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image6.emf
750 904 760 770 780 790 800 810 820 830 840 850 860 870 880 890 (750)

TTTTAA-TTAACTGTTG-TGTCAAGG--AACACCCCA-TTGCG--ATTCAGTA--TCCCAGATTGGGG-----TCCTTCCTACAGAGTCAAGGGA--CTTGTTTGTAA-TTTCCC-ATTTATGT--CCAACTG-TAATCACTGTTTGTAATATGG contig444272 rc(673)

TTTTAAATTAAATGTTGGTGTCAAAGGAAAAACCCCAANCGCCGAATTCAAATATNCCCANATTGGGGGGCCCTTCCTANNAAAAGTNCAAGGGAACTTTNTTTNTAAATTGCCCCATTTATTTTCCAAACTGGTAATCCCCNGGTGTTAAAAAA TA97230_4565(609)

TTTTAAATTAAATGTTGGTGTCAAAGGAAAAACCCCAANCGCCGAATTCAAATATNCCCANATTGGGGGGCCCTTCCTANNAAAAGTNCAAGGGAACTTTNTTTNTAAATTGCCCCATTTATTTTCCAAACTGGTAATCCCCNGGTGTTA----- TaAffx.100436.1.S1_at(609)

TTTTAA-TTAAATGGTG-TGTCAAGG--AACACCCCA-TCGCG--ATTCATA---TCCCAGATTGGGG------TCCTTCTACAGAGTCAAGGGA--CTTGTTTGTA--TTGCCC-ATTTATGT--CGAACTG-TAATCACGGT----------- TC419595(616)

TTTTAAATTAAATGTTGGTGTCAAGGGAAACACCCCAATCGCGGAATTCAAATATTCCCANATTGGGGGGCCCTTCCTANTACAGGTTCAAGGGAACTTTNTTTNTAAATTGCCCCATTTATTTTCCAAACTGGTAATCCCCNTGTGTTA A    Consensus(750)


image7.emf
900 1054 910 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040 (900)

TATGGTTATATGAATAAAGTTTGGATCCTTCGGGATCCCTCTCTCTGTTCCAAATAAGGTAGGTGATCAACGTTCTTGGCAGCAAATATACATGTCCGAATGGTCAGGTATTGAAAAATGAGTCCATCAAATGTTCCAAAGTCCTAAGTCGTGGC contig444272 rc(802)

AAAAAGGGTT------------------------------------------------------------------------------------------------------------------------------------------------- TA97230_4565(759)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TaAffx.100436.1.S1_at(759)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TC419595(736)

 A      T                                                                                                                                                   Consensus(900)


image8.emf
1050 1204 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170 1180 1190 (1050)

GTGGCTATATTCGTGAGCGCATGCGCTATATACATGCGTGGTGTGCATGTAGCATAGTATGTCCCTTGCCTACCACCTCATCCAAGTGGTCAAGTGAGCTTTCCTTGTATGTTGGTGTAGAGCATTGTCCATGGGTGAGGTGGGACTAAACCCAC contig444272 rc(952)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TA97230_4565(769)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TaAffx.100436.1.S1_at(759)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TC419595(736)

                                                                                                                                                            Consensus(1050)


image9.emf
1200 1354 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300 1310 1320 1330 1340 (1200)

CCCACATGCACTCCACCCACTCATCTACTCTTTGTATTTTCCGCAATTCTGTCTGGTGGCCAAGGTGTTTGCCCAACTAGCTATTACCCCTGGCCCAAAATGCTATCCATATGGATATATCACTACCGCAGGATGCTGCTAACGCGACACTATAA contig444272 rc(1102)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TA97230_4565(769)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TaAffx.100436.1.S1_at(759)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TC419595(736)

                                                                                                                                                            Consensus(1200)


image10.emf
1350 1504 1360 1370 1380 1390 1400 1410 1420 1430 1440 1450 1460 1470 1480 1490 (1350)

TATAATCAGAGACCTTTCGACGAAACTATGTGCGACGCATTAATCGCAAACGGTGATGTAAAAAACCTGTACAAAAAGATGCAAAACGTTTGTGATGGCGGATAAATCAAACACAGTTCATATTATAATTACGTGTGCGATGAGTGGCATACGGT contig444272 rc(1252)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TA97230_4565(769)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TaAffx.100436.1.S1_at(759)

----------------------------------------------------------------------------------------------------------------------------------------------------------- TC419595(736)

                                                                                                                                                            Consensus(1350)


image1.emf
1 155 10 20 30 40 50 60 70 80 90 100 110 120 130 140 (1)

------------------------------------------CAGGGGTCCTAATTGGTAAGAATATC----TAATTAATTGGCTGCTTGTGAA-GGAGATGAAGT-----------------AATTAATCATGAA--CATGTATGACCTTAGGT contig444272 rc (1)

-------------CAAGGAGAGAGCCAGCCATGTACGCCAGGAAGAGGTGCG--TTGCCACGGCCATCGTGCTGGTGCTCTGGCTCCAGGCCACCGCCGATGCCGCCCGCCTCTCCCCTGCCGGCTTGATCCGGCTTCCGAGCAACGGCAGAGGT TA97230_4565 (1)

-------------CAAGGAGAGAGNCAGCCATGTACGCCAGGAAGAGGTGCG--TTGCCACGGCCATCGTGCTGGTGCTCTGGCTCCAGGCCACCGCCGATGCCGCCCGCCTCTCCCCTGCCGGCTTGATCCGGCTTCCGAGCAACGGCAGAGGT TaAffx.100436.1.S1_at (1)

CCACGCGTCCGATCAAGGAGAGAGCCAGCCATGTACGCCAGGAAGAGGTGCG--TTGCCACGGCCATCGTGCTGGTGCTCTGGCTCCAGGCCACCGCCGATGCCGCCCGCCTCTCCCCTGCCGGCTTGATCCGGCTTCCGAGCAACGGCAGAGGT TC419595 (1)

             CAAGGAGAGAGCCAGCCATGTACGCCAGGAAGAGGTGCG  TTGCCACGGCCATCGTGCTGGTGCTCTGGCTCCAGGCCACCGCCGATGCCGCCCGCCTCTCCCCTGCCGGCTTGATCCGGCTTCCGAGCAACGGCAGAGGT Consensus (1)


image2.emf
150 304 160 170 180 190 200 210 220 230 240 250 260 270 280 290 (150)

TTAGGTGATTATCCTAATCAAGTCAGGGAGTCAAAGGTGATGGATTGTCAGGATGGCTATGTGGAGAGATGCATACAGCATCGGTACTACCGGCGTTATCTGCGGTTGCTTTCCTAAAAATGGTGTTGGTCTTACTGACCAAGCAATGTTGGCGA contig444272 rc (84)

AGAGGTCATTATACTGACCAAGTCAGGGAGTCAAAGGTGATGGATTGTCAGGATGGCTATGTGGAGAGATGCATAC-GCATCGGTATTACCGGCATTATCTGCCGTTGCTTTCCTAAAAATGGTGTTGGTCTTACTGACCAAGCAATGTTGGCGA TA97230_4565(135)

AGAGGTCATTATACTGACCAAGTCAGGGAGTCAAAGGTGATGGATTGTCAGGATGGCTATGTGGAGAGATGCATAC-GCATCGGTATTACCGGCATTATCTGCCGTTGCTTTCCTAAAAATGGTGTTGGTCTTACTGACCAAGCAATGTTGGCGA TaAffx.100436.1.S1_at(135)

AGAGGTCATTATACTGACCAAGTCAGGGAGTCAAAGGTGATGGATTGTCAGGATGGCTATGTGGAGAGATGCATAC-GCATCGGTATTACCGGCATTATCTGCCGTTGCTTTCCTAAAAATGGTGTTGGTCTTACTGACCAAGCAATGTTGGCGA TC419595(148)

AGAGGTCATTATACTGACCAAGTCAGGGAGTCAAAGGTGATGGATTGTCAGGATGGCTATGTGGAGAGATGCATAC GCATCGGTATTACCGGCATTATCTGCCGTTGCTTTCCTAAAAATGGTGTTGGTCTTACTGACCAAGCAATGTTGGCGA Consensus(150)


image3.emf
300 454 310 320 330 340 350 360 370 380 390 400 410 420 430 440 (300)

GGCGACGGCTGCCTCACCGAGTAAGATCGACGAGGAGAGACCGTCACCGAAAAACTCCCACGACCAAGGTGCATCATTGGAACACATGCCACTATTGTTAGGCAGGGGTCCTAATTGGTAAGAATATCTAATTAATTGGTTGCCCTGTGAAGGAG contig444272 rc(234)

GGCGACGGCTGCCTCACCGAGTAAGATTGACGAGGAGAGACCGTCACCGAAAAACTCCCACGACCAAGGTG------------------------------------------------------------------------------------ TA97230_4565(284)

GGCGACGGCTGCCTCACCGAGTAAGATTGACGAGGAGAGACCGTCACCGAAAAACTCCCACGACCAAGGTG------------------------------------------------------------------------------------ TaAffx.100436.1.S1_at(284)

GGCGACGGCTGCCTCACCGAGTAAGATTGACGAGGAGAGACCGTCACCGAAAAACTCCCACGACCAAGGTG------------------------------------------------------------------------------------ TC419595(297)

GGCGACGGCTGCCTCACCGAGTAAGATTGACGAGGAGAGACCGTCACCGAAAAACTCCCACGACCAAGGTG                                                                                     Consensus(300)


image4.emf
450 604 460 470 480 490 500 510 520 530 540 550 560 570 580 590 (450)

AGGAGATGAAGTAATTAATCATGAGCACGTATGACCTCAGGTGATTATACTGATCAAGTCAGGGAGTCAAAGGTGATGGATTGTCGGGATGGCTATGTGGAGAGATGCTTCGCCATCGGTACAGCTGT-TGTTTGCAGTTTCTTTCCTAAACATG contig444272 rc(384)

-------------------------------------------ATTCTACTGATCAAGTCAAGGAGTCAAAGGTGACGGGTTGTCTTGATGGCT--GTGGAGAGATGCTTCATCATCGATACAACTCC-GGAACGTGGTTGCTTTCCTAAAAACG TA97230_4565(355)

-------------------------------------------ATTCTACTGATCAAGTCAAGGAGTCAAAGGTGACGGGTTGTCTTGATGGCT--GTGGAGAGATGCTTCATCATCGATACAACTCC-GGAACGTGGTTGCTTTCCTAAAAACG TaAffx.100436.1.S1_at(355)

-------------------------------------------ATTCTACTGATCAAGTCAAGGAGTCAAAGGTGACGGGTTGTCTTGATGGCT--GTGGAGAGATGCTTCATCATCGATACAACTCCCGGAACGTGGTTGCTTTCCTAAAAACG TC419595(368)

                                           ATTCTACTGATCAAGTCAAGGAGTCAAAGGTGACGGGTTGTCTTGATGGCT  GTGGAGAGATGCTTCATCATCGATACAACTCC GGAACGTGGTTGCTTTCCTAAAAACG Consensus(450)


image5.emf
600 754 610 620 630 640 650 660 670 680 690 700 710 720 730 740 (600)

ACATGGCGTCGGTCTT---ACTGATCAAGCATTGTTGTCTACATCTG-GCTTACCGAGGAAGATCGACGAGGAAATCGCTTTGCCGTAGAACTCACATGACCAAGGTGCGTGATTGAAATGCA-TGCC-ATGT-AATTAGT-AAGA--TCTTTTA contig444272 rc(533)

AAACGACCGTGGTCGTTTCACTATTCAAGCAATGTCAGCGACGGCGAAGCTCACCGAGGAAGATCGACGANGAGATTCCTTTGCCGCAGAACTCACACGANCAAGGTGCGTGATTGAAATGCAATGCCAATGTTAATTAGNTAAGGATTCTTTTA TA97230_4565(459)

AAACGACCGTGTTCGTTTCACTATTCAAGCAATGTCAGCGACGGCGAAGCTCACCGAGGAAGATCGACGANGAGATTCCTTTGCCGCAGAACTCACACGANCAAGGTGCGTGATTGAAATGCAATGCCAATGTTAATTAGNTAAGGATTCTTTTA TaAffx.100436.1.S1_at(459)

AAACGACCGTGGTCGTTTCACTATTCAAGCAATGTCAGCGACGGCGA-GCTCACCGAGGAAGATCGACGAGGAGATCCCTTTGCCGCAGAACTCACACGACCAAGGTGCGTGATTGAAATGCA-TGCCCATGT--ATTAGT-AAGA--TCTTTTA TC419595(473)

AAACGACCGTGGTCGTTTCACTATTCAAGCAATGTCAGCGACGGCGAAGCTCACCGAGGAAGATCGACGANGAGATTCCTTTGCCGCAGAACTCACACGANCAAGGTGCGTGATTGAAATGCAATGCCAATGTTAATTAGTTAAGGATTCTTTTA Consensus(600)


