Sequence: EF72763650 Samples: 29451 Quality: 0-9 — Page:1/5
Bases: 1061 10-19 — 07.06.2024
Average spacing:  28.0 20-29
Average quality >= 10: 370, 20: 137, 30: 138 >=30 —

e Wttt e

AGTGACACCCCATTTCTCCCTGT CCCATGGCGCCCCAAGTCCCGCCCGTCCCGCCTAACCCT AAGCCC TGCACTG TG CCCGCCTC
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ATCCGCCC TGCACCACT CT TG CT TGTTGAGCCCAATCCCGGGGTCCCAGGGTTTGTGGGAGGTGGAGGGTCCCAGCCCCTTC
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TAGCCCGGAAGAAGTGGCGTTCAAG AGGGGACATGAGGAGGTGTT TTTTTTACA ACAGAAACACACA CTGCGTCTTAACAGCCTT
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AATGGTGCAAGGCGTAAAAAGC CGGCACTTTGCAGCGGTTAAGGTTTCGCC/-\G/-\A GGGGGG AATCGGGGACCAAGGGCAAAGGAGT
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TA AGGGGTGTTTCCTTGGTGATTT TCCGGGAG GCATCGCAAGCCTCCCA AAGGAAAACC CAACAGAACTCAATAGAGTTATAC TTCTC G T
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QAT CTT CTTTAG /QTCATCCCAAGATATAG CGCTG:TASCAATTCCCTCTCCTCA A T AT C TTGI'ATGATGCATTATCA T GATGA T TATTGAC T
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ACGA T IGA A CCCATCATTCTA GATCTATA TTGAAGGT AT CT T TCGACAATC CTCTT A T GCITG TT GA GA C ACCAG TGAC TATAATTA
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T CATACAG AGTATATCCTCCCCAGT TT TTCATT CTA TTC TGGAAATATTCTT CTAA CGA AT C & TA T ATA TAAG TC TCT ATC AAA TA
—

700 710 720 730 740 750 760 770
G AGC GATA GG T CTCGT G TA G ACACAT GTACA TCTGAAGCCT TCAGCATACCTCATC AT CTTACT G AGATGAGT AGC AA TC
—

780 790 800 810 820 830 840 850
AC ACT GCATCTCTTAGTAACAAA GTGG AC GT AAC GAA C CAAAGGTTA TAGC ACTACTTA GG AACTCCAAA CTGTTC AGG CC
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TAA TGGACCTCT GGAAA TG CC T CA A CC AT CCTACCA ACGGTAATCCCC T ATC TTTAA CCT GCCAATCCAAAGGAATT AAAT
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940 950 960 970 980 990 I10‘00 ' 10‘10 '
CGTGC GCTAAGGC T CATTT AAAG TTGCCCT G& AAA TAACGATC CCC TA A GAAAAA GT CA CAGT TA A AAAAGATA AGGA A A GA
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1020 1030 1040 1050 1060
T 1™ TTTA T TG TC T T TA CG T CC CCT T CT T A AT T G A GG G AAA
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