
Start crop Point End crop Point

MSA length = 359
- - - - - T T T A T T T T T A T T T T T T T T A TGA T T TGGCA T T A - - - - - - - T A T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA T A T A T ACCC T AGAGGT TGT T T T T - - - - T CCCCCCCGAAACGAC T T T ACGA TGAAA T T A T T T T T T AA T AA T AGAGGT T
- - - - - - - - - - T AGCAGA T AC TGT A T AGC TGAGGGA T T CA TGTGA T A TGT A TGT T A T A T TGGT T CACCCAGT ACA T T CACCCGACAGGCCA T A T T CCA T TG - - - - - - - - - - AA T TGA T T A T T TGTGA T C T AACA TGT A TG - - - - - - - - - - - - - - - - - - - - - - A TGGT A TGAGAC T T AAC TGCAAAAGACCAAGA T T C T AA T AGT T A T C T A T
GT TGT T T C - - CC T T AAGTGC TGT AAGAAGGTGAGT T T AAC TGT T T A T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACA T A T T T A T AA T T AA T T T A T T T T
- - - - - - - - - - CA T T AAC T T T T C T C T T AAAGGGGGAGC - - - - - - - - - - - - - TGT T A T A T TGGT CCAC T CAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA T A T A T T CAGTGGAACC T T TGGT T ACAAC - - - - - - - - - - - - - - - - - - - - AGCAAAA T AAAACAC T AA - - A T CACCAC T
GT T T T T CC - - T T T T AA T T AGT AAA T AACAACAGT T T T A TGAC T A T A T A T A TGT T ACA T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT A TGGAAAAAAGT - - - - CAAAA TGCCCA T T T T T TGA T A T T T T T T ACA
A T T TGT A TG - T CC T AAA TGT A T T AAAAAAA - - - - - - - CCC T TGA T A T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGA T AGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA T A T A T T - - - T AAAGAAAAAGT - - - - - - A T T AACAAAA - - - - - - - - - - - - - AGACAAAGT T T A T AAGCGT AAAA T C T T
- - - - - - - - - - CA T T AAC T T C T C T C T T AAAGGGGGAGC - - - - - - - - - - - - - TGT T A T A T TGGT CCACCCAGT ACA T T AACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA TGT A T A - - - CCAAGT C TGTGGT T - - - - GT AAA T T AAAAAA T A T AGT A TGT CAAA T T TGAA T C T AAAGTGT CAC T AC T
- - - T T T T CA T CC TGAAC TGT AACAAAAAAGAAAAAAAGGGT T AA T A T ACA TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGT T AGAAA T AA T A T T T ACAAAAAAAAA TGCA T A T AC TGTGT T T C TG
- - - T T T T CA T CC TGAAC TGT AACAAAAAAGAAAAAAAGGGT T AA T A T ACA TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGT T AGAAA T AA T A T T T ACAAAAAAAAA TGCA T A T AC T A TGT T T C T A
- - - - - - - - - - - - - CAAA T ACAA T ACAA T T T - - - - - - - A T T T T AACA T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T T CCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACAA T TGGCCAGT CGAGTGT AGGA T T AAACGT CGACAGAACACGGT T C TGCGGAAAAAC T AAC TGT TGACGGCGGA T T CC
- - - - - - - - - - CA T T AAC T T T T C T C T T AAAGGGGGAGC - - - - - - - - - - - - - TGT T A T A T TGGT CCACCCAGT AC - - - AGGCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACA T A T A T ACGT CCGAAAAAGT AGT - - - - - GC TGGC T AGGAA T T T T AACACAAGGAAA T T AAA T A T AAAGGA T T A - T AC T
- - - - - - - - - - - - - CA T C T A T TGT A TGGT C - - - - - - - - GGCC T A T T A T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACAA T TGGCCAGT CGAGTGT AGGA T T AAACGT CGACAGAACACGGT T C TGCGGAAAAAC T AAC TGT TGACGGCGGA T T CC
GT T T T T T CA TGT T T A T T T AC T A TGTGA T T - - - - - - - - A T A T A T A T A T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACAA T TGGCCAGT CGAGTGT AGGA T T AAACGT CGACAGAACACGGT T C TGCGGAAAAAC T AAC TGT TGACGGCGGA T T CC
GT T T T T T CA TGT T T A T T T AC T A TGTGA T T - - - - - - - - A T A T A T A T A T A T A TGT T A T A T TGGT CCACCCAGT ACA T T CACCCGACAGGCCACA T CCCA T TG - - - - - - - - - - AA T TGA T T A T T AGTGA T C T AACAA T TGGCCAGT CGAGTGT AGGA T T AAACGT CGACAGAACACGGT T C TGCGGAAAAAC T AAC TGT TGACGGCGGA T T CC
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TE: ltr_1_family_269.fasta.b.bed_uf.bed_g_2.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: 359bp; fragments: 25; full length: 15 (>=323.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 359 bp
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TE: ltr_1_family_269.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 661bp; fragments: 86; full length: 0 (>=594.9bp)
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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 50 100 150 200 250 300 350

0
5

10
15

20
25

TE: ltr_1_family_269
 size: 356bp; fragments: 160; full length: 154 (>=320.4bp)
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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 356 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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