATATTAACACCTTGTCCA
>C5 6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAACAAAGGAAGATTGAAGAGGCTGC
>C5 6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGACACTATCTGGATCAGAAGGTTTAC
>C5 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCCTCCTAATATTGGCAAATTCAGCA
>C5 7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGAGCTGCAGAAACTCTGGCTA
>C5 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGATGGAGTTCATAGTTCTTCTAGAGGT
>C5 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTGGGATGTGTTTGACAGGTAACC
>C5 9 F



TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTGCATTCCATTAGTAAAGAGGT
>C5 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAGGAGGGAAATTACTGCTCTCTGC
>C5_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCTCACACGACGCGATGAATCTC
>C5 10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGTTTCCCAAGTGTTCGTTTCGTTA
>C5 11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGCCTCACTGAAATAACCTGCACA
>C5 11_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTATGGATCTTGTGATGGTCGATGCC
>C5 12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTCTTCGAAACAGTGGTGGCAATAT
>C5 12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGTTGGAATGTGTAGCATGTGTGTG
>C5_13_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCATCTGCAGCATTCACATGGTATT
>C5 13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAGGTTACGTGTACTTGCTGAAGA
>C5 14 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTCTTGCTGGTCCTGTTCGTG
>C5 14 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGCCACCAGGTCTTTGCATTTG
>C5 15 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTACAGGACACCAGCACCGTCTC
>C5 15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCAGCCCATCCACCTACTGG
>C5_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCTTAGGTCCCTGATATATTGCAG
>C5 16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAATGCAGCACTTCCAATGTTTCGTA
>C5 17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCGATCTTCAAAGAAAATGGCGAACC
>C5 17 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTAGTGATCCTATGAAGATATTGTCCAC
>C5 18 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCCACAGGTACCTTAACGATTTTAGC
>C5 18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAATACAGCCCAAACGTGAGATGGAT
>C5 19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCTTGTGGAATATCAGTAGCTGGA
>C5 19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGTGATACTGTTGTTAAGAGTGTGAGG
>C5 20 _F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATACCCAGTTTGTTCCTTCTAGTTGG
>C5 20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCAGGACCATCTTTATTTTCATTCTTGCAC
>C5 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGGTTCTGAAGACGCGTTTAAGAA
>C5 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATCACCAAAACTATACTCGTGCCC
>C5 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGAGTTTCTGGACACAAGATGGAGT
>C5 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACTTAAGAAGAACCTTTCCCACCG
>C5 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCTCAACTTTTGGATCTGCAGGAT



>C5 23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGGCATTCACAAACTTGGTAAGCT
>C6_ 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCCAGGCAGTGCTAATTTTGTTGT
>C6_1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGTATTTAGAGTCTCCCCATCACCC
>C6 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTTGCGGCATCCCATAAATAGATG
>C6 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAACTGGAGCACTTACTCGGTAATGA
>C6 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTTAGTACAAACTACAAAGGTGAGGTTGTG
>C6_3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCACACCAAATCTTACCCAAAATGC
>C6 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTCATCGTTGGGAGAACTGGAGA
>C6 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGGCATTGTTATTGTCCTAAATCTCG
>C6 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTGTTGTCACCATGGTTAACAAGG
>C6 5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCCACCTCCAACCACTGTAAAAAGA
>C6_6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAACTCTTTGCAGTTAGCTCCATT
>C6_6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGATGTGAATCGTCGCTGTTTAGC
>C6 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAAGGGACAATACGTCTTGCTGC
>C6_7_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAAGATGTCACTTGCCAAAGCTAAGG
>C6 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCGAGGTTGCCTGTAAATAGAACA
>C6_8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAGTATCACTTTCTGCTACTTCCAAGT
>C6 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCCTTCTCTTTTAGGCTCTTATTGGA
>C6_9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCAAATGGTGGAAGAACTACTCAA
>C6_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTTGTCTTTGGGTTATCATGCCTTT
>C6_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTTCCTGCTTTAATATCGCGGTGA
>C6_11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAGCTCAAGTACAAGTCAACATTCTTC
>C6_11_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGATTGAAATCCAGCTGTCAATTCAG
>C6_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCGATTCCAAGATGATTGATGAGCC
>C6_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGATCAGGACAGAAGAATCTACTTGGT
>C6_13_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGGCTCCCTATACATACCAGATGC
>C6_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCTCTTTACTCTGTGTTGTAGCTGC
>C6_14_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCCAGAATCTAGAGATGGAGCGTAG
>C6_14 R



GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGAATTCCAGCCTGATGTAAAGGT
>C6_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGGTTTATTCATTTTCTTGGTGGAGG
>C6_15_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTTTTGTCGTTATGCCTGTAAAGT
>C6_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAGTGATGTCTGGATTAACTTGCA
>C6_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCAAGGGATTGCTTGGTATTGAGG
>C6_17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTCTTACTCACTTCCTTTTCCACA
>C6_17_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACTAACATTGAGTTTTTCCATCCACAGC
>C6_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTGGTCCTGAAGCTGTTTGGTT
>C6_18_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGGTTGATGGGAATGTTCTTTCCAA
>C6_19_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGAAGATTGGCTCCATTTGACTGC
>C6_19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGAGTTTGAAGAGGGTGATGTGAA
>C6_20_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGAGGCTTAGCTACCTGGTGTA
>C6_20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGCAAAGCTTGATGAATAGGGAGC
>C6 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAGTCACCGCTGTTCCAGAATC
>C6_21_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACCTAGTGACTCGGTGTTTGCAC
>C6 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTCTCAGAAGATGGGTCACCG
>C6_22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCACGCTCACATTCAAGCTTAATTG
>C6_23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTTGAGTGGAAACAAAGTGGTCTGC
>C6_23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAACTGGTGTTCCAATCCCAGGTATC
>C6 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAGTGCTTCCTTAGTCCAGCTAA
>C6_24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTCGGCTCCCACTTAGCAAAATG
>C6 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTTACTTGAAAGAAGTATCAGAGCGG
>C6_25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAAGATCAGAATCTAGTGCCTGCT
>C6_26_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGCAAGTGCACAAATTCTTCTTTACC
>C6_26 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCGCAAATATGTTAAGGTCACTGT
>C6 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATCCGAAATCACCTCCGATCAATT
>C6_27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGAAAATGATCCGAACTATATTGTTACCGG
>C6 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGGGATCCCTTTGGTAACTCAACA
>C6_28_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCTAAGGCAATTGGATGTACTCTAGT



>C6 29 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGAGGAAGCAGCATTCTCTGGTATT
>C6_29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCCAAGAACTATTTTCACATCCAGCT
>C7_1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGCCAGTTTCTGCAATGAAGCATA
>C7_1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTAACAAGGGAAAAGCCAAAAGGACG
>C7 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAACTACTCAATCCAGCAACTGCAC
>C7_2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCAAATACCTTTGCTAATCTTCCGCA
>C7 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGCTGGGATTGACTAGTCCT
>C7_3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTTGAACCTGTCAACATTTGCT
>C7 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATCATGTATGGTTCTGACCTCCCTC
>C7_4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACCCAGTCATTCACTACAATTGAGC
>C7 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCATTAGCCTGGAATAACAGTGCAT
>C7_5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGTCGAGGAATTAATGTTTGATGGTC
>C7 6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCGGATGGAATCTCCTTGTTGTTTGT
>C7_6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCCCATATAGCCATGGTTGATCTTG
>C7 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACACACATCTAACGAACTACTCCCT
>C7_7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTCCTCAGACTTGGTTGTCCCTTAC
>C7 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCAAGTCAACCGTATTCTCCAGCT
>C7 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTCTTCACTGTCTTTTCCCCTTGT
>C7 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACCCTGAAATCATTGCATTCCAAGT
>C7 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAAAGTGGGTGGAGGAGTATGTTGT
>C7_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTACCCACATGTATTGACTTCGCTG
>C7_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCTTCCCTTTCCTGATTTCATGGC
>C7_11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACACCCTGACCATGTAAGTGTTGTT
>C7_11_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCATTTTCCCCCAAATTCTCCTTCA
>C7_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATTCAGAGGCTGCAATCATTCAGG
>C7_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGGTCTAGAGATGTCACACTCTCCA
>C7 13 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGAAGTTGGAATGGCATGTGGAAG
>C7_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAACAGAAACAACATCTTGCTCAC
>C7_ 14 F



TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAAGAACTAAACTTCCTGGAAACTGT
>C7_14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGGGTGGTCAAATAATCAACTGAAC
>C7_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCGTGAAAGAAGATTCAACCGTCTT
>C7_15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCAGAAACTCGAAGCTGCAAATACA
>C7_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAATGTCGAGAGGTGTGCTTCTACC
>C7_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAAGGGAAAGGGAAATTTGCTTGCAT
>C7_17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTACTATTCATGCTTCCAACCACCC
>C7_17_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATCCTTCCAACAAGAGCTCATTGT
>C7_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGGAGTAACTTATATCCTGCAGAGTC
>C7_18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCATGCTGACGAAGACTTGTTTCAA
>C7 19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGCAGAAGTCTGTAGATCAAATGGC
>C7_19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTGAAGGATGCACTACTACGTCAT
>C7 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTATACCTCCTAATGTGGCACTGC
>C7_20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTTTGTCATTGGTCACGGGTAGG
>C7 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAAGCATAGTTCAGAGACTGATTGGA
>C7 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATCTGCATTCTTCAGCACTTCCAG
>C7 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATGATGATGATGAGCAGATTGGGG
>C7 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAAGCCAAAGACGAGTCCTATTACGA
>C7 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCAACTTGCACTATCTCTCCTCCTC
>C7_23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCAGCACTAGCAGAGTTAATTTTCA
>C7 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTATCGAGGCTACATTTGAGGACCAA
>C7 24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGATTGGTTGTGGGAAATGAACTGG
>C7 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGACCATAGTGACATTATTTGGTGTCCT
>C7_25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGTGGAGCAGTAGAATTTTCTAGCCA
>C7 26 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAATCAATTCTTAGTCCTGGCCGTG
>C7_26 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGAGAAGTAGGTTCCGGGTTTTCAA
>C7 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACATCTTCTCTTCTCCTTGAACGCA
>C7 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTTACAGGGTGTGTTAGAAGGGGG
>C7 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAAGACTAGATGTATCATTAGATGATCCC



>C7 28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGCGCTAGTCTAGTATCTCTCTCA
>C7 29 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAGACCGTCATTGATTAAACCCCT
>C7_29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGCTACACTTAAACTTGCTAAAGGGT
>C7 30_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTAACCTCTTCATGTTTGCCACCTC
>C7_30_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATCATCTGCTGGATTGAAGTTGCAG
>C8 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGAGGCTTCTAGATTTCTTTGTCCTGT
>C8 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGCACTAATAGTCTGTGTAGCCAGC
>C8 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTAGCGACCGCCACCCGAAA
>C8 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTGACATCAAACCCCATGGATTGG
>C8 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGGCAATGGTTCTAGTCTCCACAAT
>C8 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTAGTGGGAAAGGAGTTTGCACATC
>C8 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGAAATCTCAGAAGATGAAGGTTATGC
>C8 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAACAGCTCTACCAGTGTTGTTGTT
>C8 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTGGAGTTTTCTGTTTCGTTGTT
>C8 5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGCAGATACTCTCCTGTTCTTGCTT
>C8 6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTATTTTCACGCGAAACTCAAAGGCT
>C8 6 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGCTTTCTCTGTGTACTTGTAGGCA
>C8 7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGATGAGCAACATTTTTGTCCTCCT
>C8 7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGTGGACTCCTAGAGTACTGCATTG
>C8 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAACCCAACTACCATACCCCAAG
>C8 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTACACCACATATTTCTCAGGGTGCA
>C8 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTAGCTTTAATGCGGTCACTTTTCCT
>C8 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGCCCCGGATAACCATATGAATTTG
>C8 10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTCCACTTTCCATTTTCTGTAGTCC
>C8_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACGTCTTGTACATCCTCCCAAAACT
>C8 11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGATACGAAAACCAGAGGGAAGGAG
>C8 11 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCCTTTGTGTTATACTTTCTGCCACC
>C8 12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTTGGTTATGGACTGCTCTGGAGAA
>C8 12_R



GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGATGCGTGGCAAGACAATGG
>C8 13 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGGTATGTCATAGCCAGGAAGATGA
>C8 13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACACCAGTAGTTGCAATGGTAACTT
>C8 14 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCTTCATTGCTCTCATGTTTGGAAC
>C8 14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATCTTGTTGCCTTCTCCTGAAATTGG
>C8_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGATGTGTCTGATTGGAATCAACCCA
>C8 15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAATGCTTCTTATTAGACCTCCCAGG
>C8 16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGAACAAGTAGCCAAGATCGCATTT
>C8_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCATCAAATGTGCAGGACTTCATCC
>C8 17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGAGATAACTGATCAGGTGAGTTAGA
>C8 17_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTACTAAGCTTCCATGAAGAGAGAGT
>C8_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTAATGCTCCTTGTCCGTCCCAATTC
>C8 18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCGGCTGAATAGAAATTACCCATGT
>C8 19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCGATCCCTGAGAAGGAGAGAGGA
>C8 19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATGCAGCAAGACAATAAATGGTACTTCAC
>C8 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACATCCCATCAACATTGCATTCCAG
>C8 20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGGTCAACAGGTTCATGCTACTTC
>C8 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCTTCTTGAGAGTGGTTGTGCTTTT
>C8 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGTACACAAGGTTGGTGCACG
>C8 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTTTGCCCTGTTTGTCTCAAGGAC
>C8 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGAGCAACCTCCCTCGCAA
>C8 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATTCACATAAATGCCATTACCCGCC
>C8 23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCCACATTCAACAACCCCTTTACTA
>C8 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGAGTTGGGAGGCATTGAAGTTTT
>C8 24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGAAACTATGTGCTGCATCCAAGTG
>C8 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGGAGTAATATTGTCGGTGAGAAGGG
>C8 25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACCTTTTGAACATCACAGTTCTTGG
>C8 26_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGAAACTGTCAGAGTCTTGAAGGA
>C8 26_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCAAGATCCAAAAGCTCCAACCTTT



>C8 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGTTGATACTCCTTGTACCTGCCC
>C8 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCTTGCTCAGTCTCACTTTGGTTCT
>C8 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCTTCCTGAAATACGTCCAATCCA
>C8 28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGGACCCTGAATACAGAAATGGGAA
>C8 29 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATGATGGAGACTACACTGACCAGC
>C8 29 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCACAGAGTCAAACCTTGAACCAAGT
>C8 30_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGCCTGGTGGTGGTAAAGCC

>C8 30_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTTGGAACCCAAGGCCGG
>C9 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGTTGGTCCCACTCGCTCATCTTT
>C9 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGCCATGAAGCAATAACTCCTCATG
>C9 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTTCACTAAAAGAAATGGAACTAGCC
>C9 2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAAAGGCACTATTTCTGGAGTTGC
>C9 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTACGCTGTTTGGTGAATGTTGAT
>C9 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCACAAGCTTGGAATGCAGTGAGAAC
>C9 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGGAATTACTGACCTGTGTAGCAG
>C9 4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTATACAAGGAATGCATGGGATGGGA
>C9 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTGTATTATTCTGTTCAGCATCCTGA
>C9 5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATTAACGCGACACCAATACCAAGA
>C9 6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTGCGTCAGGTAATCGGAGTTC
>C9 6 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACATTGGAAGTGCCTCAATTGTTCC
>C9 7 1F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTTACGAACTCATGCCTCATGGAAC
>C9 7. 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTGAACTCTTCACATCACGGTGCAC
>C9 8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCATCTAGCATGTCAACTAGGCACA
>C9 8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCATATGCTCGACACAATCCAGATG
>C9 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAAACGCATAGCCTGTAATCAAAGA
>C9 9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTCATTTCATCTTTTCCACAGCCT
>C9_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCCGAACTATTTGGTCTTGACTGT
>C9_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTGAAGCTCATTCCCAAGATTCT
>C9 11 F



TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGTTAGTGGTTTGTGGGAAGGCAT
>C9 11 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGATCCTCCAACAGAGTGCATTTCTG
>C9_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTCTAGTGGTTAGAAGAGGACGTGC
>C9 12 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGTTGCTCCTGAATATGCAATGACG
>C9 13 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTCCCATCCGAATACTGTCCAAAA
>C9_13_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGTCTGGCTTGTTCGTGTTCTTATG
>C9 14 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAACAGTCATCGATTTCAAATCCGCT
>C9 14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTTTATCCTTCCCGTTTCTTCCGC
>C9 15 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTACAAGTGAAAGCATTCTTAATCCCC
>C9 15 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCACATGCTGTTGTGCTTGCTCTAA
>C9 _16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAAGTTCACCATATCAACACCAGC
>C9_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTTTGGAAGCTAATATGGCGACCAC
>C9 17 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGAATGTCAATGTAACTAATCGTCTGC
>C9 17 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTGTTAACACCACCAGTTCGG
>C9_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGGTGGTATCAAGAGTAGAGGTTTGT
>C9 18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCTTATCGAGATAGTGTACCCAGA
>C9 19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAGAGGCAGCAGAAATCGTTCT
>C9 19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTAGCTATGGGATGTCTCTCACCC
>C9 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTTCTCTCTCCTTCATCAGCTTCT
>C9 20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAATTCCTTCACTATCCGAAGAGCC
>C9 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTCAGATAACCTCCTGGAAAATAACATCC
>C9 21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCACCAAAACTATCACAAACCAATCACC
>C9 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTATAACAGGTGATGTGTGGGGGC
>C9 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGCCTAGCACATCCTATGAACTTTT
>C9 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGCGGACTCATCTTAAATTTCCTG
>C9 23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTCAATCCCATTCCATGTGTTCACG
>C9 24 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTCAAGGTGAGGAGACCAGAAACTT
>C9 24 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCCAGCAGATATGTTTTGATGGCAG
>C9 25 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCACTGTTTTCTCATGCGTGACC



>C9 25 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGGAAATTTCTAGGGAGATGAAGAAGA
>C9 26 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCATTGCAGAAAACATGAGAAGTTTTGAGG
>C9 26 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTACTTCACTTTCTGGTTATGTTCC
>C9 27 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGTTATAGGACCTACTTGTGGCGG
>C9 27 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCAAGTAAGGGAGTCGAGAAACAT
>C9 28 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTGATTTAGCCACAAGGTTATGGG
>C9 28 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCAAATGATACACATTAGAGCAAGAGG
>C10_1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACCAGAAAATTGTAGCAGCTTCTGA
>C10_1_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGAAGTGCAAAATGATGGAGCTCAT
>C10_2_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAAAGGAGCTTCGATCACCTAAACC
>C10_2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCGGCTGGACATAAAGATTTGTTCT
>C10_3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCTCTTTCCCTTCCTGAAAATTGT
>C10_3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGTATGCATGTAAGACAGCGATCTC
>C10_4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAACCTCTGAAGTGTCGTCCAAATAA
>C10_4_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAAAGCTGGCAGATTTTGTGCTTTG
>C10 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTTCACAACAAAGCAATCTCAAGCT
>C10_5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAACGGCGGCATCATCTCATG
>C10_6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTGGTTAAAAGGTCACAATCAATAGC
>C10_6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGATCCATGATTAGAAAGCAAGTGTGA
>C10_7_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATTGGTCAATCCTCTCGCTTTCAC
>C10_7_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACAAATGTCACATTTCATGGTGGCT
>C10_8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCGTGGAAGAAGGTAACATTTGCA
>C10_8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGAAGAGCATAGATATCTACGCCGG
>C10_ 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGCCATGGAGAGTACAAAAGGACT
>C10_9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGGCCAATAAAAATCCTCCACTTGA
>C10_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACATCCGTTCGAGTTGTAAAACCAC
>C10_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTTCGCGAGATAAGTTGGAAACAA
>C10_11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGGTTGAACAAGGAAAACAGGGG
>C10_11_R



GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTCAAGATTGGAACCCTACAAGGTG
>C10_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGAAACATGGTATCCTGCGTGAATT
>C10_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTATTCAGCCTTCCATTGGTGTTGT
>C10_13_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCGGAGAGAAATGAGATTGGTTCCG
>C10_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAATTACTTGCCCATTCGCGAG
>C10_14_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAGCCTCAAATAGTATGCCATTTCT
>C10_14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTGCACGGCTAACTCCTATACAAAT
>C10_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGACCGACTAGATGTCTTAAGCACA
>C10_15_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTCTCAACAGAAAGCTGCTGCAAAT
>C10_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGTGTCCATGGACTCGAACATACA
>C10_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACACAGGGTAAATGAAGCTGTTGAT
>C10_17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAACAAATGTGGTGGCATTAGCAGA
>C10_17_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTCTGTGGACAAGCTCACATACAAT
>C10_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTCTGAGGTAAGATCCTACGAACT
>C10_18_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGGTGTCCACACTTCACTAAGATCA
>C10_19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGACTCAGTCTCAAACAAGTTGTGA
>C10_19_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTCAGCAAATTCAAACCCCCATGA
>C10_20_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATTTCAAGGGATACGAGAAGACCCC
>C10_20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATAAGGCACATTGCGATTGACTCT
>C11_1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTGTTGGGCTGAGAACAATGAGAAG
>C11_1.R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAAATTAAGACTACAATCGCAGCGGG
>C11 2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTCAAGTCTTTCCCTATAGCCCCTG
>C11_2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGCTGCAGAAATGATTGAAGAGGAA
>C11 3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGATTCTGCACCCGGTTTGAGCTTC
>C11 3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTCCGCCGATCAAAAGGTTCG

>C11 4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTGGATACTACAGTGTCAGGTTTCA
>C11_4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACCATAAAGAGACTAGGAATGAGAGGC
>C11 5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGCAACATAATGGCCATCAGTAGT
>C11_5_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTGTTATAGAGACCTTTGGAAAACTTCC



>C11_6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCGAAGAAGGACCAGTCTGATTCTT
>C11_6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTCTCGAGGGTTTTGTAAAGCC
>C11_7_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCAAGGATGAAATGCAATCTCTTTGG
>C11_7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATCAAGTGGAAAGGCTCAAAGGG
>C11_8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATATTCGGGATCATGGCAGAGTTCA
>C11_8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAGCTCCTACTATATCGCAACCAGA
>C11. 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCTCCTGACCATCACCAGATCTAGT
>C11_9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAACTGTGAGCAAAATGAGGAGTGTG
>C11_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAACCGGTGGTCTGAGGACAGTTAC
>C11_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTAGCTTGTGCGTTTGTCATTGGATT
>C11_11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAACAACTGCAGAGAGACAATTTGGC
>C11_11_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCATGAACCGTTGCCGTTTTTGTC
>C11_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGGTTCTGGAAATGTGTGTGATGTT
>C11_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGCATGAAGTCCTTTCGAAGAATGT
>C11_13_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGTTTTTAAGCAGTGCAGTCATGGA
>C11_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGAACATTTTCAGGGCTTCCTCAAA
>C11_14_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTAAACAACTCAATCGACCACTCCA
>C11_14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGAAGAGACGGCGAGATTTTGGATA
>C11_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAATTCCTGAATCTGAATGTGCTGT
>C11_15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTTAAAAGGCCACAATTTGATGTCAC
>C11_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGACAAAGCTGGAGCACTTAAAGAAGG
>C11_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAATCTCCATCGACCCTGAACAAG
>C11_17_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTAGTGCTACCTGCTCCTTTCTTGT
>C11_17_ R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGCGTAAAAATGGCAGTGAGTTTGA
>C11_18_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCATTAGCTAGAACTGACTGAGTACT
>C11_18 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTTTTAGAGTCCAGATGTGTTAGCC
>C11_19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTGAAAATATGCAATGGCCCTTCCC
>C11_19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAGGTCCATGAAGCTGTAGAGTCAT
>C11_20_F



TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATCCACAAAGAAGGGAACATGATGC
>C11_20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAGGTTGTGTGAGTCTCATCTTTGC
>C11_21_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTGGGCATGTATCTTTAACGGAT
>C11_21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCTGTCCAAATAACCAAAACAGTGT
>C11 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGTTACCGTTCAAAGCTTGATGGT
>C11_22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACCCTTACCAACACATCTTGACCAT
>C12.1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCCTTGTCTAACAAAACCCCATTTCTG
>C12_1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCAGGGCCATCGATTTCAGATTCTTC
>C12.2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCAGTACTCAGAACATTGCCTCCAC
>C12_2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTCATTTTGAGCTTCCTTCTCCACC
>C12.3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGCTGACACCAGTTTGCAAATGAT
>C12.3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTTCAAAGTCGAAGTCAGAAGTCA
>C12.4 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGACGTACTGTTGGAAATTGTGAACA
>C12_4 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACATCAAAGAAGAAACCACCAACCA
>C12.5 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTTGACTTCACATCGCGATGAAT
>C12_5 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGAGCTTGGATATATGGCTTCACTC
>C12._6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCATAAATGACCTTCTCTTGAGGC
>C12_6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTAACTAGCACTCATTGGCCCTTTTT
>C12.7 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATTTGGTTGTTTACTCAGGGTCCCA
>C12_7 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATATGCTCAAATGACTTTGCAGCCA
>C12.8 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTCAAATGAAGAGAGCAAACTTGTGC
>C12_8 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGGTCCACATCCCGAGATTTTCCTAT
>C12. 9 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCGCATCAGTGTCAGTCAATGTAAA
>C12_9 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGATATGTTTCGCGCCCTGAGGTTATT
>C12_10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTTTCGCCCCGGATGTGTCATTC
>C12_10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAGAGCTTATTAGAACGAGGAGTCCA
>C12_11_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGCCGAGTCAAACTAAGACAAACAT
>C12_11_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGTCACATTTGCTTCTTGCTGGATT
>C12_12_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGATTTCTGTATCCCTGGATTGGAGA



>C12_12_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACCAAAGCTATTAGTTGACACCATGG
>C12_13_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAATGAAGAAGGAGTTCCGCC
>C12_13 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTGGCACTATAAGATCATAACGTGTTTAGG
>C12_ 14 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTGTTCTTCGGTAGATTGTTCAGT
>C12_14 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGACAATGGTGAGAGTTGAAAGGG
>C12_15_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCTACTATCATTCTATCTGAAACCTGGTAG
>C12_15 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTCAAATCATAGGCAAGCTCAGCT
>C12_16_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGAAAAATCACTACTTGGTTCCTCC
>C12_16_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTACCAACTAGTTTGCTCTGAGGCAT
>C12 17 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCCATTCACTTGTTTCCTAAATTCATCCC
>C12_17_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGAACCTGACAAGTGTAAGCGTGGG
>C12_18 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAAGTGGACCACCGAATACTTTGTCC
>C12_18 1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTGGTCGCAGTTGTGAAAATTGTG
>C12_19 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGATGTAATCGCCCTGATCCAACTGTT
>C12_19 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTACATGCACAAAGACGAGCTTTCT
>C12 20 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGTCTTTTTGTTGCAGAGGGAAAGAT
>C12_20 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTTGGAGGCCTAATCACATGACTGAA
>C12. 21 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTCCAGCTCCTCTTGAACTCTTCTT
>C12_21 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCACTGATTCATGAGCATAAGGTATG
>C12. 22 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTGGTGCTGAAGATGATGCAACTTTT
>C12 22 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGAGGAGCCAAAGCGTCCTATCAAA
>C12 23 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCAGCGAAACTGCTATCACACTGTT
>C12_23 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCCTTCACTGTTCCTCACATTCCAT

PCR2: i5-Primers

>A1_ATCACG
AATGATACGGCGACCACCGAGATCTACACATCACGTCGTCGGCAGCGTC
>B1_CGATGT
AATGATACGGCGACCACCGAGATCTACACCGATGTTCGTCGGCAGCGTC
>C1_TTAGGC
AATGATACGGCGACCACCGAGATCTACACTTAGGCTCGTCGGCAGCGTC
>D1_TGACCA
AATGATACGGCGACCACCGAGATCTACACTGACCATCGTCGGCAGCGTC
>E1_ACAGTG



AATGATACGGCGACCACCGAGATCTACACACAGTGTCGTCGGCAGCGTC
>F1_GCCAAT
AATGATACGGCGACCACCGAGATCTACACGCCAATTCGTCGGCAGCGTC
>G1_CAGATC
AATGATACGGCGACCACCGAGATCTACACCAGATCTCGTCGGCAGCGTC
>H1_ACTTGA
AATGATACGGCGACCACCGAGATCTACACACTTGATCGTCGGCAGCGTC
>A2_GATCAG
AATGATACGGCGACCACCGAGATCTACACGATCAGTCGTCGGCAGCGTC
>B2_TAGCTT
AATGATACGGCGACCACCGAGATCTACACTAGCTTTCGTCGGCAGCGTC
>C2_GGCTAC
AATGATACGGCGACCACCGAGATCTACACGGCTACTCGTCGGCAGCGTC
>D2_CTTGTA
AATGATACGGCGACCACCGAGATCTACACCTTGTATCGTCGGCAGCGTC
>E2_AGTCAA
AATGATACGGCGACCACCGAGATCTACACAGTCAATCGTCGGCAGCGTC
>F2_AGTTCC
AATGATACGGCGACCACCGAGATCTACACAGTTCCTCGTCGGCAGCGTC
>G2_ATGTCA
AATGATACGGCGACCACCGAGATCTACACATGTCATCGTCGGCAGCGTC
>H2_CCGTCC
AATGATACGGCGACCACCGAGATCTACACCCGTCCTCGTCGGCAGCGTC
>A3_GTAGAG
AATGATACGGCGACCACCGAGATCTACACGTAGAGTCGTCGGCAGCGTC
>B3_GTCCGC
AATGATACGGCGACCACCGAGATCTACACGTCCGCTCGTCGGCAGCGTC
>C3_GTGAAA
AATGATACGGCGACCACCGAGATCTACACGTGAAATCGTCGGCAGCGTC
>D3_GTGGCC
AATGATACGGCGACCACCGAGATCTACACGTGGCCTCGTCGGCAGCGTC
>E3_GTTTCG
AATGATACGGCGACCACCGAGATCTACACGTTTCGTCGTCGGCAGCGTC
>F3_CGTACG
AATGATACGGCGACCACCGAGATCTACACCGTACGTCGTCGGCAGCGTC
>G3_GAGTGG
AATGATACGGCGACCACCGAGATCTACACGAGTGGTCGTCGGCAGCGTC
>H3_GGTAGC
AATGATACGGCGACCACCGAGATCTACACGGTAGCTCGTCGGCAGCGTC
>Ad_ACTGAT
AATGATACGGCGACCACCGAGATCTACACACTGATTCGTCGGCAGCGTC
>B4_ATGAGC
AATGATACGGCGACCACCGAGATCTACACATGAGCTCGTCGGCAGCGTC
>C4_ATTCCT
AATGATACGGCGACCACCGAGATCTACACATTCCTTCGTCGGCAGCGTC
>D4_CAAAAG
AATGATACGGCGACCACCGAGATCTACACCAAAAGTCGTCGGCAGCGTC
>E4_CAACTA
AATGATACGGCGACCACCGAGATCTACACCAACTATCGTCGGCAGCGTC
>F4_CACCGG
AATGATACGGCGACCACCGAGATCTACACCACCGGTCGTCGGCAGCGTC
>G4_CACGAT
AATGATACGGCGACCACCGAGATCTACACCACGATTCGTCGGCAGCGTC
>H4_CACTCA
AATGATACGGCGACCACCGAGATCTACACCACTCATCGTCGGCAGCGTC
>A5_CAGGCG
AATGATACGGCGACCACCGAGATCTACACCAGGCGTCGTCGGCAGCGTC



>B5_CATGGC
AATGATACGGCGACCACCGAGATCTACACCATGGCTCGTCGGCAGCGTC
>C5_CATTTT
AATGATACGGCGACCACCGAGATCTACACCATTTTTCGTCGGCAGCGTC
>D5_CCAACA
AATGATACGGCGACCACCGAGATCTACACCCAACATCGTCGGCAGCGTC
>E5_CGGAAT
AATGATACGGCGACCACCGAGATCTACACCGGAATTCGTCGGCAGCGTC
>F5_CTAGCT
AATGATACGGCGACCACCGAGATCTACACCTAGCTTCGTCGGCAGCGTC
>G5_CTATAC
AATGATACGGCGACCACCGAGATCTACACCTATACTCGTCGGCAGCGTC
>H5_CTCAGA
AATGATACGGCGACCACCGAGATCTACACCTCAGATCGTCGGCAGCGTC
>A6_GACGAC
AATGATACGGCGACCACCGAGATCTACACGACGACTCGTCGGCAGCGTC
>B6_TAATCG
AATGATACGGCGACCACCGAGATCTACACTAATCGTCGTCGGCAGCGTC
>C6_TACAGC
AATGATACGGCGACCACCGAGATCTACACTACAGCTCGTCGGCAGCGTC
>D6_TATAAT
AATGATACGGCGACCACCGAGATCTACACTATAATTCGTCGGCAGCGTC
>E6_TCATTC
AATGATACGGCGACCACCGAGATCTACACTCATTCTCGTCGGCAGCGTC
>F6_TCCCGA
AATGATACGGCGACCACCGAGATCTACACTCCCGATCGTCGGCAGCGTC
>G6_TCGAAG
AATGATACGGCGACCACCGAGATCTACACTCGAAGTCGTCGGCAGCGTC
>H6_TCGGCA
AATGATACGGCGACCACCGAGATCTACACTCGGCATCGTCGGCAGCGTC
>A7_AAGTAC
AATGATACGGCGACCACCGAGATCTACACAAGTACTCGTCGGCAGCGTC
>B7_TGCCAT
AATGATACGGCGACCACCGAGATCTACACTGCCATTCGTCGGCAGCGTC
>C7_CTCCTT
AATGATACGGCGACCACCGAGATCTACACCTCCTTTCGTCGGCAGCGTC
>D7_AGATAG
AATGATACGGCGACCACCGAGATCTACACAGATAGTCGTCGGCAGCGTC
>E7_GATATA
AATGATACGGCGACCACCGAGATCTACACGATATATCGTCGGCAGCGTC
>F7_ATAATA
AATGATACGGCGACCACCGAGATCTACACATAATATCGTCGGCAGCGTC
>G7_GGTGCT
AATGATACGGCGACCACCGAGATCTACACGGTGCTTCGTCGGCAGCGTC
>H7_TGTGGA
AATGATACGGCGACCACCGAGATCTACACTGTGGATCGTCGGCAGCGTC
>A8_CGAGAA
AATGATACGGCGACCACCGAGATCTACACCGAGAATCGTCGGCAGCGTC
>B8_GCAGGA
AATGATACGGCGACCACCGAGATCTACACGCAGGATCGTCGGCAGCGTC
>C8_GCCGCG
AATGATACGGCGACCACCGAGATCTACACGCCGCGTCGTCGGCAGCGTC
>D8_AGCGCA
AATGATACGGCGACCACCGAGATCTACACAGCGCATCGTCGGCAGCGTC
>E8_TCCGTT
AATGATACGGCGACCACCGAGATCTACACTCCGTTTCGTCGGCAGCGTC
>F8_ATCGTC



AATGATACGGCGACCACCGAGATCTACACATCGTCTCGTCGGCAGCGTC
>G8_CCGCAA
AATGATACGGCGACCACCGAGATCTACACCCGCAATCGTCGGCAGCGTC
>H8_AACTTG
AATGATACGGCGACCACCGAGATCTACACAACTTGTCGTCGGCAGCGTC
>A9_AAGGTA
AATGATACGGCGACCACCGAGATCTACACAAGGTATCGTCGGCAGCGTC
>B9_GCGCTC
AATGATACGGCGACCACCGAGATCTACACGCGCTCTCGTCGGCAGCGTC
>C9_CCTCGT
AATGATACGGCGACCACCGAGATCTACACCCTCGTTCGTCGGCAGCGTC
>D9_ACGATT
AATGATACGGCGACCACCGAGATCTACACACGATTTCGTCGGCAGCGTC
>E9_AGACTC
AATGATACGGCGACCACCGAGATCTACACAGACTCTCGTCGGCAGCGTC
>F9_TGGTCT
AATGATACGGCGACCACCGAGATCTACACTGGTCTTCGTCGGCAGCGTC
>G9_GGAATT
AATGATACGGCGACCACCGAGATCTACACGGAATTTCGTCGGCAGCGTC
>H9_ACATCT
AATGATACGGCGACCACCGAGATCTACACACATCTTCGTCGGCAGCGTC
>A10_TTCTCC
AATGATACGGCGACCACCGAGATCTACACTTCTCCTCGTCGGCAGCGTC
>B10_ATCTAT
AATGATACGGCGACCACCGAGATCTACACATCTATTCGTCGGCAGCGTC
>C10_TGCATA
AATGATACGGCGACCACCGAGATCTACACTGCATATCGTCGGCAGCGTC
>D10_AATAGG
AATGATACGGCGACCACCGAGATCTACACAATAGGTCGTCGGCAGCGTC
>E10_CGGTTA
AATGATACGGCGACCACCGAGATCTACACCGGTTATCGTCGGCAGCGTC
>F10_GAGACT
AATGATACGGCGACCACCGAGATCTACACGAGACTTCGTCGGCAGCGTC
>G10_GCTCCA
AATGATACGGCGACCACCGAGATCTACACGCTCCATCGTCGGCAGCGTC
>H10_ATGCAG
AATGATACGGCGACCACCGAGATCTACACATGCAGTCGTCGGCAGCGTC
>A11_GGCCTG
AATGATACGGCGACCACCGAGATCTACACGGCCTGTCGTCGGCAGCGTC
>B11_TTACTG
AATGATACGGCGACCACCGAGATCTACACTTACTGTCGTCGGCAGCGTC
>C11_TCAAGT
AATGATACGGCGACCACCGAGATCTACACTCAAGTTCGTCGGCAGCGTC
>D11_AGCAGT
AATGATACGGCGACCACCGAGATCTACACAGCAGTTCGTCGGCAGCGTC
>E11_CCTTAG
AATGATACGGCGACCACCGAGATCTACACCCTTAGTCGTCGGCAGCGTC
>F11_TTGGAT
AATGATACGGCGACCACCGAGATCTACACTTGGATTCGTCGGCAGCGTC
>G11_TCTCAC
AATGATACGGCGACCACCGAGATCTACACTCTCACTCGTCGGCAGCGTC
>H11_GTCTTA
AATGATACGGCGACCACCGAGATCTACACGTCTTATCGTCGGCAGCGTC
>A12_CTAACG
AATGATACGGCGACCACCGAGATCTACACCTAACGTCGTCGGCAGCGTC
>B12_ATACAC
AATGATACGGCGACCACCGAGATCTACACATACACTCGTCGGCAGCGTC



>C12_GCATTC
AATGATACGGCGACCACCGAGATCTACACGCATTCTCGTCGGCAGCGTC
>D12_TACTCT
AATGATACGGCGACCACCGAGATCTACACTACTCTTCGTCGGCAGCGTC
>E12_TGGACT
AATGATACGGCGACCACCGAGATCTACACTGGACTTCGTCGGCAGCGTC
>F12_CCATAG
AATGATACGGCGACCACCGAGATCTACACCCATAGTCGTCGGCAGCGTC
>G12_TAAGGT
AATGATACGGCGACCACCGAGATCTACACTAAGGTTCGTCGGCAGCGTC
>H12_TTGGCG
AATGATACGGCGACCACCGAGATCTACACTTGGCGTCGTCGGCAGCGTC

PCR2: i7-Primers

>pl1_ATCACG
CAAGCAGAAGACGGCATACGAGATCGTGATGTCTCGTGGGCTCGG
>pl2_CGATGT
CAAGCAGAAGACGGCATACGAGATACATCGGTCTCGTGGGCTCGG
>pl3_TTAGGC
CAAGCAGAAGACGGCATACGAGATGCCTAAGTCTCGTGGGCTCGG
>pl4_TGACCA
CAAGCAGAAGACGGCATACGAGATTGGTCAGTCTCGTGGGCTCGG
>pl5_ACAGTG
CAAGCAGAAGACGGCATACGAGATCACTGTGTCTCGTGGGCTCGG
>pl6_GCCAAT
CAAGCAGAAGACGGCATACGAGATATTGGCGTCTCGTGGGCTCGG
>pl7_GACATC
CAAGCAGAAGACGGCATACGAGATGATGTCGTCTCGTGGGCTCGG
>pl8_ACTTGA
CAAGCAGAAGACGGCATACGAGATTCAAGTGTCTCGTGGGCTCGG
>pl9_GATCAG
CAAGCAGAAGACGGCATACGAGATCTGATCGTCTCGTGGGCTCGG
>pl10_TAGCTT
CAAGCAGAAGACGGCATACGAGATAAGCTAGTCTCGTGGGCTCGG

PCR1: PotatoMASH primers for selected pest resistance markers (Note the first two pairs in chromosome |V are part of the
core panel)

>C2 B2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGAGGCAACAAAGAGTTATTATGGCTTG
>C2_B2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTGGTTTCAGCCCTTGTCTTAAGAA
>C2 B3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATGTGTGCAAGATCCTTGTCCCTG
>C2_B3 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTCCTGGAAAAGCTTGTTATTGCTGA
>C4 5 C4 B1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAGTAGTTTACTCATGGGTTCTCGTTC
>C4 5 C4 B1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGACTCAAATGGGTTGAAATCATCAGACC
>C4 6_C4 B2 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCTGATAAGCAGCCTATTGTGCCATG
>C4 6_C4 B2 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCCAACTAAATTCAGCAAATGTAATTTATACT
>C5 B9 1 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGCAGAGAAAAGAAGAGCTGCGAAA
>C5 B9 1 R



GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGCAATAAGCAGAATATACTATTGAATGAATAA
>C5 B10_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGAATTACATACATCAGTGCATCAAT
>C5 B10_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCGCATGTTTGAAACTCAGTAAGT
>C6 B1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGTTCTCAGATTCTGTCCTGTTTTGCC
>C6_B1_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCTTCAAAGTGGGAAGGACTCGAAAG
>C11_B1_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTCAGGGTTCTTTGCTCTCTG
>C11_B1 R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGCCTCAAATTCTTTTTCTATTGCTGATTGC
>C11_B3 F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGATAGGGGATAGAGGAATTGAAGCAT
>C11_B3_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGTTGTTGTTGGAGCAATTGTTGTTG
>C12_B6_F
TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGGGTAGCCGTTGAAGCCTTAAAGAAG
>C12_B6_R
GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGTGGATTTAGCAACTTTTGATAGTTCA



