
Start crop Point End crop Point

MSA length = 7321
T T T T A T AAAA T ACA T AA - - - - - - - - - - - - - - - T T T AA T T T T AGT TGCA T ACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT AA T T AA T AAA T TGT A T T AAAA T T T T T T CGT A T T T T C T A T T ACAGAGCAA
T T T AAA T AAACAGCAA T - - T AACGAACC T - - - - - - - - - - CCCAC T CA T T T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T T A T AA TGAAC T A T T T AGAA T C T A T TGTGCGT T CCCC T T T C T TG - - - AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T AAAAA T - - - - A T ACA T ACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT A T T T - - - - - - - TGT A T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T AAAAAAA T CAAAAA T C T AACGA T CA - - - - - - - - - - - - - - - CAGACA T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGA TGT T CACAAAC T C T A T T AAAA T CAC T C TGT A T A T T C T AC T CGAGT AGCG
C T T TGAGTGT T - - - - - - - - - - - - - - - - - - - - - - GAGGA T CCACAGGAACACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAC T CCAAGT - - - - ACCACCACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGCA TGAA T T AAAC - - - - - - - - CGT T A T T C T - - - - - - - - - - - - - - - - - - - - -
GT CAGAGAAAA T AA T AACA T AA T AA T CA T - - - - - - - - - - T T CA T AGCA T T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T A T T - - - - - - - TGT A T T AAAAC T T T TGTGCA T A TGA T T T A TGAAGGAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGA T - - - - GACGC T T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T AAA - - - - - - - - - - - - - - - CGCCCCA T AACCCA T T CCAC T TGAGT A TGA
CCCCAAA - AA T CCCAAC - - - - ACGGT CC TGA T A T AGAAC - - - - AAACCC T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGC T C TGGC T AAC - - - - - - - - - A T CGT C T T CC T A TGC - - - - - - - - - - - - - T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGA TGTGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGGGACACAGAGAAA TGCCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGTGT AGAAAAAAC TGGA T AGGAACCAGCA TGT CAA TGG - - - - - - - - - - - - -
A T T AAACGA T ACAACAAAA T AACAA T T A T A T T T A T AAAAA T A T A T CCACACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGACAA T - - - - - - - TGT A T T AAAACCACGC TGTGT C TGA TGT T T AGGA T ACA
T T C T AAGT AA T CGT T ACAA T AACGAACA - - - - - T TGAA T AGGAC T CGT T ACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT AC T CGT T - - - - - - - - - - - - AC T A - - - - - - - - - - - - - - - - - - - - - - - - - -
C T T CGTGTGA T TGGGT C - - - - ACGA T CA TGA T T T AGAA T T T AGGAGGGGGCCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGGGGT T AA T ACA - - - - - - - - - ACC T A T T T TGTGT T T CCC T T T C - - - T T AAG
T T T AAACCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACAGGGTGACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AG
CGCCGACCCA T T CACAC - - - AGCGA T T - - - - - - - - - - - - T T ACAGGC T CGCCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGCGGCGA T CCGA - - - - - - - - - GCAC - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_1204.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 7321bp; fragments: 6410; full length: 15 (>=6588.9bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 7321 bp
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TE: rnd_5_family_1204.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 7621bp; fragments: 6407; full length: 15 (>=6858.9bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries



0 1000 2000 3000 4000 5000 6000 7000

0
5

10
15

20
25

TE: rnd_5_family_1204
 size: 7538bp; fragments: 6419; full length: 15 (>=6784.2bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 7538 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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