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AGTTGATTTCAACAAATTCCGACCGCAGC--------- -
GTTGATTTCAACAAATICIGACCGCAGC ----------
AGTTGATTTCAACAAATTCCGACGCAGC- - - -« -« - -
AGTTGATTTCAACAAATTCCGACCGCAGC--------- -

TTTATAGGCTTGEBTGCATTTIIAGT TGATTTCAACAAATTCCGACCGCAGC - = = = = = = = = =
ITTG GATC AIT.ATTTCAACAAATTCCGACCGCAGC ----------

CGATATTCTTCGATIGTIGCAGCACCGGCGGAAAATGIACCAAGCCTATT
.ATATTITCCGATGGTGGCAICACCGGCGGAGAATGCACCAAGCCTATA
CGATATTCTCCGATGGTGGCAGCACCGGCGJAGAATGCACCAAGCCTATA
CGATATTCTCCGATGGJGG- AGCACCGGTGGAGAATGCACCAAGCCTATA
CJJACATTCTClIGATGGTGGCAGCACCGGCGGAAAATGCACCAAGCCTATA
CGATATTCTCCGATGGTGGCAGCACCJGCGGAGAATGCACCAAGCJTATA
CGATATTCTTCGATGGTGGCAGCACCGGTGGAGAATGCACCAAGCCTATA
CGACATTCTCCGATGGTGGCAGCACCGICGGAGAAT - —A.AATAATAAT
CGATATTCTTCGATGGTGGCAGCACCGGCGGAGAATGCACCABTAATAAA
CGATATTCTCCGATG|TGGCAGCCCGGCGGAGAATGCACCAAGACTATA
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1003 bp

size: 1003bp; fragments: 15843; full length: 1840 (>=902.7bp)
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).fasta.b.bed uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa cl.fa gs
size: 1305bp; fragments: 14776; full length: 0 (>=1174.5bp)
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divergence to consensus (%)

TE: md 4 famiy 1329 Before TEtrimmer 984 bp

size: 984bp; fragments: 15374; full length: 1499 (>=885.6bp)
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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