Start crop Point End crop Point

1 MSA length = 660 1

AAGGTAGTTIICTCATGAGCGCGGAAAAGCGAAATTTCGCCTAAATTTCTT - - -« -« - - - - GACATTTA-------- TTCCGCAATTICGCGCTRGTGAGAACCACCTT
AAGGTAGTTCCTCACGAGCGCGGAAAAGCGAAATTTCGCCTAAATTTCT T ---------- GACATTCA- - -~ -~ - - TJCCGCAATTCCGCGCTCGTGAGGAACTACCTT
AAGGTGGTTCCTCATGAGGCG|AAABGCGAAATT|CGCCTAAATTTCTT - - - - - - - - - BACATTT----n--- ABTTCCGCAATTCCGCGCTCITGAGGAACTACCTT
AAGGTGGTTCCTCACGAGCGCGGAAAAGCGAAATTTCACCTAAATTTCT T ---------- GACATTCAGTTCCGCABMTTCCGCAATTCCGCGCTCGTGAGGAACCACCTT

AAGGTGGTTCCTCACGAGCGCGG—AAAGCIAAATTTCGCCTAAATTTCTT —————————— GACATTTAGTTCCGCARTTCCGCAATTCCGCGCTCGTGAGGAACCACHTT
AGITAGTTCCTCACGAGCGCGGAAAAGCGAAATTTCACCTAAATTTCTT —————————— GACATTTA-------- TTCCGCAATTCCGCGCTCGTGAGGAACCAC!IT
AAGGTGGTTCITCACGAGCGCGG—AAAGCGAAATTTCGCCTAAATTTCTT —————————— GAIATTTAGTTCIGCA TTCCGCAATTCCGCGCTCGTGAGGAACCACCTT
AAGGTAGTTCCTCACGAGCGCGGAAAAGCGAAATTTCGCCTAAATTTCTT == ==-===-=--- GACATTTACTTCCGCA TTICGCAATTCCGCGCTCGTGAGGAACTACCTT

AAGGTGGTTCCTCACGAGCGCG- - = = - - - - AAATTTRGCETAAATTTCTT - - - - - - - - GACATTTAGTTClA
AAGGTGGTTCCTCACGAGCGCGGAAAAGCGAAATTTCGCCTAAATTTCT T ------=--- GACATTTAGTTCCGCA
AAGGTGGTTCCTCACGAGCGCGGAAAAGCGAAATTTCGCCTAAATTTCT T ----n--=--- GACATTCACTTCCGCA
AAGGTAGTTIJICTCATGAGCGCGGAAAAGCGAAATTTCACCTAAATTTCTT -« - - - - - - - GACATTTAGTTCCGCA
AAGGTGGTTCCTCACGAICGCGGAAAAGCGAAATTTCGICTAAATTICTT ---------- GACATTTAGTTCCGCA

TTCCGCAATTCCGCGCTIGTGAGGAACCACCTT
TTCCGCAATTICGCGCTCGTGAGGAACCACCTT
TTCCGCAATTCCGCGCTCGTGAGGAACCACCTT
TTCCGCAATTCCGCGCTCGTGAGGAACCACCTT
TTCCGCAATTCCGCGCTCGTGAGGAACCACCTT

AAGGTGGTTCCTCACGAGCGCGGAAAAGCGAAATTTCGHMCTAAATTTCTT === =-===-=--- GACATTCAGTTCCGCA TTCCGCAATICCGCGCT.TGAGGAACCACCTT
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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

divergence to consensus (%)
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size: 660bp; fragments: 653; full length: 215 (>=594bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries
size: 960bp; fragments: 638; full length: 0 (>=864bp)
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TE: mnd_4 family_205 Before TEtrimmer 676 bp

size: 676bp; fragments: 643; full length: 214 (>=608.4bp)
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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)
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