Start crop Point End crop Point

1 MSA length = 2538 1
TGTAACGAAAATTAATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT -=-=-==--=---- TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA----- -

TGTAAIGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACITT —————————— TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA----- - TTTTGT
TGTAACGAAAATTAATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT -=-=-==--=---- TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA TTTTCAT
TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT -=-=-==--=---- TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAC TITTAT AMAATAAAA
——————— TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACITT——————————TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAC e T I I I S
CCTAAT TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT -=-=-==--=---- TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAC A.CTAGA € (€
——————————— CTCAGG TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT----------TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAC A-----GGAGHG
CCCAGGGG TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT -=-=-==--=---- TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA AAACTAAGAG
————————— TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT----------TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAC

——————————————————————— TGTAACGAAAATTAATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT——————————TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTIGGTTATAA R R R N LI ICIE L SC I A SR
————————————————————————— TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT-=---------TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA
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-------------------------- CAAT TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT----------TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA
------- GAAAATG TERAAABT TGATRTBATA TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACTTT----------TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAC
TTTRTGAAAAARE T TRAAARBITGATRTIATA TGTAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACT T T -=----=--- TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTATAA
-------------- TTRTAATRT TG« -« cocooooooo - - TGRAACGAAAATTTATTTTCGTTGTGCTTGCCTTCGGATTATTTTACT T ===~ --TCCAAAGCATACTTCTAAATTCATCAACATCCAGAATTTTGTGGGTTAT -« - - - - - -






b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 2538 bp

size: 2538bp; fragments: 562; full length: 105 (>=2284.2bp)
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tastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 2838bp; fragments: 561; full length: 0 (>=2554.2bp)
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size:

TE: rnd_5 family 9115
6530bp; fragments: 1010; full length

: 18 (>=5877bp)
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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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Dotplot

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