>Al_1st_ L
CGCATATTTGTGGCTAGGCA
>Al_1st_R
GAGCATTTAAACCGACAGGG
>A2 1st L
AGAATAGCAGATGGCTGCCT
>A2_1st_R
TGCCGGTTAACATGGAGAAG
>Bl_1st_L
TCAGCGACTTATCTCCCCTA
>Bl_1st_R
AGGAAAGGTTGAGCGTAAGC
>B2_1st_L
ACAGGGACTTTCGTCAGGTA
>B2_1st_R
CCAATCATGAAGAAGCAGCC
>B3_1lst_L
TGTTATATGGGTCCCTTGCC
>B3_1st_R
TGGTGCTCATGTGCTATCAC
>B4_1st_L
GGGGCAATTGTCAGCATTCT
>B4_1st_R
GATTCCATCCACTGGATGTC
>C_1lst L
CATTACCTGCCCAACTGAAG
>C_1lst R
CAGTTACAAGTGGACTCTGC
>D_1st L
CAAATGTTGGGAGGGGACTT
>D_1lst_R
GGGTGATCATTTGGGATGAG
>E_lst L
AGCCAGACTCCAACTCTGAT
>E_1lst R
GGGTGGAATGGATTGCACTT
>F_lst L
ATTTCCGACTTTGCCGTTCC
>F_lst R
CAGTCACACCACTTGCAACT
>G_1lst_ L
TTCAACAGTCCGAGCCAGTA
>G_lst_R
TATGTCAGTGTTAGCACCCC
>H_1st L
AACCTGGGCGCAAATTGCAT
>H_1st R
TCTCTGTCAGCTGAACCTCT
>I 1st L
TGAAGTTCCTGCTGCTCTAC
>I_1st R
GCTTTTTGCCCTCGTCTATG
>J _1st L
AATGTTTCCCACGTCCTCTG
>J_1st R
AGGAGGCAAATATTGGGTGC
>K_1st L
CAGGACCAACATTTCCATGC
>K_1st R
TGGGGTTCATGGATGGTAGA
>L_1st L
TACTAATGAAGCCGCCTTGG
>L_1st R
TGGGTATCGGTTGATATGGG
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>Al-2nd_L
AGGAACAGTAACACCAAAAAATGAAAGTGT
>Al-2nd_R
AGGAACAGTAACACCAAAAAATGAAAGAGC
>A2-2nd_LR
AGGAAAAGTAACACTAAAAWTTTTTWAGWA
>A2-2nd_inner
AGGCTAGGATCGATCAATCGATCGCT
>Bl-2nd_L
AGGAGAAGGAAAGGCTAATAAAGAGTTAAT
>B1-2nd_R
AGGAGAAAGAAAGGTAAAAACTAAGTAAGC
>B2-2nd_L
AGGAGAATTAAAGTCATTTTGGCATTTTAC
>B2-2nd_inner
TATAAGGGCTAGACTGCAGGCAGGAAGATA
>B3-2nd_LR
AGGRGAAGGAAAGGCTAAGTCACTTGGGGG
>B3-2nd_inner
TTTTCACTCTACTGCGCATGCGCCGGCCGA
>B4-2nd_R
AGGAGAAGGAAAGGGTTTCACTCATTTTTT
>B4-2nd_inner
CATCGCTCTTTTCCAGGACTTGGAGACTTA
>C-2nd_L
AGGAGACATATTGGATAAATGGGAAAACCC
>C-2nd_R
AGGAGACATATCCTATAAAAATTATGAATG
>D-2nd_L
AGGGAAACTACACCCCCAGAATGAATACGT
>D-2nd_R
AGGGAAACTATTCCCCCAAACAATGTAGGT
>E-2nd_L
AGGGGTGGTTCACCTTTAACTTAACATTTA
>E-2nd_R
AGGGGAAGTTCACCTTTGAGTTAACATTTA
>F-2nd_L
AGGAATACTGACATGGGAAAACATGGTTTT
>F-2nd_R
AGGGATACTGTCATGATTTTTATGGGGTAC
>G-2nd_L
AGGGGACCTATCACCCAGACATAAAAAGCT
>G-2nd_R
AGGGGACCTGTCACCCTAAGAAATAACTCC
>H-2nd_L
AGGAGAACTAAAGCCTAACTAAAGAAGTAG
>H-2nd_R
AGGAGAACCAAACCCTAAAAATGAATATGG
>I-2nd_L
AGGGGAACTCTTGCTTCTGAACCAAAATTT
>I-2nd_R
AGGGGAACTGCACCCAAACACACAAGCTTT
>J-2nd_LR
AGGAACAGTTCAGTGTAAAAATKAAACTGG
>J-2nd_inner
GACCTGCGTGCTTACAAACTAACTGAA
>K-2nd_L
AGGAGACATTTTATATAAAGTTCATATTCA
>K-2nd_R
AGGGGATATATAGCATACATTTTTACAATG
>L-2nd_L
AGGGGATATAAACCCTGCTGCCCAGCGCGG
>L-2nd_L
AGGGGATATAAACCCAGCCATGATGCTGCC
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>Al_Full
AGGACAGTAACACCAAAAAATGAAAGTGTATAAAAGTAACTAAAATATAATGTGCTGCTGCCCTGCACTGGTAAAAGTTGTGTGTTTACTTTCA
GAAAGTCTACTATAATTTATATAAATAAGCTGCTATGTTAGCCATGGAGGCAGCCATTCAAAGGAGAAAAGGCACAGGCACATAGCAGATAACA
GATAAAACACTATTGTATTTTACAGAACTTATCTGTTATCTGCTATGTAACCTGTGCCTTTTCTCCTTTTTTCCAGCTTGAATGGCTGCCCCCG
TGGCTACACAGCAGCTTATTATATAAATTATAGTAGTGTTACTGTAGCAAACACACCAGTTTTACCCAGTGCAGGGCAACAGTGCATTATATTT
TTATTACTTTAAAGCTCTTTTCATTTTTTGGTGTTACTGTTCCT

>A2 Arm
AGGCTAGGATCGATCAATCGATCGCTGCATAGTGGATGCTTTCCCTGCATCGGCGTATCGCCTATTTTCAAATGACTGGAAGCCAAGTTTTAAC
AGGTATTTTCTAATAAAGCATTCAAAATACTAAATGGTTTGCAGGATAGGTAAATTATTGGGGCAGGGTAGAATAGATTTTTTCTAAAAAAATT
TTAGTGTTACTTTTCCT

>Bl_Full
AGGAGAAGGAAAGGCTAATAAAGAGTTAATCTCAAGATGCAGGCATACCTTCAGTTGTCTCAATAGTGCCCTTAAGTCTCCCCATATTGCACCT
GTTCAGATGATCAGAAGCCAAACAGGAAGAAAAAACGCTTAGCTGTGTAAAGAAAGTTCCCATAATGCCTCACTCCTGCACAGACACCCAGACC
AAGTGAACATGCTCAGTTAGTAAAACTATGAGTCAGCTTCCTGCTGATTGGCTCAGATCCACATTCCTAAGGGGGGGAGTGAGTTCTTAGCATT
CTTGAGGGAGGGGGGAGCAGGAGAGGGGAGGGAGAGAGCAGAGAGCTGCGTGTCTCTGGCACATGAATTACAGACACAAGAAATCTTTTGACAG
AGAAGTCAGTGCAGCATTTCTGTGAGTGCTTATGGCTGTATTTACATAGACCTTTCTGATAAAGCTTACTTAGTTTTTACCTTTCTTTCTCCT
>B2_Arm
AGGAGAATTAAAGTCATTTTGGCATTTTACTGCCAATAGATTTGCCACATTAGTGCCACCTAGAACACAATATTTATTCTGCAGAAACCATTAC
CATACCTGAGTAAACAGCTTTAGAAGCTTTCTCCATTTGCTTAAGATAGCAGCTGCCATTTTAAGTATCTTCCTGCCTGCAGTCTAGCCCTTAT
A

>B3_Arm
AGGGGAAGGAAAGGCTAAGTCACTTGGGGGTGCCAAAATGTTAGGCACCCCCAAGTGACTTAGATCACTTACCTTGTACCCTGGGCTGGTGCCC
CTGTTAGGAGAAAAAAGCACCAGCCCGGGGTACCTGTAGGAAGCGCTGCCTCCTTCCTTTCTCTTTTGCCGGCGAAATCCGTCGGCCGGCGCAT
GCGCAGTAGAGTGAAA

>B4_ Arm
AGGAGAAGGAAAGGGTTTCACTCATTTTTTAGTATGTAATAGAGGGCCCCTGCCCCTACCTGAACGCTGAAATCATTTCTTCTAAAAATGCTCC
TTTGCCCAGTACGGTCCTCCCGATGTACACACTATTTCTCCTTGTCTGCGCCGCCATGTTTTAAACATGGCGCTCCACTAACTTCCCTGCTTGC
CTCTCCCCCTCCAGCACCTGTCAGCTGTCACCGTTCCTCACCCCTCCCCTCCCTGCGTCCTTTCATCCCTGCTCCTCTCCCCGCTTGCCTCTCC
GCCCCAGCACCTGTTAGCCGACACCTGTCAGTCCTCACCGCTCCCCTCCCTGCACCTGTGTCCTCTTGTCCCGCTCGCCTCTCCGCCCCAGCAC
CTGTCAGCCGACACGTTCCTCACCCCTGCTCACCTCTCCCCCTCCCTGCGCCTGTGTCCTCTGGTCCCCGCTCGCCTCTCCGTCCCAGTACCGC
CAGCCGACACGTTCCTCACCCCTGCTCACCTCTCCCCCTCCCTGCGCCTGTGTCCTCTGGTCCCCGCTCCTCGCTTGCCTCTCCGCCTCTGCAC
CTGCCGGCTGCGTCCTGTAATGGCCCCAGCTGCTGCTTCTAATGGCAAATAGCGTCTCATAACCAGACGCTAGGGGGAGCGCGCCTGCTTGTGC
GCATGCGCCGCCTTTAATAGTAAGTCTCCAAGTCCTGGAAAAGAGCGATG

>C_Full
AGGAGACATATCCTATAAAAATTATGAATGTGCCAGGGAATTATACTCCTCTAGATATAGAAGGATTGTGCTTAAAAAGTTGTGTTTCTGACTG
ATTTATTGAGAAATTCCACAAAAACCCCCACTAGCCCCGCCCATCTGTGCCACTTCCTGCTGGCTGAATTCTCTGGATGAGCTGGGGAGCCGGC
GGCCCTCCGTACCCTGCACTGTAGGATAGGAACCAATCAGCAGCTAGGCTGACCTGATAGGGAACTGAAGCCTGTCTGTGCTTGTGTGACTGCA
GGGCTGTGATTGGCTCTCCCCCTCCTACTGTGCTTCTGGCAGGGACCGTTAGGACACGCCCACTCTCCATTTCAAACTCTGACAGAGAAGAGAT
AGGATCTATAGGGAGCTCCAATAAAGGGGCCATTGTTACAGACAGGATTAATGTTTAGCCCAAAGGGAAACCAGCACCGTATATTATTCATAAT
TGCCTACAAAATTAGGGTTTTCCCATTTATCCAATATGTC

>D_Full
AGGGAAACTACACCCCCAGAATGAATACGTAACCAACAGACAGTTTATATTATGTTAAGTGGCCTATTAAAGAATCTCCCCAAACTGGAATATA
TATATCAGTAAATATTGCCCTTTTACATCCTTTCCCTTGAGCCGCCATTTAGTGATGGGCTGTGTGCTCCCTCAGAGATCAGCTGACAGGAAGT
GATGCAGCTCTAATTGTAACAGGAAGTAGTGTGGGAGCAAAAGGCAGAACTCTGCCCATTCATTGGCTGATGGGGCCTAGCATGTATGTGTGCC
TTGGCTTGTTTGTGTGCACTGTGACTCCTATGATCCCAGGGGGCGGCCCTTAGTACTTAAAATGGCAGTTTCCTATTTAGGATTACCCAATGGC
ACATACTGCTAAAAAAGTATATTTATATGAAAATGGTTTATTTAGATGAAGCAGGGTTTTACATATGAGCTGTTTATGCAATACAGTATATTTT
TATAGAGACCTACATTGTTGGGGGAATAGTTTCCCT

>E_Full
AGGGGTGGTTCACCTTTAACTTAACATTTAGTATGTTATAGAATGGCCTATTCTAAGCAACTTTTTAATTGGTCTTCATTATTTATAGTTATTT
AATTATTTGCTTTCTTCTTCTAACACTTTGCAGCTTTCAAACAGGGGTCACTGACCCCGGCAGCCAAAAACTATTGCTCTGTTAGGCTCCAGTT
TTATTGTTACTTTTTATTACTCATTTTTCTATTCAGCTCCTCCCCTATTCATATATCAGTCTTTTATTCAAACCACTCCCTGGTTGCTAAGGTA
ATTTGGACCCTAGCAACCAGATAGCTGCTGAAACTCCAAACTGGAGAGCTGCTGAACAAAAACTGAATTAATTAAAAAAAACTACAAATAATTA
AAAAGTGAAGACCAATTGCAAATTGTCTCAGAATATCCCTCTCTACATCATACTAAATGTTAACTCAAAGGTGAACTTCCCCT

>F_Full
AGGGATACTGTCATGATTTTTATGGGGTACTTTTTATTTCTAAATTACACTGTTTATATAGCAAATAATTCACTCTACCATTTAAAATGTTGTT
CTTGAGCCAACAAATGTATTTTTTTAGCTGTAATATTGGTGTGTAGGCGCCATCTTAGTGCATTGTGCCTGAGTCTGAGCTTTCAGAAGGAGCC
AGCGCTACACATTAGAACTGCTTTCAGGTAACCTATTGTTTCTCCTACTCCCATGTAACTGGAGGAGTCCCAAGCCGGACTTGGATTTCTTACT
ATTGAGTTCTATTCTGATACCTACTGGAAGCTGCTATCTTGCTCCCTTCCCATTGTTCTGCTGATCGGCTGCTGGGAGGGGGATATCACTCCAA
CTTGCAGCGCAGCAGTAAAGTGTGACTGAAGTTTATCAGAGCACAGGTCACATGGCTGTGGCACCTGGGAAATGAAGAATATGGCTAGCCCCAT
GTGACATTTCAAAATGAAATGTAAAAAAATCTGTGTTTTTGAAAAACAGATTACAATGCAGGATTCTGCTGGAGAAGCTCTAGTAACTGATGGG
TTTTGAAAAACCATGTTTCCCATGTCAGTATTCCT

>G_Full
AGGGGACCTATCACCCAGACATAAAAAGCTGTATAATAAAAGTCCTTTTCAAATAAAACGTGAAACCCAAATTAATTTTTATATTAACACATCC
AAACCTATTATAAAGGCATTTAAAAATCCCAGCTGTCAATCATATATTGCTTGCCCCACCTCTATGCCTTAGGCATAGAGGTGGGGCAGACAAT
AACTTTAGCTTTCCATTCAGCACTTCCTAGATGTCACTGCACATCTCACTTTTCCCCTCCCTCCTCCTCATCATCTAACTGTGTAGCCAGTGCA
TGGGTATAGGCATATGGTCCCCCGTTCTGGCACATAAACAAGATTTTGGCATGATACAAAGCTTGCCTTAATAACAGTGTCCACAAAATGGTGC
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CTGCCTGTTTGCTTTGATTGAGTAATTCCAAGATGGAAGGAAACAAGATTTATATTATTTATATAGAGTAAATAAAGTTTATTTTGCTCAACTA
ACAATATAGAAAATAATTTGGAGTTATTTCTTAGGGTGACAGGTCCCCT

>H_Full
AGGAGAACCAAACCCTAAAAATGAATATGGCTAGAAATGCCATATTTTATATTATAAACTGACAGCACTTCCTTAAAGTTTCAGAATCTCTATA
GTAGTAATGATATAGGTTGTGACAGTTGTCACAGGAGCTCCCCATCTTGGATTCTGTTAAAACTGTCCTGGACAGTGCACATGCTCAGTGAGCT
CTGGGCAGCTGTTAAGAAGCTAAGTTTAGGGGTTGCTGCAAATTATCAAGCTGAAAATGAGGTTTGTCTGTCATATAAGCTGATGCTACAGGGC
TAATTATTCAATTCTGATGCAAATGCTCTGGTTTTAGATCTGTCATGTAGTGTGAATCTGAATGAGTTACTAATCAGCTTTTTACTGTTACATT
TATATTCTATATATACAGTATATTGTGAGTCAGTCCCTAAGCGCAGTAACTGAGAGCAGCACAGAGCATGTGCAGTGAATGAGCAGATAAGAAG
ATGGGGAGCTACTGGGGCATCTTTGGAGGCACAAATCTTCCCTGTTAAAGGGCTGTGGTTGCCTTGGGCTGATACAGAAGCCCAAAACATAATG
TATAACAGTTATGCCCTACTTCTTTAGTTAGGCTTTAGTTCTCCT

>I Full
AGGGGAACTGCACCCAAACACACAAGCTTTTTGAAAAGGAAACATAATTTCAAGCAACTTTGCAATATACATCAGTTGAAAAATATGCAGCCTT
TTCATGATATTTAATGTAATAATCTGGTTTGGAACAGTTCCCTAAGCCCCGCCCCCTGTTCCCCTGCTGATCTGGCTGACTACTTTGTCACTCA
AATAAAATGTAACAGTAGTCGCCTGTCCCTCAGCCTGCCATCAGCCTGCCTCCTCCCAATCCCACAATTCCCTGCTGCACACGTGATGTCAATA
AGGAAAGGAACATCCCAGTGCAATGCATTGTGGGTTATGTAGTTCCTGCATGCTGTCTCTAAACTGTGGAGAAGTTGTTACAATCTGTAACATC
AGTGTTTTAGTCCCTCCTCCCTTGCCAGGATTTCAAATGATGCAGAAAGAGAAGAGCTGTTTTGCAGCTGGATTTCAGCATATAAAAATGGTAT
TTATTCCTACTGTTTGAAGGAACAGATTACAGGGATAGGGATATTAGGGGTTTCTGTGATGTGTGGGGCTCTTTAACAAATTTTGGTTCAGAAG
CAAGAGTTCCCCT

>J_Arm
AGGAACAGTTCAGTGTAAAAATTAAACTGGGTAAAATAGACAGACTGTGCAAAATAAAAAAAATATTTGTAATATAGTTAGTTAGGCAGAAATG
TAATCTATAAAGGCTGGAGTGAGAAGATGTCTAACATAATAGCCAGAACACTACTTCCTGCTTTCAGCTCTCTAACCTCTTAGTTAGTCAGTGC
CTTTACGAGGGGGGGCACAAGGGACATAAATGTTCAGTTAGTTTGTAAGCACGCAGGTC

>K_Full
AGGAGACATTTTATATAAAGTTCATATTCAGTTATAATATTCATCCTCCCTCAAAATGTGAAATGATGCAGAAAGAAAGAAGTTTTGAAAGCAT
TTTACCTCCTAAAACTGCCATTATATGAGAGCTGCAGAGACAACCGCTCAAGTCTGAAGCCAGAGCAAAATGAGACATGGCAGTGTCCTTCAAT
CTCCCACAGGAAAAGGTCACAGCACTGACTGACAGGCTTTACTCAGCAGCAGCAGGGAAAACCCCTCCCTCCTTCTGTGTCTCTCTGCTTATGC
TGCTGCCAGGGGGGGAGGGGAGGGGAGGGGGGGAGAGGAGTGAGTAGAGCAGGAAAGGACTGTCTGTGAGCTCGCTAAGCCCCGCCCACTCTAT
GAATATTCTCTTCACTTTAAGTAGGTGAGGGGGTGTCATAGAAGTCTATGAGGGCCGGGGGCTCTGAGCCATATACTGAAGAGTCTAAACCGGA
AGCTGGCATAAGGCCTGGGTAGAGCACAGTTTTCAAGCAGTTATGGACATATTTGAACCCAAAGGTATTAAAATAAAAGCACTTCCTTCTATTT
TACAGTTTTTTACATGGCTTAGTGCATTGTAAAAATGTATGCTATATATCCCCT

>L_Full
AGGGGATATAAACCCTGCTGCCCAGCGCGGCTCAACCCAACGTTACTCAGTTGTTACTGGGCTACAAATCCCACAATAATGTAACATATAATGA
AGCTTGGGGCATGCTGGGAGCTGTAGTCCAGCAACATCAGGGCTGTATTCTTAAAGCAATATTGCCCAATAAAACTTTCCCCCAAATCCCCACA
GCCAGCGACTGCTTTAACATGCAAAAAATCCTCCAATGAGAATCCCAGCTGATGTGAGTAARATCCGGCTCCCTGTTCTCTGTTCCTGCAATTGG
AGTTGGGAGCAATAAGCACAGTTTCCCAGCACTGAACAAGTCTGTCCCTTTATCCCCATGTCTGATTCCTGTGCCATATAATGAGGGGAGAAAA
TGCCATCATTATCTCTATATGTAAGGTACCAGCAAGGGGCCTGACACAGTGCTGGGAATCAGCATTCTCACTGGGCAGTTCTTTTGCATTTATA
ATCAACTTATTTATCAGTACAATTCTCATTGGGGAATTTCCTTGCATCTATAATGATGGTTTTTGGCAACTTCTATAGCAAAACTAGGGGGCGC
CGTGGGGCAGCATCATGGCTGGTTTATATCCCCT
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>Al
AGGAACAGTAACACCAAAAAATGAAAGTGTATAAAAGTAACTAAAATATAATGTGCTGCTGCCCTGCACTGGTAAAAGTTGTGTGTTTACTTCAG
AAAGTCTACTATAATTTATATAAATAAGCTGCTATGTAGCCATGGAGGCAGCCATTCAAAGGAGAAAAGGCACAGGCACATAGCAGATAACAGAT
AAAACACTATTGTATTCTACAGAACTTATCTGTTATCTGCTATGTAACCTGTGCCTTTTCTCCTTTTTTCCAGCTTGAATGGCTGCCCCCGTGGC
TACACAGCAGCTTATTATATAAATTATAGTAGTGTTACTGTAGCAAACACACCAGTTTTACCAGTGCAGGGCAACAGTGCATTATATTTTTATTA
CTTTAAAGCTCTTTCATTTTTTGGTGTTACTGTTCCT

>A2
AGGAAAAGTAACACTAAAAAATTTTAAGTAAAAAATCTATTCTACCCTGCCCCAATAATTGCCCTATCCTGCAAACCACTTAGTATTTTGAATGC
TTTATTAGAAAATACCTGCTAAAACTTGGCTTCCGGTCATTTGAAGTAAGGCGATAGGGCAAAGGAAGGAGCAGTATCCACTTTGCGACGATCGA
TTGATCAAGCCTAGCCTTCCTTCTGTATAGGAAGGAGTCAGGCTAGGCTTGATCAATCAATCGTCGCATAGTGGATGCTGCTCCATCCTTCGCTG
TATGGCCTTAGTTCAAATGACCGGAAGTCCAGTTTAATCATGTATTTTCTAATAAAGCATTCAAAATACTAAGTGGTTTGCAGGATAGGGCAATT
ATTGGGGCAGGGTAGAATAGATTTTTTACTTAAAACATTTTAGTGTTACTATTCCT

>B1
AGGAGAAAGAAAGGTAAAAACTAAGTAAGCTTTATCAGAAAGGTCTATGTAAATACAGCCATAAGCACTCACAGAAATGCTGCACTGACTTCTCT
GTCAAAAGATTTCTTGTGTCTGTAATTCATGTGCCAGAGACACGCAGCTCTCTGCTCTCTCCCTCCCCTCTCCTGCTCCCCCCTCCCTCAAGAAT
GCTAAGAACTCACTCCCCCCCTTAGGAATGTGGATCTGAGCCAATCAGCAGGAAGCTGACTCATAGTTTTACTAACTGAGCATGTTCACTTGGTC
TGGGTGTCTGTGCAGGAGTGAGGCATTATGGGAACTTTCTTTACACAGCTAAGCGTTTTTTCTTCCTGTTTGGCTTCTGATCATCTGAACAGGTG
CAATATGGGGAGACTTAAGGGCACTATTGAGACAACTGAAGGTATGCCTGCATCTTGAGATTAACTCTTTATTAGCCTTTCCTTCTCCT

>B2
AGGAGAAGGAAAGGTAAAAACTAAGTAAGCTTTATCAGAAAGGTCTATGTAAATACAGCCATAAGCACTTACAGTAATGCTGCACTGAGTCCTCT
ATCAAAAGAAACACAGGATTTCTTGTCTCTTTTTTTGTAAACATGATGTTCCAGTGTCTGACTTCCTCTCTCAGAAACATCCTTAATTCCTGGGG
CCAGAGTCTGCACAGTTGTCTTCTCTCTCCCCTCTCCTACTTCCCTTCGCACAAGAATGCTAAGCACTCCCTCCCCCCTCCCTTAGGAATGTGTG
ATCTGAGCTATAAGGGCTAGACTGCAGGCAGGAAGATACTTAAAATGGCAGCTGCTATCTTAAGCAAATGGAGAAAGCTTCTAAAGCTGTTTACT
CAGGTATGGTAATGGTTTCTGCAGAATAAATATTGTGTTCTAGGTGGCACTAATGTGGCAAATCTATTGGCAGTAAAATGCCAAAATGACTTTAA
TTCTCCT

>B3
AGGAGAAGGAAAGGCTAAGTCACTTGGGGGTGCCAAAATGTTAAGCACCCCCAAGTGACTTAGATCGCTTACCTTTTACCCCGGGCTGGTGCCCC
TGTTAGGAGAGAACAGCACCAGCCCGGGGTAGCAGCGATTGCTTCCTCCTTCCTTTTCGCTTGCGCGCGCATGCGCAGTAGAGTGAAAAGCCGAA
CTTAAACATTAAAGTCGGCTTTTCACTCTACTGCGCATGCGCCGGCCGACGGATTTCGCCGGCAAAAGAGAAAGGAAGGAGGCAGCGCTTCCTAC
AGGTACCCCGGGCTGGTGCTTTTTTCTCCTAACAGGGGCACCAGCCCAGGGTACAAGGTAAGCGATCTAAGTCACTTGGGGGTGCCTAACATTTT
GGCACCCCCAAGTGACTTAGCCTTTCCTTCCCCTg

>B4
AGGAGAAGGAAAGTCAAAACCTATTAAGCACACTATTAAATAGTACTACTATCGCTGTGTAAAAACGCTATATTCCTGGCTTGCCTAATGAAAGA
TTTACAGAGATACACATACTAGAACCTACATACTTGTTTCAGTGAGCGGCGCCGCCATCTTGTCCAGCGTGTCTGTATGGGCTGAAAAGCACAAG
CCAGCCCCCCCTCTGCTCCCCACTCCTGTCACAAAGATTTTGCAGCTCCCCGCTCCTGCCACAAACCCCCCCAAGCTCCACAAACCCCCCCGCTC
CTGCCACAAACCCTCCGCCGCTCGCAGCACCTGCCCCCCCGCTTCCCCCACCTGCATGTCACAGAGTTCGGCAACGCTGCGTCGCCATGGCAACC
GGATGCTCCTGCCCTGTGCGCATGCGCCGCCTGCAGTAACAAGTCGCCAAGTCTTGAAGGAGCGATGCATTATGGGAATCTTCTCTACCCAGCTC
AGCGTTTTTTTTTCCTGTTTGGCTTCTGGTCTTCTGAACGGGTGAAGTATGGGGAGACTTAAGGGCACTATTGAGACAACTGAAGGTATGCCTGC
AGCTTGAGATTAACTCTTTATTAGCCTTTCCTTCTCCT

>C
AGGAGACATATTGGATAAATGGGAAAACCCTAATTTTGTAGGCAATTATGAATAATATACGGTGCTGGTTTCCCTTTGGGCTAAACATTAATCCT
GTCTGTAACAATGGCCCCTTTATTGGAGCTCCCTATAGATCCTATCTCTTCTCTGTCAGAGTTTGAAATGGAGAGTGGGCGTGTCCTAACGGTCC
CTGCCAGAAGCACAGTAGGAGGGGGAGAGCCAATCACAGCCCTGCAGTCACACAAGCACAGACAGGCTTCAGTTCCCTATCAGGTCAGCCTAGCT
GCTGATTGGTTCCTATCCTACAGTGCAGGGTACGGAGGGCCGCCGGCTCCCCAGCTCATCCAGAGAATTCAGCCAGCAGGAAGTGGAACAGATGG
GCGGGGCTAGTGGGGTTTTTGTGGAATTTCTCAATAAATCAGTCAGAAACACAACTTTTTAAGCACAATCCTTCTATATCTAGAGGAGTATAATT
CCCTGGCACATTCATAATTTTTATAGGATATGTCTCCT

>D
AGGGAAACTACACCCCCAGAATGAATACGTAACCAACAGACAGTTTATATTATATTAAGTGGCCTATTAAAGAATCTCCCCAAACTGGAATATAT
ATATCAGTAAATATTGCCCTTTTACATCCTTTCCCTTGAGCCGCCATTTAGTGATGGGCTGTGTGCTCCCTCAGAGATCAGCTGACAGGAAGTGA
TGCAGCTCTAACTGTAACAGGAAGTAGTGTGGGAGCAAAAGGCAGAACTCTGCCCATTCATTGGCTGATGGGGCCTAGCATGTATGTGTGCCTTG
GCTTGTTTGTGTGCACTGTGACTCCTATGATCCCAGGGGGCGGCCCTTAGTACATAAAATGGCAGTTTCCTATTTAGGATTACCCAATGGCACAT
ACTGCTAAAAAAGTATATTTATATGAAAATGGTTTATTTAGATGAAGCAGGGTTTTACATATGAGCTGTTTATGCAATATATTGTTATAGAGACC
GACATTGTTTGGGGGTATAGTTTCCCT

>E
AGGGGTGGTTCACCTTTAACTTAACATTTAGTATGTTATAGAATGGCCTATTCTAAGCAACTTTTTAATTGGTCTTCATTATTTATAGTTATTTA
ATTATTTGCTTTCTTCTTCTAACACTTTGCAGCTTTCAAACAGGGGTCACTGACCCCGGCAGCCAAAAACTATTGCTCTGTTAGGCTCCAGTTTT
ATTGTTACTTTTTATTACTCATTTTTCTATTCAGCTCCTCCCCTATTCATATATCAGTCTTTTATTCAAACCACTCCCTGGTTGCTAAGGTAATT
TGGACCCTAGCAACCAGATAGCTGCTGAAACTCCAAACTGGAGAGCTGCTGAACAAAAACTGAATTAATTAAAAAAAACTACAAATAATTAAAAA
GTGAAGACCAATTGCAAATTGTCTCAGAATATCCCTCTCTACATCATACTAAATGTTAACTCAAAGGTGAACTTCCCCT

>F
AGGGATACTGTCATGGGAAAACATGTTTTTTACAAAACCCATCAGCTAATAGAGCTTCTCCAGCAGAATCCTGCATTGAAATCTGTTTTTCAAAT
ACACAAACAGATTTTTTTATATTTAATTTTGAAATTTTACATGGAGCTAGCCATATTCTTCATTTCCCAGGGTGCCACAGCCATGTGACCTGTGC
TCTGATAAACTTCAGTCACACTTTACTGCTGCGCTGCAAGTTGGAGTGATATCCCCCCCCCCCCCCCTCCCAGCAGCCAATCAGCAGAACAATGG
GAAGGGAGCAAGATAGCAGCTCCCAGTAGGTATCAGAATAGCACTCAATAGTAAGAAATCCAAGTCCGGCTTGGGACTCCTCCAGTTACATGGGA
GTAGGAGAAACAATAGGTTACCTGAAAGCAGTTCTAATGTGTAGCGCTGGCTCCTTCTGAAAGCTCAGACTCAGGCACAGTGCACTGAGATGGCG
CCTACACACCAATATTACAGCTAAAAATACATTTGTTGGTTCAAGAATAAAATTTTAAATGGTAGAGAGAGTTATTTGCTATGTAAACAGTGTAA
TTTAGAAATAAAAAGTACCCCATAAAAATCATGACAGTGTCCCT
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>G
AGGGGACCTATCACCCAGACATAAAAAGCTGTATAATAAAAGTCCTTTTCAAATAAAACGTGAAACCCAAATTAATTTTTATATTAACACATCC
AAACCTATTATAAAGGCATTTAAAAATCCCAGCTGTCAATCATATATTGCTTGCCCCACCTCTATGCCTTAGGCATAGAGGTGGGGCAGACAAT
AACTTTAGCTTTCCATTCAGCACTTCCTAGATGTCACTGCACATCTCACTTTTCCCCTCCCTCCTCCTCATCATCTAACTGTGTAGCCAGTGCA
TGGGTATAGGCATATGGTCCCCCGTTCTGGCACATAAACAAGATTTTGGCATGATACAAAGCTTGCCTTAATAACAGTGTCCACAAAATGGTGC
CTGCCTGTTTGCTTTGATTGAGTAATTCCAAGATGGAAGGAAACAAGATTTATATTATTTATATAGAGTAAATAAAGTTTATTTTGCTCAACTA
ACAATATAGAAAATAATTTGGAGTTATTTCTTAGGGTGACAGGTCCCCT

>H
AGGAGAACTAAAGCCTAACTAAAGAAGTAGGGCATAACTGTTATACATTATGTTTTGGGCTTCTGTATCAGCCCAAGGCAACCACAGCCCTTTA
ACAGGGAAGATTTGTGCCTCCAAAGATGCCCCAGTAGCTCCCCATCTTCTTATCTGCTCATTCACTGCACATGCTCTGTGCTGCTCTCAGTTAC
TGCGCTTAGGGACTGACTCACAATATACTGTATATATAGAATATAAATGTAACAGTAAAAAGCTGATTAGTAACTCATTCAGATTCACACTACA
TGACAGATCTAAAACCAGGGCATTTGCATCAGAATTGAATAATTAGCCCTGTAGCATCAGCTTATATGACAGACAAACCTCATTTTCAGCTTGA
TAATTTGCAGCAACCCCTAAACTTAGCTTCTTAACAGCTGCCCAGAGCTCACTGAGCATGTGCACTGTCCAGGACAGTTTTAACAGAATCCAAG
ATGGGGAGCTCCTGTGACAACTGTCACAACCTATATCATTACTACTATAGAGATTCTGAAACTTTAAGGAAGTGCTGTCAGTTTATAATATAAA
ATATGGCATTTCTAGCCATATTCATTTTTAGGGTTTGGTTCTCCT

>I
AGGGGAACTCTGGATTCCCAACCAAAATGTGTTAAAGAGCCCCACACAACACAGAAACCCCTAATATACCTATCCCTGTAATCTGTTCCTTCAA
AAAGTAGGAATAAATACCATTTTTATATGCTGAAATCCAGCTGCAAAACAGATCTTCTCTCTCTGCATCATTTGAAATCCTGGCAGGGGAGGAG
GGACTAAAACATTGATGTTACAAATTGTAACAACTTCTCCACAGCTTACAGACAGCATGCAGGAACTACATAACCCACAATGCATTGCACTGGG
ATGTTCCTTTCCTTATTGACATCACGTGTGCAGGGAATTGTGGGATTGGGAGGATGCAGGCTGAAGGCTGGGGACAGGCGACTACTGTTACATT
TTATTTGAGTCACAAAGTAGCCAGCCAAACCAGCAGGGGAACAGGGGGCGGGGCTTAGGGAACTGTTCCAAACCATATTATTACATCAAAAATC
ATGAAAAGGCGGCATATTTTTTAATTGATGTATATGGCAAAGTTGCTTGAAATTATGTTTACTTTTTGAAAAGTTAGTGGTGTTTGGGTGGAGT
TCTCCT

>J
AGGAACAGTTCAGTGTAAAAATTAAACTGGGTAAAATAGACAGACTGTGCAAAATAAAAAAAATATTTGTAATATAGTTAGTTAGGCAGAAATG
TAATCTATAAAGGCTGGAGTGAGAAGATGTCTAACATAATAGCCAGAACACTACTTCCTGCTTTCAGCTCTCTAACCTCTTAGTTAGTCAGTGC
CTTTACGAGGGGGGGCACAAGGGACATAAATGTTCAGTTAGTTTGTAAGCACGCAGGTCAGATTCAAATGCAAACTAACTGACAGTTATGTCCT
ATAAGCCCCCCCCCGAAGTCACTGATTGGCTACTGACTGCTAACAGCTTAGAGAGCTGTAAAGCAGGTAGTAGTGCTCTGGCTATTATGTTTGA
CATCTGCCCACTCCAGCCTTTATAGATGGCATTTTTGCCTAACTAACTATATTGAAAACATTTTTTATTTTGCACAGTCTGTCTGTTTTACCCA
GTTTCATTTTTACACTGAACTGTTCCT

>K
AGGAGACATTTTATATAAAGTTCATATTCAGTTATAATATTCATCCTCCCTCAAAATGTGAAATGATGCAGAAAGAAAGATGTTTTGAAAGCAT
TTTACCTCCTAAAACTGCCATTATATGAGAGCTGCAGAGACAACCACTCAAGTCTGAAGCCAGAGTAAAATGAGACATGGGAGTGTCCTTCAGT
CTCCCACAGGAAGTGGTCACAGCACTGACTGACAGGCTTTACTCAGCAGCAGCAGGGAAAACCCCTCCCTCCTTCTGTGTCTCTCTGTTTGTGC
TGCTGCCAGGGGAGGGGGGGAGAGGAGCGAGTAGAGCAGGAACGGACTGTCTGTGAGCTCGCTAAGCCCCGCCCACTCTAAGAATATTCACTTC
ACTTTAAGTGGGTGAGGAGGGTGTCATAGAAGTCTATGAGGGTCGGCGGCTCTGAGCCCTATACTGAAGAGTCTAAACCGGAAGCTGGCATAAG
GTCTGGGTAGAGCACAGTTTTCAAGCAGTTATGGACATATTTGAACCCAAAGGTATTAAAATAAAAGCACTTCCTTCTATTTTACAGTTTTTTA
CATGGTTGAGTGCATTGTAAAAATGTATGCTATATATCCCCT

>L
AGGGGATATAAACCCAACCATAACGCTGTCCCACTGCGCCCCCTAGTTTTGCTATAGAAGTTGTCGAAAAACATAATTATAGATGCAAGGAAAT
TCCCCAATGAGAATTCTACTGAGCAACAATCTGATTATAAGTGCAAGAGAAGTGACCAATGAGAATGCTGATTCCCAGCACTGTGTCAGGCCCC
TTGCTGGTACCTTACATATAGAGATAATGATGGCATTTTCCCGTCATTATATGGCACAGGAATCAGACATGGGGATAAAGGGACAGACTTGTTC
AGTGCTGGGAAACTGTGCTTATTGCTCCCAACTCCAATTGCAGGAACAGAGAACAGGGAGCCGGATTTACTCACATCAGCTGGGATTCTCATTG
GGGGATTTCTTGCATTTTAATGGGGATTTGGGGGAAAGTTTTTTAGTGCAATATTGCTTTAAGAATACAACCCTGATGTTACTGGACTACAGCT
CCCAGCATGCCTCACCCTTTATTATATGTTACATTATTCTGGGATTTGTAGTCCAGCAACAACTGAGTAACGTTTGGTTGAGCCGCGCTGTGCA
GCAGGGTTTAGTTCCCCT

Supplementary Data S1(C) (continued)
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subfamily  scaffold MDS (blast hsp) cDS overlap (bp) gene gene_name transcript_id RefSeq confirmed by RefSeq?
1 GL1728791  261531.261933(+)  261674.261884(+) 211 225856.265318(+) GNPTAB ENSXETT00000017257 NM_0010972351  Yes
K GL172675.1  3435261.3435711(+) 3435469.3435603(-) 135 3433943.3454607(-) ppp2rib ENSXETT00000022421 NM_001006774.1 No
Al GL1731241  823341.823711(+)  823347.823466(-) 120 815780.830227(-) dhx16 ENSXETT00000051925 NM_0011234093  No
F GL1734131  116282.116735(-)  116603.116720(-) 118 33530.137132(-) kiaal797 ENSXETT00000033801 NM_ 0010162552  Yes
Al GL1730881  901059.901326(+)  901067.901183(-) 117 876873.912553(-) Irroc ENSXETT00000040731  NM_001197231.1  No
F GL1727331  1441562.1441885(-) 1441601.1441716(-) 116 1436696.1447770(-) NP_001027479.2 ENSXETT00000017435 NM_ 0010323082 No
G GL1728341  859221.859568(+)  859317.850429(-) 113 849959.888471(-) adam33 ENSXETT00000005550 NM_001040013.1  No
Al GL1727611  344065.344404(-)  344282.344392(+) 111 328399.411668(+) kidins220 ENSXETT00000018144 NM_001126687.1 No
B3 GL1731841  286838.286942(-)  286834.286966(+) 105 245716.287988(+) ddx25 ENSXETT00000000036 NM_0010163452  No
Al GL172692.1 3122405..3122570(-)  3122468..3122604(-) 103 3115645.3125278(-) c7orf46 ENSXETT00000038945 NM_001016728.2 No
D U GL1729151  373229.373713(+)  373437.373537(-) 101 370579.375892(-) nostn ENSXETT00000020345 NM_001130239.1 No
B4 GL173378.1 70528..70853(+) 70548..70645(-) 98 63534..76290(-) ccdc38 ENSXETT00000046747 XM_002941257.1 No
Al GL1731241  823341.823711(+)  823565.823661(-) 97 815780.830227(-) dhx16 ENSXETT00000051925 NM_0011234093 No
F GL1732411  500860.501186(+)  500923.501019(+) 97 487714.508657(+) eif3a ENSXETT00000022578 NM_001102703.1 No
L  GL178349.1 2550..2957(-) 2679.2772(-) o4 30.4446(-) Idha ENSXETT00000030484 NM_203822.1 No
F GL1731561  804319.804781(+)  804511.804602(+) 92 799519.813029(+) iIf3 ENSXETT00000025481 NM_001005648.1 No
B4 GL1731941  319547.320154(+)  319809.319896(+) 88 295158.331402(+) otudd ENSXETT00000038234 NM_001079130.1 No
G GL1728321  433681.434178(-)  433745.433831(+) 87  289826.480506(+) grm7 ENSXETT00000014740 NM_001113008.1 No
A2 GL173259.1  515994.516193(-)  516005.516089(-) 85  515508.518296(-) ubiad ENSXETT00000037881 NM_ 0010165382 No
F GL1734171  292137.202331(+)  292150.292242(-) 84  290402.295844(-) rael ENSXETT00000024601 NM_0010171422  No
D GL173861.1 35653.35049(+) 35871.35965(+) 79 17161.37781(+) XB-GENE-5944458 ENSXETT00000035505 NM 0011130221 No
c GL1728411  1404856.1405124(+) 1405043.1405120(+) 78 1403017..1405503(+) ENSXETT00000060289 XM 0049114901  No
F GL1732411  500860.501186(+)  501039.501116(+) 78 487714.508657(+) eifda ENSXETT00000022578 NM_ 0011027031 No
L GL1736311  217462.218049(-)  217940.218017(+) 78 144655.227690(+) pde2a ENSXETT00000026797 NM_001079139.1  No
F GL1731561  804319.804781(+)  804420.804494(+) 75 799519.813029(+) ilf3 ENSXETT00000025481 NM_001005648.1 No
G GL172699.1  2495226.2495349(-) 2495085.2495300(-) 75 2491536.2502094(-) xkr5 ENSXETT00000034619 NM_0010339422  No
B3 GL173016.1 422877.423063(+)  422890.422959(-) 70 406036.430325(-) cnot2 ENSXETT00000024867 NM_001113129.1  No
L GL178349.1 2550.2957(-) 2556.2623(-) 68 30.4446(-) Idha ENSXETT00000030484 NM_203822.1 No
F GL172757.1 1800462..1800532(+)  1800467..1800580(+) 66 1791437.1802208(+) ing3 ENSXETT00000049164 NM_001008672.2 No
E GL173985.1 3111.3233(-) 3102.3174(-) 64 550.45030(-) spag!7 ENSXETT00000052139 NM_001130282.1 No
B2 GL173247.1  155664.155782(+)  155685.156747(-) 63 136912.180408(-) usp15 ENSXETT00000046428 NM 0011280261 No
F GL173241.1  500630.500812(+)  500671.500728(+) 58 487714.508657(+) eif3a ENSXETT00000022578

4 GL172699.1  2494921.2494986(-) 2494929.2495007(-) 58 2491536.2502094(-) xkr5 ENSXETT00000034619

E GL173076.1  687295.687608(-)  687553.687765(-) 56  665658.696816(-) acly ENSXETT00000004898

Al GL1731241  823341.823711(+)  823509.823562(-) 54 815780.830227(-) dhx16 ENSXETT00000051925

F GL172818.1  565107.565380(-)  565282.565335(-) 54 559393.590587(-) iars2 ENSXETT00000005915

K GL1726651  2113698.2114088(-) 2113778.2113831(+) 54 2112442.2131155(+) FID6V4XENTR ENSXETT00000066405

83 GL172950.1  1007416.1007619(-) 1007426.1007478(+) 53 1005964.1031967(+) nphp3 ENSXETT00000057498

D GL1726371  2000610.2000675(-) 2000612.2000660(+) 49 1991738.2005275(+) rad54l ENSXETT00000009513

Al GL1727211  531790.532007(+)  531905.531951(+) 47 521344.536936(+) sass6.2 ENSXETT00000028227

Al GL1730531  310205.310530(+)  310406.310452(+) 47 296293.327722(+) csnkigl ENSXETT00000014106

G GL172699.1  2495226.2495349(-) 2495303.2495372(-) 47 2491536.2502094(-) xkr5 ENSXETT00000034619

K GL1728881  725962.726202(+)  726069.726113(-) 45  716489.732583(-) TDRD5 ENSXETT00000063785

B2 GL172854.1  481922.481971(-)  481920.481965(+) 44 455077.489979(+) abi2 ENSXETT00000009002

B4 GL1733881  119248.119325(-)  119250.119293(+) 44 108207.128102(+) bagh ENSXETT00000005323

F GL172733.1 1441338..1441511(-)  1441390..1441433(-) 44 1436696..1447770(-) NP_001027479.2 ENSXETT00000017435

B2 " GL1726771  2491833.2491874(+) 2491802.2491898(+) 42 2467602.2504567(+) ahoyll  ENSXETT00000032638

B2 GL1729611  236838.236899(-)  236746.236879(+) 42 228909.238059(+) ENSXETT00000015926

D GL1720711  312282.312723(-)  312434.312475(-) 42 268235.341061(-) ppfibp2 ENSXETT00000019847

J GL172648.1  4945779.4945938(+) 4945897, 4945949(-) 42 4944813.4948407(-) snrpd3 ENSXETT00000053564

K " GL1727191  2644669.2645068(-) 2644941.2644982(+) 42 2641378.2671639(+) lyn ENSXETT00000065618

Al GL1726921  2572738.2572884(-) 2572834.2572874(+) 41 2501109.2579685(+) osbpl3 ENSXETT00000062912

F GL1727331  1441562.1441885(-) 1441793.1441833(-) 41 1436696.1447770(-) NP_001027479.2 ENSXETT00000060182

E GL173718.1 4917.4981(+) 4908.4956(-) 40 3586.16432(-) c9orf86 ENSXETT00000008555

1 " GL1732661  275103.275541(+)  275159.275198(-) 40 247694.275775(-) oorf64 ENSXETT00000035246

K GL1726751  3435261.3435711(+) 3435529.3435566(-) 38 3433943.3454607(-) ppp2rib ENSXETT00000064582

K GL172888.1  725962.726202(+)  726166.726220(-) 37 716489.732583(-) TDRDS ENSXETT00000063785

K GL1736221  128150.128744(+)  128417.128451(-) 35  104164.180986(-) ENSXETT00000013455 XM_002042482.2 No
K GL1736221  127008.127602(+)  127274.127308(-) 35  104164.180986(-) ENSXETT00000013455 XM 0029424822 No
K GL1732101 85352.85914(-) 85646.85679(+) 34 23894.102289(+) ENSXETT00000042208

B3 GL172669.1  965637.965862(-)  965831.965887(-) 32 959419.969380(-) paklip ENSXETT00000002331

B4 GL1733881  119248.119325(-)  119294.119383(+) 32 108207.128102(+) bagh ENSXETT00000005320

E GL172871.1  134813.135136(-)  134774.134844(+) 32 134509.140013(+) tmeméib ENSXETT00000052225

Al GL1728421  399298.309429(+)  399330.399360(+) 31 397199.414974(+) C6orfa7 ENSXETT00000031912

B1 GL1727711  2072861.2073114(-) 2072859.2072891(-) 31 2049695.2079965(-) SBNO1 ENSXETT00000063499

F GL1728181  565420.565526(-)  565493.565523(-) 31 559393.500587(-) iars2 ENSXETT00000005915

K GL1736221  135770.136365(+)  136039..136069(-) 31 104164.180986(-) ENSXETT00000013455 XM 0029424822 No
B1 GL1730461  113291.113396(-)  113309.113338(-) 30 101711.122392(-) E2IFVOXENTR ENSXETT00000064398

B2 GL1730461  113293.113396(-)  113309.113338(-) 30 101711.122392(-) E2IFVOXENTR ENSXETT00000064398

E GL173718.1 9096.9144(-) 9091.9125(-) 30 3586..16432(-) c90rf86 ENSXETT00000008555

K GL1736221  134090.134686(+)  134361.134390(-) 30 104164.180986(-) ENSXETT00000013455 XM_002042482.2  No
K GL1736221  131274.131866(+)  131545.131573(-) 29 104164.180986(-) ENSXETT00000013455 XM 0029424822 No
K GL1736221  137447.138034(+)  137717.137745(-) 29 104164.180986(-) ENSXETT00000013455  XM_002042482.2  No
Al GL173076.1  668862.669278(+)  669251.669284(-) 28 665658.696816(-) acly ENSXETT00000004898

Al GL1730881  901059.901326(+)  901244.901271(-) 28 876873.912553(-) Irroct ENSXETT00000040731

K GL173622.1  124142.124738(+)  124414.124441(-) 28 104164.180986(-) ENSXETT00000013455 XM 0029424822 No
K GL1736221  132952.133496(+)  133223.133250(-) 28 104164.180986(-) ENSXETT00000013455 XM 0020424822 No
F GL1728011  1935177.1935276(+) 1935241.1935267(+) 27 1920841.1937615(+) nxphd ENSXETT00000063146

G GL1726541  4272619.4272723(-) 4272697.4272742(-) 27 4260489.4315746(-) arc3 ENSXETT00000049117

J GL172648.1  4945779.4945938(+) 4945837.4945863(-) 27 4944813.4948407(-) snrpd3 ENSXETT00000053564

K GL1736221  122469.123059(+)  122740.122766(-) 27 104164.180986(-) ENSXETT00000013455  XM_002942482.2  No
F GL173224.1 21501.21553(+) 21502.21527(+) 2 12822.53120(+) golgad ENSXETT00000050587

1 " GL1732661  275103.275541(+)  275263.275288(-) 26 247694.275775(-) c3orfé4 ENSXETT00000035246

Al GL173034.1 109957..110299(+) 110195..110219(-) 25 99715..110841(=) hnrnpul2 ENSXETT00000013246

L GL1730621  137311.137687(+)  137313.137337(+) 25 134807.142016(+) sycp3 ENSXETT00000050284

Al GL173124.1  823341.823532(-)  823500.823562(-) 24 815780.830227(-) dhx16 ENSXETT00000051925

Al " GL1729031  1198300.1198479(-) 1198369.1198391(-) 23 1197514.1208006(-) tsri ENSXETT00000061602

B4 GL174144.1 20077..20359(+) 20142.20164(+) 23 562.23283(+) kiaa0284 ENSXETT00000053089

J GL172648.1  4945542.4945859(-) 4945837.4945863(-) 23 4944813.4948407(-) snrpd3 ENSXETT00000053564

D GL1729161  1038973.1039367(-) 1039008.1039029(+) 22 950584.1067293(+) fgfrl1 ENSXETT00000062144

F " GL1728181  565420.565526(-)  565455.565476(-) 722 559393.590587(-) iars2 ENSXETT00000005915

Al GL1726651  1285900.1286191(-) 1285976.1285996(+) 21 1268169.1292477(+) rbfox3 ENSXETT00000043661

Al GL173255.1  551601.551888(-)  551785.551805(-) 21 546779.558795(-) vpsdla ENSXETT00000001544

Al GL1726851  1791293.1791413(+) 1791371.1791390(+) 20 1780107.1800771(+) FEQWMBXENTR  ENSXETT00000062503

Al " GL1726921  3122631.3122700(+) 3122657.3122676(-) 20 3115645.3125278(-) cTorf46 ENSXETT00000038945

D GL1726921  2642379.2642566(+) 2642547.2642568(-) 20 2629916.2647686(-) mpp6 ENSXETT00000016117

E GL173985.1 3111.3233() 3214.3262() 20 550.45030(-) spag!7 ENSXETT00000052139

3 GL174534.1 5790.5858(-) 5701.5809(-) 20 95.13138(-) was ENSXETT00000026113
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(A) | : ENSXETTO0000017257 : RefSeqg(gnptab)
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>NP_001090704.1|N-acetylglucosamine-1-
phosphotransferase subunits alpha/beta
MLLNSLLKLVQRQTYTCLSHRYGLYLCFGGLLLLIVSALQFGEVVLEWSRDQYH
VLFDTYRDNIAGKSFQONRLCLPMPIDVVYTWVNGTDPDLVLQLOQEYREQMEERQ
RAFREFLGRNKTEPTKRSDKELECLLTHCIKVPMLILDPPLPANTTLKNLQASQ
PVFSSAVKIFNVAKPKNPSTNVTVIVFEAIQEAENAQVNALFDNRKETIWRGYM
TTDKEAPGLVLIPDLAFLSGFPETYKETDQLRAKLPETLSSKIKLLHLYSEASV
ALLQLNNPKDFQELNIQAKKNMTIEGKELTLSSAYLLWDLSAVSQLKQDEDISA
SRFEDNEELRYSLRSIEKHAPWVRHVFIVTNGQIPSWLNLDNPRVTIVTHQEIF
SNTSHLPTFSSPAIESHIHRIPGLSQKFIYMNDDVMFGTSVWPDDFYSHSKGQK
VYLTWPVPNCAEGCPGSWIKDGYCDKACNNSACDWDGGDCLGNAAGRFPPAVPG
GLLNGQQWQPGIGISGVSYCNQGCANSWLADKFCDQACNVLSCGFDAGDCGQDH
FEEMYKINMYLNKTHYIVPKGEHLPYFSFDNMAKKVLDGVYSDNPIVRHASIAN
KWKTIHLIMYPGMNATLVHFNLTFLGLDDKEIKMQIVIAVDTGDEYKRNITATS
IKKGAMLTTPTPEAEVLFEDIPEEKRFPRFRKYPPVTDVRSDVTIPNINLSSLP
NKVQLALONLDQKLKNGDITLKGYNLSRFSLLEPYRSLADPRDQSLDNKGNIQQ
SORDNKTITQHKIGPKSSFTEVVNNKENAASKSISPIKRLTDLLHREPQTPKAN
IQKNAIEKYENKAVVPGRMLQEYQPNYEGFLPWEKMKYFQODLLDEEAALLSDLS
YITSSKQVGRKLODTFADSLRHVNKLLNSKFGFASRKVPAHMPHMIDRIVMQEL
QODLYPEAFDKTSAHKVRHSEDMQFAFSYFYYLMSAIQTLNISHVFEQVDTDSSG
VLSDREIRTLATRIHQLPLSLQODLTSLEQMLINCSKSIQHNSTDEGVVPPTQES
YYDPNLPPVSKVLVLSCKPVTDLIRKTYKDKNKYSLOTAFRNYITHNALHCDVP
FLIDITCAGNCWIRRMOAEGRLRIVNYCYIFFYFLSLKAVIQISRRTGGSA

(C) K: ENSXETTO0000022421 : RefSeq(pdgfb)

Ko K in ENSXETTon000022421 001008774 1 p)

(B) F: ENSXETTOO000033801 : RefSeq(focad)
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>gi|351721231|ref|NP_001016255.2| uncharacterized
protein LOC549009
MATPFTETSVQHACFPKMSEDLKKRLEFPNSLIQTQAVTQLIASVLKENVSLGK
IKQSSNQTPALNILWEKCCSNNVVVRTACCEALVLLVEQDHADFDYVLNGILNL
IPSAGTVQGLLKCVWRLLYTQARNAEKDGEHKDLGIYKIWVPOPCDLCSGELRS
HFTAELQVGVTSPPSQOONNGGGAG

(D) K : ENSXETTOO000013455 : RefSeqg(mucin-2-like)
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— correlation 0.6
— correlation z0.7
— correlation =0.8
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Supplementary Data S7 (continued)




