>gi|55698615|gb|CV793701.1|CV793701 Mdst6026e03.y1 Mdst Malus x domestica cDNA clone Mdst6026e03 5' similar to TR:Q9SW89 Q9SW89 ABSCISIC ACID RESPONSE PROTEIN. ;, mRNA sequence

TCTTCTGAAGATGATGGGCTAGGTGGAAGAAGGAAGAAGGGACTAAAAGAAAAGATAAAGGAGAAGCTAC

CAGGTGGTGGTAACAAAGATGACCAGTACACTCATGGAACGCAGACCACTACACCTTACGGCGGTGGGAC

GACCTACACAGGTGAAGGAGAGCACCACCAGAAAAGGGGTGTGATGGACAAGGTAAAGGAGAAGCTGCCA

GGCGGTGGTAACAAGGATGACCAGTACTCTCATGGAACGCAGACCGCTACACCTTATGGTGGTGGGACCA

CCTATGCAGGAGAAGGAGAGCGCGACCAGAAGAAGGGTGTGATGGACAAGGTGAAGGAGCAGCTGCCAGG

CGGTGCTAGCAAGGATGACCAGTACTCCGCATG

>gi|54686612|gb|CV658179.1|CV658179 Mdst6016f14.y1 Mdst Malus x domestica cDNA clone Mdst6016f14 5' similar to TR:Q40968 Q40968 DEHYDRIN. ;, mRNA sequence

ACAAATTACAAGTATTGTTACTGAAGTTGTATTAGTCGCAAGGCATTGTTATTACAGTTTCATTTGTTTG

TTTATCTTTTGAAATATGGCGAATTATGGTAATACAACAGCCGAAAAAACTACCGAGGAGTACTTCGGGA

ACCCGACTTACAACGGTAGCGCAGGAGCCGGTAGGACCGACGAGTTCGGGAACGCGGTTCAACACGGTCG

GACTAATACCGGCTACGGGACTGCTGATCCTAAGACTCGTGATGAAGGGATTGTTGGGCATCATGGCGGC

CCCGCCGTGCTTCAGCGCTCAGGAAGCTCTAGCTCTTCGTCTGAAGATGATGGTCTAGGTGGGAGAAGGA

AGAAGGGACTGAAAGAGAAGATAAAGGAGAAGCTACCAGGTGGTGGTAACAAGGATGACCAGTACTCTGG

TGGAACGCAAACCCCTACCCCTTACAGTGGTGGGACGACTTACAAGGTAGGAGAACAACGCCCGGAGAAA

>gi|55698601|gb|CV793687.1|CV793687 Mdst6026a11.y1 Mdst Malus x domestica cDNA clone Mdst6026a11 5' similar to TR:Q9SW89 Q9SW89 ABSCISIC ACID RESPONSE PROTEIN. ;, mRNA sequence

GACTTCCATACTCAAATTGTGTTATTTGAAAAATGTCGCATCTGCATAATCAACACGGGGCACAGCCAAC

CGACGCCTACGGCAACCCGATCCAGAGAACCGACGAGTACGGGAACCCACTTGGCGGTGCTACTACAGGT

GCCACCACCGGAGGATACGGTGCTCATGACACAGCCGCTGCGACCACTGGTCACGATTACGGCAGGAAAG

AGCACCATGGTGTCACTGGCGCGCTCCACCGCTCTGGCAGCTCAAGCTCTAGCTCTTCGGAGGATGATGG

GCTAAGTGGGAGGAGGAAGAAGAAGGGGTTGAAACATAAACATAAAGGAGAAGCTCCCGGGATCAGCGGG

GACCGATACAACTTCCGGCACCGATCGGCACCCACTATCACAGAAAGAGCACAACACGAAAAGGGGATGA

TGGACCAAAACAAAGAAAAACTGCAGGGA

>gi|71823774|gb|DT001166.1|DT001166 Mdrta1012C01.g1 Apple_EST_Mdrta Malus x domestica cDNA similar to emb|CAC35772.3| dhn1 [Populus euramericana], mRNA sequence

CGAATTCCGTTGCTGTCGACACGAGTACGAGAGGAAGACTGGGGATTACGAGGAGGGATCGGGTGCAGGC

GAGACCAAGGATCGTGGGTTGTTTGATTTCTTGGGGAAGAAAGAGGAGGAGAAGCCAACTCCTTATCAGC

AAGGGGATCAGGTGAACGTCGCCGAGTTTGATGAGAAAGTCAAGATCTCCGATCATCACGATCAGCATGC

AACATCATACAACAAAGTAGAAGAGGAGGAAGACAAGGAGAAGAAGCACGAGACTCTCCTGCAGAAGCTT

CACCGATCTGAAAGCAGCTCTAGCTCTTCAAGTGATGAGGAGGAAGATGAAGAGAAGAAGAAGAAGCGGA

AAGAAAAGAAGGGATTGACGGATAAGATCAAGGAGAAGATCTCCGGTGATGAGCACAAGGAAGAAGGCTA

TCACAAGGAGGAGGACACGGCTGTCCCGGTGGAGAAGGTGTACGAGGAGGAACATCATCATCCAGCTCCA

GCTCCAGCTCCGGTTGTTCATTACCACGAAGAGCCAACCGACTCTCCAACTGAGGAAAAGAAGGGTTTCC

TCGAGAAGATCAAGGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGTTTGGTGCTGCCTTCG

CACGAACAGCACAGTGACGACAAACATGCGGCGGAGCCACCGGTAGCAGCCTCTTATGAAGCTGGAGAAG

AGCCCAAGGAAAAGAAGGGGTA

>gi|55855406|gb|CV880198.1|CV880198 Mdst6017h18.y3 Mdst Malus x domestica cDNA clone Mdst6017h18 5' similar to TR:Q40968 Q40968 DEHYDRIN. ;, mRNA sequence

CAACTTCGCAAGGCATTGTTATTACAGTTTCATTTGTTTGTTTATCTTTTGAAATATGTCGAATTATGGT

AATACAACAGCCGAAAAAACTACCGAGGAGTACTTCGGGAACCCAACTTACAACGGTAGCGCAGGAGCCG

ATAGGACCGACGAGTTCGGGAACGCGGTTCAACACGGTCGGACTAATACCGGCTACGGGACTGCTGATCC

TAAGACTCGTGATGAAGGGATTGTTGGGCATCATGGCGGCCCCGCTGTGCTTCAGCGCTCAGGAAGCTCT

AGCTCTTCGTCTGAAGATGATGGGCTAGGTGGGAGAAGGAAGAAGGGACTGAAAGAGAAGATAAAGGAGA

AGCTACCAGGTGGTGGTAACAAGGATGACCAGTACTCTGGTGGAACGCAGACCACTACCCCTTACGGTGG

TGGGACGACTTACAAGGTAGGAGAGCAACGCCAGGAGAAGCTACCAGGTGGTGGTAACAAGGATGACCAG

TACTCTGGTGGAACGCAGACCACTACCCCTTACGGTGGTGGGACGACTT

>gi|54687498|gb|CV658625.1|CV658625 Mdst6015m24.y1 Mdst Malus x domestica cDNA clone Mdst6015m24 5' similar to TR:Q40968 Q40968 DEHYDRIN. ;, mRNA sequence

ACAAATTACAAGTATTGTTACTGAAGTTGTATTAGTCGCAAGGCATTGTTATTACAGTTTCATTTGTTTG

TTTATCTTTTGAAATATGGCGAATTATGGTAATACAACAGCCGAAAAAACTACCGAGGAGTACTTCGGGA

ACCCGACTTACAACGGTAGCGCAGGAGCCGGTAGGACCGACGAGTTCGGGAACGCGGTTCAACACGGTCG

GACTAATACCGGCTACGGGACTGCTGATCCTAAGACTCGTGATGAAGGGATTGTTGGGCATCATGGCGGC

CCCGCCGTGCTTCAGCGCTCAGGAAGCTCTAGCTCTTCGTCTGAAGATGATGGTCTAGGTGGGAGAAGGA

AGAAGGGACTGAAAGAGAAGATAAAGGAGAAGCTACCAGGTGGTGGTAACAAGGATGACCAGTACTCTGG

TGGAACGCAGACCACTACCCCTTACAGTGGTGGGACGACTTACAAGGTAGGAGAGCAACGCCAGGAAAAG

CTACCAGGTGGTGGTAACAAGGATGACCAGTACTCTGGTGGAACGCAGACCACTACCCCTTACGGTGGTG

GGACGACTTACAAAGAAAGCGAGCCACGCCCTGGAAAAGGGTACAACGGAACA

>gi|54683395|gb|CV656584.1|CV656584 Mdst6014h09.y1 Mdst Malus x domestica cDNA clone Mdst6014h09 5' similar to TR:Q40968 Q40968 DEHYDRIN. ;, mRNA sequence

CAACTTCGCAAGGCATTGTTATTACAGTTTCATTTGTTTGTTTATCTTTTGAAATATGTCGAATTATGGT

AATACAACAGCCGAAAAAACTACCGAGGAGTACTTCGGGAACCCAACTTACAACGGTAGCGCAGGAGCCG

ATAGGACCGACGAGTTCGGGAACGCGGTTCAACACGGTCGGACTAATACCGGCTACGGGACTGCTGATCC

TAAGACTCGTGATGAAGGGATTGTTGGGCATCATGGCGGCCCCGCTGTGCTTCAGCGCTCAGGAAGCTCT

AGCTCTTCGTCTGAAGATGATGGGCTAGGTGGGAGAAGGAAGAAGGGACTGAAAGAGAAGATAAAGGAGA

AGCTACCAGGTGGTGGTAACAAGGATGACCAGTACTCTGGTGGAACGCAGACCACTACCCCTTACGGTGG

TGGGACGACTTACAAGGTAGGAGAGCAACGCCAGGAGAAGCTACCAGGTGGTGGTAACAAGGATGACCAA

TACTCTGGTGGAACGCAAACCACTACCCCTTACGGTGGTGGGAC

>gi|55856030|gb|CV880822.1|CV880822 Mdst6019j20.y3 Mdst Malus x domestica cDNA clone Mdst6019j20 5' similar to TR:Q9SW89 Q9SW89 ABSCISIC ACID RESPONSE PROTEIN. ;, mRNA sequence

AATTCTTTAAACTTCCTTACTCAAATTGTGTTATTTGAAAAATGTCGCATCTGCATAATCAACACGGGGC

ACAGCCAACCCTCGCCTACGGCAACCCGATCCAGAGAACCGACGAGTACGGGAACCCACTTGGCGGTGCT

ACTACAGGTGCCACCACCGGAGGATACNGTGCTCATGACACAGCCGCTGCGACCACTGGTCACGATTACG

GCAGGAAAGAGCACCATGGTGTCACTGGCGCGCTCCACCGCTCTGGCAGCTCAAGCTCTAGCTCTTCGGA

GGATGATGGGCTAGGTGGGAGGAGGAATATTAATGGGTTGAAACAGAAGATAAAGGAGAAGCTCCCGGGA

TCAACCACTACTGAGACTTCTTACGGCACCGCTGGCACCACCTACCCAGGAGGGCACCAACAGGAAAAGG

GGATGATGGACAAGATCAAGGACAAGCTGCCGGGTACTGGCCACAAGGATGACCCCCACTACTCAACCAC

AACACATGCTAGTACGACCACTACTCCCTACGGCGGTGCCACCTTACCGGAGGAACCACCCGAAAAAAGA

>Contig1

ACAAATTACAAGTATTGTTACTGAAGTTGTATTAGTCGCAAGGCATTGTTATTACAGTTT

CATTTGTTTGTTTATCTTTTGAAATATGGCGAATTATGGTAATACAACAGCCGAAAAAAC

TACCGAGGAGTACTTCGGGAACCCAACTTACAACGGTAGCGCAGGAGCCGATAGGACCGA

CGAGTTCGGGAACGCGGTTCAACACGGTCGGACTAATACCGGCTACGGGACTGCTGATCC

TAAGACTCGTGATGAAGGGATTGTTGGGCATCATGGCGGCCCCGCCGTGCTTCAGCGCTC

AGGAAGCTCTAGCTCTTCGTCTGAAGATGATGGGCTAGGTGGGAGAAGGAAGAAGGGACT

GAAAGAGAAGATAAAGGAGAAGCTACCAGGTGGTGGTAACAAGGATGACCAGTACTCTGG

TGGAACGCAGACCACTACCCCTTACGGTGGTGGGACGACTTACACAGGTGAAGGAGAACA

ACACCAGAAAAGGGGTGTGATGGACAAGGTAAAGGAGAAGCTGCCAGGCGGTGGTAACAA

GGATGACCAGTACTCTCATGGAACGCAGACCGCTACACCTTATGGTGGTGGGACCACCTA

TGCAGGAGAAGGAGAGCGCGACCAGAAGAAGGGTGTGATGGACAAGGTGAAGGAGCAGCT

GCCAGGCGGTGCTAGCAAGGATGACCAGTACTCCGCATG

>Contig1, frame+2, 232 bases, ABA checksum.

QITSIVTEVVLVARHCYYSFICLFIF*NMANYGNTTAEKTTEEYFGNPTY

NGSAGADRTDEFGNAVQHGRTNTGYGTADPKTRDEGIVGHHGGPAVLQRS

GSSSSSSEDDGLGGRRKKGLKEKIKEKLPGGGNKDDQYSGGTQTTTPYGG

GTTYTGEGEQHQKRGVMDKVKEKLPGGGNKDDQYSHGTQTATPYGGGTTY

AGEGERDQKKGVMDKVKEQLPGGASKDDQYSA

>Contig2

AATTCTTTAAACTTCCATACTCAAATTGTGTTATTTGAAAAATGTCGCATCTGCATAATC

AACACGGGGCACAGCCAACCCACGCCTACGGCAACCCGATCCAGAGAACCGACGAGTACG

GGAACCCACTTGGCGGTGCTACTACAGGTGCCACCACCGGAGGATACGGTGCTCATGACA

CAGCCGCTGCGACCACTGGTCACGATTACGGCAGGAAAGAGCACCATGGTGTCACTGGCG

CGCTCCACCGCTCTGGCAGCTCAAGCTCTAGCTCTTCGGAGGATGATGGGCTAAGTGGGA

GGAGGAAGAAGAAGGGGTTGAAACAGAAACATAAAGGAGAAGCTCCCGGGATCAACCACT

ACTGAGACTTCTTACGGCACCGCTGGCACCACCTACCCAGGAGGGCACCAACAGGAAAAG

GGGATGATGGACAAGATCAAGGACAAGCTGCCGGGTACTGGCCACAAGGATGACCCCCAC

TACTCAACCACAACACATGCTAGTACGACCACTACTCCCTACGGCGGTGCCACCTTACCG

>Contig2, frame+3, 179 bases, 1573 checksum.

FFKLPYSNCVI*KMSHLHNQHGAQPTHAYGNPIQRTDEYGNPLGGATTGA

TTGGYGAHDTAAATTGHDYGRKEHHGVTGALHRSGSSSSSSSEDDGLSGR

RKKKGLKQKHKGEAPGINHY*DFLRHRWHHLPRRAPTGKGDDGQDQGQAA

GYWPQG*PPLLNHNTC*YDHYSLRRCHLT

Single Sequence

>gi|71823774|gb|DT001166.1|DT001166 Mdrta1012C01.g1 Apple_EST_Mdrta Malus x domestica cDNA similar to emb|CAC35772.3| dhn1 [Populus euramericana], mRNA sequence

CGAATTCCGTTGCTGTCGACACGAGTACGAGAGGAAGACTGGGGATTACGAGGAGGGATC

GGGTGCAGGCGAGACCAAGGATCGTGGGTTGTTTGATTTCTTGGGGAAGAAAGAGGAGGA

GAAGCCAACTCCTTATCAGCAAGGGGATCAGGTGAACGTCGCCGAGTTTGATGAGAAAGT

CAAGATCTCCGATCATCACGATCAGCATGCAACATCATACAACAAAGTAGAAGAGGAGGA

AGACAAGGAGAAGAAGCACGAGACTCTCCTGCAGAAGCTTCACCGATCTGAAAGCAGCTC

TAGCTCTTCAAGTGATGAGGAGGAAGATGAAGAGAAGAAGAAGAAGCGGAAAGAAAAGAA

GGGATTGACGGATAAGATCAAGGAGAAGATCTCCGGTGATGAGCACAAGGAAGAAGGCTA

TCACAAGGAGGAGGACACGGCTGTCCCGGTGGAGAAGGTGTACGAGGAGGAACATCATCA

TCCAGCTCCAGCTCCAGCTCCGGTTGTTCATTACCACGAAGAGCCAACCGACTCTCCAAC

TGAGGAAAAGAAGGGTTTCCTCGAGAAGATCAAGGAAAAGCTACCTGGCCACAAGAAGAC

TGAGGAGGTTCCAGTTTGGTGCTGCCTTCGCACGAACAGCACAGTGACGACAAACATGCG

GCGGAGCCACCGGTAGCAGCCTCTTATGAAGCTGGAGAAGAGCCCAAGGAAAAGAAGGGG

TA

>DT001166, frame+2, 240 bases, 19A0 checksum.

EFRCCRHEYERKTGDYEEGSGAGETKDRGLFDFLGKKEEEKPTPYQQGDQ

VNVAEFDEKVKISDHHDQHATSYNKVEEEEDKEKKHETLLQKLHRSESSS

SSSSDEEEDEEKKKKRKEKKGLTDKIKEKISGDEHKEEGYHKEEDTAVPV

EKVYEEEHHHPAPAPAPVVHYHEEPTDSPTEEKKGFLEKIKEKLPGHKKT

EEVPVWCCLRTNSTVTTNMRRSHR*QPLMKLEKSPRKRRG

From Jennifer's contig107

>7507L10

GCTTTTGCTGTCGATTTCATCTTCTCTCTTTATCCAAATCATTATTCATTAAGAATTAAGTTGTGATTTGATATGAAGAA

AGAAATGGCGGAGGAGAACAACGAGAACAGCGATGAACACAAGAACGAGAAGAACACTGGGGATTACGAGGAGGGATCGG

GCGCAGGCGAGACCAAGGATCATGGGTTGTTTGATTTCTAGGAGAAGAAAGAGGAGGAGAAGCCAACTCCTTATCAGGAA

GGGGATCACGAGAACGACGCCAAGTTTGATGTACTAAAGACCAGATCTCCGATCATCACGATCAGCATGCATCATCATAC

AACGAAGAAGAAGAGGAGGAAAACCACGAGAATAACCACCAGACTCTCCTGCGAAATCTTCACCGATCTGAAAGCACCTC

TGGCTCTTCAGGTGATGAGGAGGAAGATGAAAAGAAGAAGAAGAAGCGGAAAGAGAAGAATGGAATGACGGATAAGATCT

CCGAGAATATCTCCGG

>7505O24

ATTCCGTTGCTGTCCCTTAATCGTTATTCATTAAGTAGTAAGTTGTGATTTGATATTAAGAAAAGAATGGCGGAGGAGTA

CAACAAGAAGAGCGATGAACACGAGTACGAGAGGAAGACTGGGGATTACGAGGAGGGATCGGGTGCAGGCGAGACCAAGG

ATCGTGGGTTGTTTGATTTCTTGGGGAAGAAAGAGGAGGAGAAGCCAACTCCTTATCAGCAAGGGGATCAGGTGAACGTC

GCCGAGTTTGATGAGAAAGTCAAGATCTC

>7505P02

CTTTAAAGTCAAGATCTCCGATCATCACGATCAGCATGCATCATCATACAACAAAGTAGAAGAGGAGGAAGACAAGGAGA

AGAAGCACGAGACTCTCCTGCAGAAGCTTCACCGATCTGAAAGCAGCTCTAGCTCTTCAAGTGATGAGGAGGAAGATGAA

GAGAAGAAGAAGAAGCGGAAAGAAAAGAAGGGATTGACGGATAAGATCAAGGAGAAGATCTCCGGTGATGAGCACAAGGA

AGAAGGCTATCACAAGGAGGAGGACACGGCTGTCCCGGTGGAGAAGGTGTACGAGGAGGAACATCATCATCCAGCTCCAG

CTCCAGCTCCGGTTGTTCATTACCACGAAGAGCCAACCGACTCTCCAACTGAGGAAAAGAAGGGTTTCCTCGAGAAGATC

AAGGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGTTGGTGCTGCTTCGCAC

>7506D15

GATTTAGTTGTGATTTGATATTAAGAAAAGAATGGCGGAGGAGTACAACAAGAAGAGCGATGAACACGAGTACGAGAGGA

AGACTGGGGATTACGAGGAGGGATCGGGTGCAGGCGAGACCAAGGATCGTGGGTTGTTTGATTTCTTGGGGAAGAAAGAG

GAGGAGAAGCCAACTCCTTATCAGCAAGGGGATCAGGTGAACGTCGCCGAGTTTGATGAGAAAGTCAAGATCTCCGATCA

TCACGATCAGCATGCATCATCATACAACAAAGTAGAAGAGGAGGAAGACAAGGAGAAGAAGCACGAGACTCTCCTGCAGA

AGCTTCACCGATCTGAAAGCAGCTCTAGCTCTTCAAGTGATGAGGAGGAAGATGAAGAGAAGAAGAAGAAGCGGAAAGAA

AAGAAGGGATTGACGGATAAGATCAAGGAGAAGATCTCCGGTGATG

>7506F21

GCTCTTTACAAAATCATTATTCATTAAGTAGTAAGTTGTGATTTGATATTAAGAAAAGAATGGCGGAGGAGTACAACAAG

AAGAGCGATGAACACGAGTACGAGAGGAAGACTGGGGATTACGAGGAGGGATCGGGTGCAGGCGAGACCAAGGATCGTGG

GTTGTTTGATTTCTTGGGGAAGAAAGAGGAGGAGAAGCCAACTCCTTATCAGCAAGGGGATCAGGTGAACGTCGCCGAGT

TTGATGAGAAAGTCAAGATCTCCGATCATCACGATCAGCATGCATCATCATACAACAAAGTAGAAGAGGAGGAAGACAAG

GAGAAGAAGCACGAGACTCTCCTGCAGAAGCTTCACCGATCTGAAAGCAGCTCTAGCTCTTCAAGTGATGAGGAGGAAGA

TGAAGAGAAGAAGAAGAAGCGGAAAGAAAAGAAGGGATTGACGGATAAGATCAAGGAGAAGATCTCCGGTGATGAGCACA

AGGAAGAAGGCTATCACAAGGAGGAGGACACGGCTGTCCCGGTGGAGAAGGTGTACGAGGAGGAACATCATCATCCAGCT

CCAGCTCCAGCTCCGGTTGTTCATTACCACGAAGAGCCAACCGACTCTCCAACTGAGGGAAAAGAAGGGTTTCCTCGAGA

AGATCAAGGAAAAGCTACCTGGCCACAAGAAGACTGA

>7507E07

GGTAAAAGAAGGGTTTCCTCGAGAAGATCAAGGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGTTGGTGCT

GCTTCGCACGAACAGCACAGTGACGACAAACATGCGGCGGAGCCACCGGTAGCAGCCTCTTATGAAGCTGGAGAAGAGCC

CAAGGAAAAGAAGGGTATTTTGGAGAAGATCAAGGAAAAGCTTCCAGGGTACCATTCCAAGACCGAGGAAGATCACAAGG

ACATCAAGGAGAAAGAGAAGGATACTCCTTCCTACTAATTAAGGGATTAAGAAAGAAAAAACGCATACATAATCTTGTCC

TGTGTTCGGAAAGAGTGGTTATGGTGGTGTCATTTGTGGCTTGTTATTTTTCCTTGTTTTTGTGATGGGTGGTTTATTTG

CCGTTTTCTTTTGAGAGAGACTCTGCGCTCATTTACAAGTTTGTCTAGGGTTTCCGTTCTAGGGTTCTCTCTGTTCTGTA

AGGACCTTTACTTTCTTTTGTGTGTGATATAAACATTATTGTTGATTAATAAGATATTTGTTGTTCCTTTGTAAAAAAA

>7507H06

CATCTAGGGGAGAAGATCAATGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGTTGGTGCTGCTTCTCTCGA

ACAGCACAGTGACGACAAACATGCGGCGGAGCCACCGGTAGCAGCCTCTTATGAAGCTGGAGAAGAGCCCAAGGAAAAGA

AGGGTATTTTGGAGAAGATCAAGGAAAAGCTTCCAGGGTACCATTCCAAGACCGAGGAAGATCACAAGGACATCAAGGAG

AAAGAGAAGGATACTCCTTCCTACTAATTAAGGGATTAAGAAAGAAAAAACGCATACATAATCTTGTCCTGTGTTCGGAA

AGAGTGG

>7508C08

GATAAGGGTTTCCTCGAGAAGATCAAGGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGTTGGTGCTGCTTC

GCACGAACAGCACAGTGACGACAAACATGCGGCGGAGCCACCGGTAGCAGCCTCTTATGAAGCTGGAGAAGAGCCCAAGG

AAAAGAAGGGTATTTTGGAGAAGATCAAGGAAAAGCTTCCAGGGTACCATTCCAAGACCGAGGAAGATCACAAGGACATC

AAGGAGAAAGAGAAGGATACTCCTTCCTACTAATTAAGGGATTAAGAAAGAAAAAACGCATACATAATCTTGTCCTGTGT

TCGGAAAGAGTGGTTATGGTGGTGTCATTTGTGGCTTGTTATTTTTCCTTGTTTTTGTGATGGGTGGTTTATTTGCCGTT

TTCTTTTGAGAGAGACTCTGCGCTCATTTACAAGTTTGTCTAGGGTTTCCGTTCTAGGGTTCTCTCTG

>7508K23

GTGTGATTTGATATTAAGAAAAGAATGGCGGAGGAGTACAACAAGAAGAGCGATGAACACGAGTACGAGAGGAAGACTGG

GGATTACGAGGAGGGATCGGGTGCAGGCGAGACCAAGGATCGTGGGTTGTTTGATTTCTTGGGGAAGAAAGAGGAGGAGA

AGCCAACTCCTTATCAGCAAGGGGATCAGGTGAACGTCGCCGAGTTTGATGAGAAAGTCAAGATCTCCGATCATCACGAT

CAGCATGCATCATCATACAACAAAGTAGAAGAGGAGGAAGACAAGGAGAAGAAGCACGAGACTCTCCTGCAGAAGCTTCA

CCGATCTGAAAGCAGCTCTAGCTCTTCAAGTGATGAGGAGGAAGATGAAGAGAAGAAGAAGAAGCGGAAAGAAAAGAAGG

GATTGACGGATAAGATCAAGGAGAAGATCTCCGGTG

>7509D23

GGATTAAGACAAGGAGAAGAAGCACGAGACTCTCCTGCAGAAGCTTCACCGATCTGAAAGCAGCTCTAGCTCTTCATGTG

ATGAGGAGGAAGATGAAGAGAAGAAGAAGAAGCGGAAAGAAAAGAAGGGATTGACGGATAAGATCAAGGAGAAGATCTCC

GGTGATGAGCACAAGGAAGAAGGCTATCACAAGGAGGAGGACACGGCTGTCCCGGTGGAGAAGGTGTACGAGGAGGAACA

TCATCATCCAGCTCCAGCTCCAGCTCCGGTTGTTCATTACCACGAAGAGCCAACCGACTCTCCAACTGAGGAAAAGAAGG

GTTTCCTCGAGAAGATCAAGGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGCTGGTGCTGCTTCGCACGAA

CAGCACAGTGACGACAAACATGCGGCGGAGCCACCGGTAACAGCCTCTTATGAAGCTTGGAGAAGAGCCCAAGGAA

Only 1 contig generated from Jennifer's contig107 seqs

>Contig107
GCTTTTGCTGTCGATTTCATCTTCTCTCTTTATCCAAATCATTATTCATTAAGTAGTAAG

TTGTGATTTGATATTAAGAAAAGAATGGCGGAGGAGTACAACAAGAAGAGCGATGAACAC

GAGTACGAGAGGAAGACTGGGGATTACGAGGAGGGATCGGGTGCAGGCGAGACCAAGGAT

CGTGGGTTGTTTGATTTCTTGGGGAAGAAAGAGGAGGAGAAGCCAACTCCTTATCAGCAA

GGGGATCAGGTGAACGTCGCCGAGTTTGATGAGAAAGTCAAGATCTCCGATCATCACGAT

CAGCATGCATCATCATACAACAAAGTAGAAGAGGAGGAAGACAAGGAGAAGAAGCACGAG

ACTCTCCTGCAGAAGCTTCACCGATCTGAAAGCAGCTCTAGCTCTTCAAGTGATGAGGAG

GAAGATGAAGAGAAGAAGAAGAAGCGGAAAGAAAAGAAGGGATTGACGGATAAGATCAAG

GAGAAGATCTCCGGTGATGAGCACAAGGAAGAAGGCTATCACAAGGAGGAGGACACGGCT

GTCCCGGTGGAGAAGGTGTACGAGGAGGAACATCATCATCCAGCTCCAGCTCCAGCTCCG

GTTGTTCATTACCACGAAGAGCCAACCGACTCTCCAACTGAGGAAAAGAAGGGTTTCCTC

GAGAAGATCAAGGAAAAGCTACCTGGCCACAAGAAGACTGAGGAGGTTCCAGTTGGTGCT

GCTTCGCACGAACAGCACAGTGACGACAAACATGCGGCGGAGCCACCGGTAGCAGCCTCT

TATGAAGCTGGAGAAGAGCCCAAGGAAAAGAAGGGTATTTTGGAGAAGATCAAGGAAAAG

CTTCCAGGGTACCATTCCAAGACCGAGGAAGATCACAAGGACATCAAGGAGAAAGAGAAG

GATACTCCTTCCTACTAATTAAGGGATTAAGAAAGAAAAAACGCATACATAATCTTGTCC

TGTGTTCGGAAAGAGTGGTTATGGTGGTGTCATTTGTGGCTTGTTATTTTTCCTTGTTTT

TGTGATGGGTGGTTTATTTGCCGTTTTCTTTTGAGAGAGACTCTGCGCTCATTTACAAGT

TTGTCTAGGGTTTCCGTTCTAGGGTTCTCTCTGTTCTGTAAGGACCTTTACTTTCTTTTG

TGTGTGATATAAACATTATTGTTGATTAATAAGATATTTGTTGTTCCTTTGTAAAAAAA

>Contig107, frame+1, 399 bases, CA1 checksum.

AFAVDFIFSLYPNHYSLSSKL*FDIKKRMAEEYNKKSDEHEYERKTGDYE

EGSGAGETKDRGLFDFLGKKEEEKPTPYQQGDQVNVAEFDEKVKISDHHD

QHASSYNKVEEEEDKEKKHETLLQKLHRSESSSSSSSDEEEDEEKKKKRK

EKKGLTDKIKEKISGDEHKEEGYHKEEDTAVPVEKVYEEEHHHPAPAPAP

VVHYHEEPTDSPTEEKKGFLEKIKEKLPGHKKTEEVPVGAASHEQHSDDK

HAAEPPVAASYEAGEEPKEKKGILEKIKEKLPGYHSKTEEDHKDIKEKEK

DTPSY*LRD*ERKNAYIILSCVRKEWLWWCHLWLVIFPCFCDGWFICRFL

LRETLRSFTSLSRVSVLGFSLFCKDLYFLLCVI*TLLLINKIFVVPL*K

>Tentative 7507L10
MAEENNENSDEHKNEKNTGDYEEGSGAGETKDHGLFDFLGKKEEEKPTPY

QEGDHENDAKFDVLKQISDHHDQHASSYNEEEEEENHENNHQTLLRNLHR

SESTSGSSGDEEEDEKKKKKRKEKNGMTDKISENIS

>7507L10

DNA: GCTTTTGCTGTCGATTTCATCTTCTCTCTTTATCCAAATCATTATTCATTA

 +3:   F  C  C  R  F  H  L  L  S  L  S  K  S  L  F  I  K

 +2:  L  L  L  S  I  S  S  S  L  F  I  Q  I  I  I  H  * 

 +1: A  F  A  V  D  F  I  F  S  L  Y  P  N  H  Y  S  L  

DNA: AGAATTAAGTTGTGATTTGATATGAAGAAAGAAATGGCGGAGGAGAACAAC

 +3:   N  *  V  V  I  *  Y  E  E  R  N  G  G  G  E  Q  R

 +2:  E  L  S  C  D  L  I  *  R  K  K  W  R  R  R  T  T 

 +1: R  I  K  L  *  F  D  M  K  K  E  M  A  E  E  N  N  

DNA: GAGAACAGCGATGAACACAAGAACGAGAAGAACACTGGGGATTACGAGGAG

 +3:   E  Q  R  *  T  Q  E  R  E  E  H  W  G  L  R  G  G

 +2:  R  T  A  M  N  T  R  T  R  R  T  L  G  I  T  R  R 

 +1: E  N  S  D  E  H  K  N  E  K  N  T  G  D  Y  E  E  

DNA: GGATCGGGCGCAGGCGAGACCAAGGATCATGGGTTGTTTGATTTCTAGGAG

 +3:   I  G  R  R  R  D  Q  G  S  W  V  V  *  F  L  G  E

 +2:  D  R  A  Q  A  R  P  R  I  M  G  C  L  I  S  R  R 

 +1: G  S  G  A  G  E  T  K  D  H  G  L  F  D  F  *  E  

DNA: AAGAAAGAGGAGGAGAAGCCAACTCCTTATCAGGAAGGGGATCACGAGAAC

 +3:   E  R  G  G  E  A  N  S  L  S  G  R  G  S  R  E  R

 +2:  R  K  R  R  R  S  Q  L  L  I  R  K  G  I  T  R  T 

 +1: K  K  E  E  E  K  P  T  P  Y  Q  E  G  D  H  E  N  
DNA: GACGCCAAGTTTGATGTACTAAAGACCAGATCTCCGATCATCACGATCAGC

 +3:   R  Q  V  *  C  T  K  D  Q  I  S  D  H  H  D  Q  H
 +2:  T  P  S  L  M  Y  *  R  P  D  L  R  S  S  R  S  A 

 +1: D  A  K  F  D  V  L  K  T  R  S  P  I  I  T  I  S  

DNA: ATGCATCATCATACAACGAAGAAGAAGAGGAGGAAAACCACGAGAATAACC

 +3:   A  S  S  Y  N  E  E  E  E  E  E  N  H  E  N  N  H
 +2:  C  I  I  I  Q  R  R  R  R  G  G  K  P  R  E  *  P 

 +1: M  H  H  H  T  T  K  K  K  R  R  K  T  T  R  I  T  

DNA: ACCAGACTCTCCTGCGAAATCTTCACCGATCTGAAAGCACCTCTGGCTCTT

 +3:   Q  T  L  L  R  N  L  H  R  S  E  S  T  S  G  S  S
 +2:  P  D  S  P  A  K  S  S  P  I  *  K  H  L  W  L  F 

 +1: T  R  L  S  C  E  I  F  T  D  L  K  A  P  L  A  L  

DNA: CAGGTGATGAGGAGGAAGATGAAAAGAAGAAGAAGAAGCGGAAAGAGAAGA

 +3:   G  D  E  E  E  D  E  K  K  K  K  K  R  K  E  K  N
 +2:  R  *  *  G  G  R  *  K  E  E  E  E  A  E  R  E  E 

 +1: Q  V  M  R  R  K  M  K  R  R  R  R  S  G  K  R  R  

DNA: ATGGAATGACGGATAAGATCTCCGAGAATATCTCCGG

 +3:   G  M  T  D  K  I  S  E  N  I  S  

 +2:  W  N  D  G  *  D  L  R  E  Y  L  R  

 +1: M  E  *  R  I  R  S  P  R  I  S  P  
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Results of search  

Number of sequences 5 

Alignment score 2641 

Sequence format Pearson 

Sequence type aa 

ClustalW version 1.83 

JalView    

Output file clustalw-20070426-15551208.output 
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Guide tree file clustalw-20070426-15551208.dnd 
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To save a result file right-click the file link in the above table and choose "Save Target As".
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Scores Table 

         Alignment Score Sequence Number Sequence Name Sequence Length   

SeqA Name        Len(aa)  SeqB Name        Len(aa)  Score

=========================================================

1    Contig1_    277      2    Tentative   136      75   

1    Contig1_    277      3    DT001166_   224      88   

1    Contig1_    277      4    Contig2_    107      27   

1    Contig1_    277      5    Contig1     204      24   

2    Tentative   136      3    DT001166_   224      68   

2    Tentative   136      4    Contig2_    107      16   

2    Tentative   136      5    Contig1     204      17   

3    DT001166_   224      4    Contig2_    107      20   

3    DT001166_   224      5    Contig1     204      14   

4    Contig2_    107      5    Contig1     204      38   

=========================================================PLEASE NOTE: Some scores may be missing from the above table if the alignment was done using multiple CPU mode. Please check the output.

         Alignment Score Sequence Number Sequence Name Sequence Length   

Alignment 

CLUSTAL W (1.83) multiple sequence alignment

Contig107       MAEEYNKKSDEHEYERKTGDYEEGSGAGETKDRGLFDFLGKKEEEKPTPYQQGDQVNVAE
DT001166_       -----EFRCCRHEYERKTGDYEEGSGAGETKDRGLFDFLGKKEEEKPTPYQQGDQVNVAE

Mdwdb7507L10    MAEENNENSDEHKNEKNTGDYEEGSGAGETKDHGLFDFLGKKEEEKPTPYQEGDHENDAK
Contig2_        MSHLHNQHGAQPT-HAYGNP-------IQRTDEYGNPL----------------------
Contig1         MANYGNTTAEKTTEEYFGNPTYNGSAGADRTDEFGN------------------------
Contig107       FDEKVKISDHHDQHASSYNKVEEEEDKEKKHETLLQKLHRSESSSSSSSDEEEDEEKKKK

DT001166_       FDEKVKISDHHDQHATSYNKVEEEEDKEKKHETLLQKLHRSESSSSSSSDEEEDEEKKKK

Mdwdb7507L10    FDVLKQISDHHDQHASSYNEEEEEENHENNHQTLLRNLHRSESTSGSSGDEEEDEKKKKK

Contig2_        GGATTGATTGGYGAHDTAAATTGHDYGRKEHHGVTGALHRSGSSSSSSSEDDGLSG----
Contig1         -AVQHGRTNTGYG---TADPKT-RDEGIVGHHGGPAVLQRSGSSSSSS-EDDGLGG----
Contig107       RKEKKGLTDKIKEKISGDEHKEEGYHKEEDTAVPVEKVYEEEHHHPAPAPAPVVHYHEEP

DT001166_       RKEKKGLTDKIKEKISGDEHKEEGYHKEEDTAVPVEKVYEEEHHHPAPAPAPVVHYHEEP

Mdwdb7507L10    RKEKNGMTDKISENIS--------------------------------------------

Contig2_        RRKKKGLKQKHKGEAPGINHY*
Contig1         RRKK-GLKEKIKEKLPGGGNKDDQYSGGTQTTTPYGGGTTYTGEGEQHQKRGVMDKVKEK
Contig107       TDSPTEEKKGFLEKIKEKLPGHKKTEEVPVGAASHEQHSDDKHAAEPPVAASYEAGEEPK

DT001166_       TDSPTEEKKGFLEKIKEKLPGHKKTEEVPVWCCLRTNSTVTTNMRRSHR*
Mdwdb7507L10    ------------------------------------------------------------

Contig2_        ------------------------------------------------------------

Contig1         LPGGGNKDDQYSHGTQTATPYGGGTTYAGEGERDQKKGVMDKVKEQLPGGASKDDQYSA*
Contig107       EKKGILEKIKEKLPGYHSKTEEDHKDIKEKEKDTPSY*
