
>ab230506a01.r_A01.ab1 

TTTACTCCAAACAGAACAGTGGGACTAACAACATGGCATACCACCCACAA 

 

>ab230506a06.r_A06.ab1 

AAAATTCCACAAAAACACTGCACACAACTTCCACCCATCTACGACAAAACAA 

 

>ab230506a07.r_A07.ab1 

CTTTTACATAATTGCAACAATCCCAACGAACAGTCTTCCAACCCCACTCAATGAT

GAATTGCGTAATACGTACCAACCTCTCCACTCGTC 

 

>ab230506a09.r_A09.ab1 

ATATCCCCAATTTCGTGCCATCCGCGCGCAATTATTTTCACAAAACGCACCGAAC

CAGGTTCCGCCTCCGCC  

 

>ab230506a10.r_A10.ab1 

AGGTAACGCGACAATATTTGTATTCCACTCACCTGCCCTACGCCCCCCTC 

 

>ab230506a12.r_A12.ab1 

CCAAATAAAAAAGCCCACTAACCCAACAATACAAACCAATTACCGCCCAA 

 

>ab230506b01.r_B01.ab1 

AGCAGCTACACGAATCCAGGGTAAAACCTGACTTCACCAACCACAGTAAA 

 

>ab230506b02.r_B02.ab1 

TAGCTCACCACACCAGCAATCAACGCGTTTTTTCAAACACTGGCACATGA 

 

>ab230506b03.r_B03.ab1 

ATCACGACCCAACACGCCAAAAACCCACCCGAGCTCACAAACGAATAGGA 

 

>ab230506b04.r_B04.ab1 

CGACCTCATCTAATATTAACGAACACCAACCCTTACAGACTTGCCGTAAT 

 

>ab230506b05.r_B05.ab1 

TACCAAATTCTCAAAATTCTATGTAAAGATCATAGAAAAAATCCATGAGTCGGCC

ACCTGGCTGTCGTC 

 

>ab230506b07.r_B07.ab1 

AGTCCACCCCCCATTCAGTTCCCGCAACGCAGCTAACCTCAGTTACAACC 

 

>ab230506b08.r_B08.ab1 

GTAACATCAAACCATAAACAGAATTCCCTTCTCCGCGTTACCTACCAAGC 

 

>ab230506b09.r_B09.ab1 

ATTGTGAAGTTTCCAGTAACAAGTAGTCTATCCAACCCCCGCCTAACTCA 

 

>ab230506b10.r_B10.ab1 

AAAATAACAAGGAAACACTCACCAACAACCGTTTCCCTATGCCCATCACTCTCAC 

 

>ab230506b11.r_B11.ab1 

GTAAGCAACTCGCAACAAAAATTGTGATAGTAATGCGCCATGTGAATCAA 



 

 

>ab230506c01.r_C01.ab1 

ATAACACAGGAGAAAACTAAAGTAAACCTGACCACACCTCCCTAAGCACA 

 

 

>ab230506c03.r_C03.ab1 

AGATCACAAAACCGTGATAGACAATACACAAACTTGAGGCACTTACCACAT 

 

 

>ab230506c06.r_C06.ab1 

GCAATCACCCATCAAACAAACCCGCCCGACTCAAAGAAAAATTTTCATGG 

 

 

>ab230506c08.r_C08.ab1 

AATTATAGAGAAATGCAATACACTTTTACACTAAAGGCCGGAACATGCA 

 

>ab230506c09.r_C09.ab1 

AACAGCCAAAGAGGCAAGTTAAAAAACGCGAGGGTATCAAAGCGAACTGT 

 

 

>ab230506c12.r_C12.ab1 

ACTTATAAGTTGAGGTTTTCATAAGCCCTGCGCAATACACCACTGAT 

 

>ab230506d01.r_D01.ab1 

AATAATCCTCCCGATTGACATACAGCAGCCAATCAAATGGCAGACACAAA 

 

>ab230506d05.r_D05.ab1 

TTGAAAAGGTAGCGCCAGAGCCTGGGCACATGGCACACAAAAAAAAAAAACAA

GT 

 

>ab230506d07.r_D07.ab1 

AGTAATACGGCAGCCACACTGCTCTACACAATGGCAACTACGAATGGCA 

 

>ab230506d08.r_D08.ab1 

GTGCCCTATATCAAAGTTTCCGCTGCCCAGAAAAATCAAATCCAAGATCA 

 

>ab230506d09.r_D09.ab1 

GTAAGCATTTCACAGCAAGGAAGTTTTTAAACCATAATTTAATCCCGTTT 

 

>ab230506d10.r_D10.ab1 

ACGTCACACGTGCAACTATTCCGCGAATCCACAGATAACAATGTAAGACT 

 

>ab230506d11.r_D11.ab1 

AGCTAACAAGTAAGACAAAAATCCGCATTTATATGGGCCTAAGCCCACCA 

 

>ab230506d12.r_D12.ab1 

AACAATACGACTACACCATCAAAAGTATTATCTTGCATCGAAGGTTGGCA 

 

 



>ab230506e01.r_E01.ab1 

AGCAATCGAAATCATCCCTACAATATGTTACCATCCAAACACACAGGAAA 

 

>ab230506e02.r_E02.ab1 

AATCACTAAAACGCCTCCCACCCACTCCAATAATACCGACACAACTAAGA 

 

>ab230506e03.r_E03.ab1 

ACAACCATCAAATGGAACACTCACTCCCATACACCTAGCAGACCAATCG 

 

>ab230506e04.r_E04.ab1 

AAACGAGTAACCACCTATAACAACACGAAGGTTCATATCAAAATAGACCC 

 

>ab230506e05.r_E05.ab1 

GTGACCACGCGGATAAATGAATCAAAAACAACAACCAGGGCCGTTCGACTACGC

TAATTATCCCG 

 

>ab230506e06.r_E06.ab1 

ATGAGTGATGCGCATAACCCTTACTCCCACATCCGCGCTCGCAAAGCAGT 

 

>ab230506e07.r_E07.ab1 

AAGAAAAAAATACAGAACAAGTCAAACCAACTACGCTTTCCGCTTGAAGCA 

 

>ab230506e08.r_E08.ab1 

ATGAAACGGTTTGTCAACGCCAGCCTCTAGAAGGGCATCTTTGAACACCC 

 

>ab230506e10.r_E10.ab1 

TTAAACTCCGCACACAAAACGGACTTGCCCTCAGCACGCCCCCCCCAATA 

 

>ab230506e11.r_E11.ab1 

ACAACCACCTGGCACCAATCAGAAACATCTACACGACAAAACAACCAAAT 

 

>ab230506e12.r_E12.ab1 

CAATATACGACGAAGTATTGCGACGGTATACACAAACCGTGTCAATCGCA 

 

>ab230506f02.r_F02.ab1 

TGGACCTTAATTGCATATTTATATACCCCCCAGCTCAACCATTATCGAGT 

 

>ab230506f03.r_F03.ab1 

ACATATATCGACCACAGAAAAACGTCGTATCCACAAATAATTCCTAACCT 

 

>ab230506f04.r_F04.ab1 

AAGTCCTATCTTTCCCGCACGACACCAGAGCCAACCAACATCCACCCCGC 

 

>ab230506f05.r_F05.ab1 

AAATGCACCAGCCTATTATACCTCATTAGCATAAACATCCACACCACAAG 

 

>ab230506f06.r_F06.ab1 

TGTATAACCATTTAATAACCTGCCTAAGACGGTCGAATCAAAAAGAATC 

 

>ab230506f07.r_F07.ab1 



TCCTCACAAAGAAGAATTACACCTAACCTGACCAGCCCCTAACCATCACT 

 

>ab230506f08.r_F08.ab1 

TCCTCAAACACCACAGTACGTACGTTAATCCAACATAGAAAGACGATTCG 

 

>ab230506f09.r_F09.ab1 

TGTTATCCAACCCTAAACAGCTAAGAACCAAAGATGCGTAATAAAGTTCT 

 

>ab230506f10.r_F10.ab1 

AAAATACCAACCCACCCATAACCCGCGCGAGCGGCTCACCCACGGCAGG 

 

>ab230506f11.r_F11.ab1 

GAACAAACCATCCTATAACTCGGCCAACATTCAGGACACGTCAGAACAAC 

 

>ab230506f12.r_F12.ab1 

AATAAAAAAGAAACAAACGAGACCATAAACAGAGAGGCTTAACTTCAAA 

 

>ab230506g01.r_G01.ab1 

CCCACGTAAACCCAAACACACTGATAGTAACCATGTTATTTTGCCGGCAC 

 

>ab230506g02.r_G02.ab1 

AACAATAAAGTACTCATAAATATCACAAACCAAATCCCCTACAAGACCA 

 

>ab230506g03.r_G03.ab1 

GCCTAGTCACATGTGCATCCGGACCCGAGCACCGGCCGATAAATTAATAG 

 

>ab230506g04.r_G04.ab1 

TAAATACCCAAGCAGCAAATAATACTAGTCCAAAGGCGAATAGGAAACAT 

 

>ab230506g05.r_G05.ab1 

TATAATTTCACCCAAACTGGCAATTGAAATCTCCGCATAATGACGAAGAC 

 

>ab230506g08.r_G08.ab1 

TCCTCAAACACCACAGTACCTACGTTAATCCAACATAGAACGACGATTCG 

 

>ab230506g10.r_G10.ab1 

TATAAAATACTCTCACATCGCTGACACCACAACCTGGACAAAAGCAACCT 

 

 

>A-1 

ATCACTGTTAAACCAAAAAACAGACCGCTTCACTTACGTAAGACCAAAATC 

 

 

>A-2 

ATATGAAAAGTGCACAACCTACCCTAACCGCTCTGCCATAGCTCGATGT  

 

 

>A-3 

AATGACCGAAACTAAGACGACCTATAAGCCCCCATCCATGCACCCATCAT  

 



 

>A-4 

TCTATATGCGCGCCTTTTCTCTCCTCATGGTTGCCATACCGAGGAATACA  

 

 

>A-5 

TTATAGTCTTTTTCACTGTTCTATCGTTAAAACATCTTTTCGCCCGCAA  

 

 

 

>A-6 

CTAAAACCAGAAACCCACACTTAACAAACCCCAGGGTAGACAACCTCTGAC  

 

 

>A-7 

AACATTACGTCAGCAATCGCACGTCCGCAAACCCTCAACGCTGCGCACGG  

 

 

>A-8 

TTCCACACACATATGCCTAGAAGTCACAATGTAACCACCGCGCAGTCACA  

 

>A-9 

TTACTTCCCTTCAGACGCACTCACTTAACAACAATACACTAACCATGTGCCGA  

 

 

>A-10 

TTCGGTACCCGACATCACATCACTCAAATAAACTGAGAACACAAGTACCA  

 

>A-11 

AAACTCCAGAAGCACACACCCCTTACCCTGCCCTGGCATAGACTCCCACC  

 

>A-12 

ACAAAACACACCCATTCCTCATGACCCTTATCGCCGCACATCAGCCGGTA  

 

>A-14 

TGCAGTCGTATACGCACAATATCTCCGACTACATCGCCCACAA  

 

 

>A-15 

AAACACAAGAAGTAAACCGCTATTTACCCATTAGTTGTAAGTTCCTAAGT  

 

>A-16 

AATTCGATAGGTACCGTCATTACAGACTCAGGCAATACCTAACCCAGATG  

 

 

>A03 

AACCGACTAACGCATTATTGGAAATAACAAACGGTAGCCAAACACAACCT 

 

>A04 

AGTACTAACACAAGACCAGACTTTATAGAATGAGACCAATACTGCCACAA 



 

>B03 

ATGTTAGCGTCAATGCTTCAACACCACCATCAAACGTGAGCCTAAATGA 

 

>C03 

ACTCGGATCACGAATATCAAGAACACACTCCCGCACGACACCATAGACA 

 

>C05 

ATACATGCCACTCACGCCAAGAACACCTAAAACACCTTTCAAACGCAACA 

 

>D03 

AATATACGGCCAAAGCAACAGAACAAGGGCCAACACCGCTCCCAATGATC 

 

>D04 

TGCAGTCGATGATGAATTGCGTAATACGTAGTAAGCTCTGCAGTCGATGATGAAT

TGCGTAATAC 

 

>D05 

AAGCACGTCTCCGTAACTACTTAACCCACACCCTCATCTCACAAAGCTAC 

 

>E03 

GAGCTCGAATTCCCTATAGTGAGTCGTATTACGCAAGGGCGAATTCGTTTAAACC

TGCAGGACTAGTCCCTT 

TAGTGAGGGTTAATTCTGAGCTTGGCGTAATCATGGTCATACTGTTTCCT 

AA 

 

>F03 

ATCTGACAACAATTTAAGTTAAATCAACAAAACCGCACTCCCGTGCTACA 

 

>G03 

ATACGAGTAAGGTTTGAAGAATAAATCATCGGGTGAGTCAACGTCAATTA 

 

>G04 

AAATACCAGACCCACACGCGATTGACCCAATGTAGCCCTTAACTGAGACC 

 

 


