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1 MSA length = 4309 1

-------------------------------------------------------------------------------------------------- ACTTGCCGAACCCCGTTGACCCATTGGCTTGGGCATTCTACTTATCTCTG
------------ GT TGCATG ATT-----------CTACAGAGACAACTAGAGACGATCAAGCTAATAJABAAA- - ----- - - - ACTTJJCCGAACCCCGTTGACCCATTGGCTTGGGCATCTCTACTTATCTCTG
TTT-BTATGEA - TACAGAGACAACTAGAGACGATCAAGCTAATAGGCAAA- - - - - -~ - - - CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACTTATCTCTG
TTTABTGCATA TTACAGAGACAACTAGAGACGATCAAGCTAATAGGCAAA - - - - - - - - - - CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACTTATCTCTG

TTT---GTATAGHETT - - - - - TT ———CIGAGACAACTAGAGACGATCAAGITAATAGGCAAA —————————— CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACTTATCTCT
TTTABTATGTG TICTATTT THACAGAGACAACTAGAGACGATCAAGCTAATAGGCAAA- - - - - - - - - CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACTTATCTCTG@ET ---->-----
GTTAGHEATATA TATTAATT TTHRCAGAGACAACTAGAGACGATCAAGCTAATAGGCAAA-----=-- -~ - CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACTTATCTCTGHT - --=-=------

TTTARTATATGCEETTATTAATT TTACAGAGACAACTAGAGACGATCAAGCTAATAGACAAA----=---=-=-- CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACTTATCTCTG

- - -CAGAGACAACTAGAGACGATCAAGCTAATAGGCAAA - - = = - = = = - - CCTTGCCGAACCCCGTTGACTCATTAGCTTGGGCATCTCTACIT-C
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 4309 bp

size: 4309bp; fragments: 6660; full length: 24 (>=3878.1bp)
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tab.bed utbed g 3.bed fm Lbed 0 0 belnfa ainfa clfa gsfa. After TEtrimmer Extended plot Blue lines are boundaries

size: 4613bp; fragments: 6546; full length: 23 (>=4151.7bp)
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TE: nd 4 family 278 Before TEtrimmer 1843 bp

size: 1843bp; fragments: 440; full length: 4 (>=1658.7bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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