
Start crop Point End crop Point

MSA length = 249
CA T T T AAGTGAA T T T T A T AC T T A - T T AAGT T C TGT A T AA T T T T AAA T AA T AA T T T C T A T T A T AAAAAGGGGGA TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAC TGAAGT T T A T T T T A T -
T A TGAAA T T AA T AAACA T T C T T T - - - - - - - - - - - - - - - T T T CCAGA T CGT - - T T A T A T T A T T T A T T ACGGT T A TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACA TGGTGT CAGGT T AAAGAAGAAGCAA T A T T AA TGAAAA T AGAGTGT AAGAAAA T AAAAA T AGAAGT A T T T AAGAA
AA T C T AA T TGGT TGA TGC T A T T C TGT CC T T T C TG - - - - T T T CCA T ACA TGT A T T T T C T T T T T TGT AAGAA TGA TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACA TGGTGT CAGGT T AAAGAAGAAGCAA T A T T AA TGAAAA T AGAGTGT AAGAAAA T AAAAA T AGAAGT A T T T AAGAA
CA T T T AAGTGAA T T T T A T AC T T A - T T AAGT T C TGT A T AA T T T T AAA T AA T AA T T T C T A T T A T AAAAAGGGGGA TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGAGAAAA T T TGAA T A T AGT C TGT C T AACG
CA T T T AAGTGAA T T T T A T AC T T A - T T AAGT T C TGT A T AA T T T T AAA T AA T AA T T T C T A T T A T AAAAAGGGGGA TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA T T T AAGTGAA T T T T A T AC T T A - T T AAGT T C TGT A T AA T T T T AAA T AA T AA T T T C T A T T A T AAAAAGGGGGA TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACACCC TGT CAA T T T T T AAGC T T AGC - T T T CCAC T AAA T ACA T TGGGAAGCACAA T C T A TGAGGAGCA TGCC TGCC -
AGAGGGA T ACAAGAA T A T A T CCC T T TGC T T C T TGGAAA T T T T AGGGA TGT - - - - - CC T T CA T TGT CAC - - - - GTGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AACA TGGTGT CAGGT T AAAGAAGAAGCAA T A T T AA TGAAAA T AGAGTGT AAGAAAA T AAAAA T AGAAGT A T T T AAGAA
TGT T CGAC TGCAAGGT C TGC T AGC T T AC T T AAAGT A T C T T T CAAAACGAA - - - - A TGT CAACAA TGAAAAAGT TGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAGCA T AACA TGGCGT CAGGT T AAAGAAGAAGCAC T A T T AA TGAAAA T AGAGTGT AAGAAAA T AGAAA T AGAAGCA T T T AAGAA
A T T AGGA T TGA T TGACGT A T T AA T T CAC T T CCCGT T T CACCAGAAA TGAC - - - A T T T T T CA T T T T T AAGTGA T TGT T ACA T AA TGTGA T AAA T T T AGT T T - - - - - - - - - - AA T CCAGAACCA T CCAGAACA T AAGGT T A TGT CAGGT T AAAGAAGT - - CGAC T T T A T TGA - - - - - - TGAAAAAGAACA TGA TGAAA T AA TGT A T AAGGT A
AA T T T AAA TGAAAA T T A T T ACAA T C T AC T AAC T A T A T - T T T TGACACAA T - - - - - - - - - - - - - - - - - - - - - - GTGT T ACA T AA TGT AA T AAA TGT AGT T T - - - - - - - - - - AA T C T AGAACAA T CCAGAACA T AACAACAAAC TGAGT TGGGGAAGAAA - - AC T T AGC T AAAAA T AGTGTGT ACAAAAA T C T AAGT ACAA T C TGT - - - - - -
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TE: ltr_1_family_365.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: 249bp; fragments: 16; full length: 0 (>=224.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 249 bp
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TE: ltr_1_family_365.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
 size: 551bp; fragments: 16; full length: 0 (>=495.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 50 100 150 200

0
2

4
6

8
10

12
14

TE: ltr_1_family_365
 size: 202bp; fragments: 15; full length: 9 (>=181.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 202 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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