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Sequence type explicitly set to DNA
Sequence format is Pearson
Sequence 1: AK9789-13    621 bp
Sequence 2: AK9789-12    621 bp
Sequence 3: AK9789-11    621 bp
Sequence 4: AK9789-10    621 bp
Sequence 5: AK9789-9     621 bp
Sequence 6: AK9789-8     621 bp
Sequence 7: AK9789-7     621 bp
Sequence 8: AK9789-6     621 bp
Sequence 9: AK9789-5     621 bp
Sequence 10: AK9789-4     621 bp
Sequence 11: AK9789-3     621 bp
Sequence 12: AK9789-2     621 bp
Sequence 13: AK9789-1     621 bp
Start of Pairwise alignments
Aligning...

Sequences (1:2) Aligned. Score:  99
Sequences (1:3) Aligned. Score:  99
Sequences (1:4) Aligned. Score:  99
Sequences (1:5) Aligned. Score:  99
Sequences (1:6) Aligned. Score:  99
Sequences (1:7) Aligned. Score:  99
Sequences (1:8) Aligned. Score:  99
Sequences (1:9) Aligned. Score:  99
Sequences (1:10) Aligned. Score:  99
Sequences (1:11) Aligned. Score:  99
Sequences (1:12) Aligned. Score:  99
Sequences (1:13) Aligned. Score:  99
Sequences (2:3) Aligned. Score:  99
Sequences (2:4) Aligned. Score:  99
Sequences (2:5) Aligned. Score:  99
Sequences (2:6) Aligned. Score:  99
Sequences (2:7) Aligned. Score:  99
Sequences (2:8) Aligned. Score:  99
Sequences (2:9) Aligned. Score:  99
Sequences (2:10) Aligned. Score:  99
Sequences (2:11) Aligned. Score:  99
Sequences (2:12) Aligned. Score:  99
Sequences (2:13) Aligned. Score:  99
Sequences (3:4) Aligned. Score:  100
Sequences (3:5) Aligned. Score:  100
Sequences (3:6) Aligned. Score:  100
Sequences (3:7) Aligned. Score:  100
Sequences (3:8) Aligned. Score:  100
Sequences (3:9) Aligned. Score:  100
Sequences (3:10) Aligned. Score:  100
Sequences (3:11) Aligned. Score:  100
Sequences (3:12) Aligned. Score:  100
Sequences (3:13) Aligned. Score:  100
Sequences (4:5) Aligned. Score:  100
Sequences (4:6) Aligned. Score:  100
Sequences (4:7) Aligned. Score:  100
Sequences (4:8) Aligned. Score:  100
Sequences (4:9) Aligned. Score:  100
Sequences (4:10) Aligned. Score:  100
Sequences (4:11) Aligned. Score:  100
Sequences (4:12) Aligned. Score:  100
Sequences (4:13) Aligned. Score:  100
Sequences (5:6) Aligned. Score:  100
Sequences (5:7) Aligned. Score:  100
Sequences (5:8) Aligned. Score:  100
Sequences (5:9) Aligned. Score:  100
Sequences (5:10) Aligned. Score:  100
Sequences (5:11) Aligned. Score:  100
Sequences (5:12) Aligned. Score:  100
Sequences (5:13) Aligned. Score:  100
Sequences (6:7) Aligned. Score:  100
Sequences (6:8) Aligned. Score:  100
Sequences (6:9) Aligned. Score:  100
Sequences (6:10) Aligned. Score:  100
Sequences (6:11) Aligned. Score:  100
Sequences (6:12) Aligned. Score:  100
Sequences (6:13) Aligned. Score:  100
Sequences (7:8) Aligned. Score:  100
Sequences (7:9) Aligned. Score:  100
Sequences (7:10) Aligned. Score:  100
Sequences (7:11) Aligned. Score:  100
Sequences (7:12) Aligned. Score:  100
Sequences (7:13) Aligned. Score:  100
Sequences (8:9) Aligned. Score:  100
Sequences (8:10) Aligned. Score:  100
Sequences (8:11) Aligned. Score:  100
Sequences (8:12) Aligned. Score:  100
Sequences (8:13) Aligned. Score:  100
Sequences (9:10) Aligned. Score:  100
Sequences (9:11) Aligned. Score:  100
Sequences (9:12) Aligned. Score:  100
Sequences (9:13) Aligned. Score:  100
Sequences (10:11) Aligned. Score:  100
Sequences (10:12) Aligned. Score:  100
Sequences (10:13) Aligned. Score:  100
Sequences (11:12) Aligned. Score:  100
Sequences (11:13) Aligned. Score:  100
Sequences (12:13) Aligned. Score:  100
Guide tree file created:   [clustalw.dnd]

There are 12 groups
Start of Multiple Alignment

Aligning...
Group 1: Sequences:   2      Score:11381
Group 2: Sequences:   3      Score:11381
Group 3: Sequences:   4      Score:11381
Group 4: Sequences:   5      Score:11381
Group 5: Sequences:   6      Score:11381
Group 6: Sequences:   7      Score:11381
Group 7: Sequences:   8      Score:11381
Group 8: Sequences:   9      Score:11381
Group 9: Sequences:  10      Score:11381
Group 10: Sequences:  11      Score:11381
Group 11: Sequences:  12      Score:11371
Group 12: Sequences:  13      Score:11361
Alignment Score 333618

CLUSTAL-Alignment file created  [clustalw.aln]

[bookmark: clustalw.aln]
clustalw.aln

CLUSTAL 2.1 multiple sequence alignment


AK9789-2        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-1        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-3        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-4        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-5        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-6        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-7        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-8        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-9        GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-10       GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-11       GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-13       GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
AK9789-12       GG------------CAGAAGGA----------TACATGCTTACTCTCAGCCATTCCATAC
                **            ********          ****************************

AK9789-2        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-1        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-3        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-4        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-5        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-6        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-7        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-8        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-9        ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-10       ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-11       ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-13       ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
AK9789-12       ATTGGAACAACAATCGTAGAATGAATCTGAGGCGGCTTTTCTGTAGATAATGCCACACTA
                ************************************************************

AK9789-2        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-1        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-3        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-4        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-5        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-6        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-7        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-8        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-9        ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-10       ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-11       ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-13       ACACGCTTTTTCGCATTCCATTTTATTCTACCATTTATCATTACTGCTATAGTCCTAGTT
AK9789-12       ACACGCTTTTTCGCATTCCATTTTATTTTACCATTTATCATCACTGCTATAGTCCTAGTT
                *************************** ************* ******************

AK9789-2        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-1        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-3        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-4        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-5        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-6        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-7        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-8        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-9        CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-10       CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-11       CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-13       CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
AK9789-12       CACCTGCTATTTCTCCATGAAACAGGATCTAACAACCCTATAGGCATCAACTCTGACGCA
                ************************************************************

AK9789-2        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-1        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-3        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-4        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-5        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-6        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-7        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-8        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-9        GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-10       GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-11       GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-13       GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
AK9789-12       GACAAAATTCCATTCCACCCATATTACACAATCAAAGACCTCTTAGGAGTAATTTTATTA
                ************************************************************

AK9789-2        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-1        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-3        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-4        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-5        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-6        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-7        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-8        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-9        ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-10       ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-11       ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-13       ATTTCATTATTCATACTTATAGTCCTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
AK9789-12       ATTTCATTATTCATACTTATAGTCTTATTCTCTCCTGACCTTCTAGGTGACCCCGACAAT
                ************************ ***********************************

AK9789-2        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-1        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-3        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-4        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-5        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-6        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-7        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-8        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-9        TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-10       TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-11       TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-13       TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
AK9789-12       TACACACCAGCTAACCCACTCAATACACCCCCTCATATCAAGCCAGAATGATACTTCCTA
                ************************************************************

AK9789-2        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-1        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-3        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-4        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-5        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-6        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-7        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-8        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-9        TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-10       TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-11       TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-13       TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
AK9789-12       TTTGCTTACGCCATTCTACGATCCATCCCTAACAAATTAGGAGGAGTTTTAGCCCTCATT
                ************************************************************

AK9789-2        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-1        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-3        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-4        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-5        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-6        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-7        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-8        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-9        CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-10       CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-11       CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-13       CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
AK9789-12       CTTTCCATCCTCATCCTAATAATTTTACCTCTTACCCACACATCAAAACAACGAAGCTTA
                ************************************************************

AK9789-2        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-1        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-3        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-4        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-5        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-6        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-7        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-8        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-9        ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-10       ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-11       ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-13       ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
AK9789-12       ATATTCCGACCAATCTCCCAATTTATTTTCTGACTTTTAGTAGCCAACTTACTAATCCTA
                ************************************************************

AK9789-2        ACATGAATTGGAGGACAACCA
AK9789-1        ACATGAATTGGAGGACAACCA
AK9789-3        ACATGAATTGGAGGACAACCA
AK9789-4        ACATGAATTGGAGGACAACCA
AK9789-5        ACATGAATTGGAGGACAACCA
AK9789-6        ACATGAATTGGAGGACAACCA
AK9789-7        ACATGAATTGGAGGACAACCA
AK9789-8        ACATGAATTGGAGGACAACCA
AK9789-9        ACATGAATTGGAGGACAACCA
AK9789-10       ACATGAATTGGAGGACAACCA
AK9789-11       ACATGAATTGGAGGACAACCA
AK9789-13       ACATGAATTGGAGGACAACCA
AK9789-12       ACATGAATTGGAGGACAACCA
                *********************

