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MSA length = 319
GT T C T A T A T ACA T T AA T T T CA T T CGT CG - - - - - - - - - - - - - - AC TGT AAC TGT CAGAGCCA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGA T A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACAGT AACGACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AGGT T
A T T T CAGGAACACA T T T T CCAGT T AGT CCCGG - - - GCCGCA T A TGT CCA T TGT CAGAGCCA TGT T AAAACA T AA T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACAGGT AGT T T T A T A T CGT TGCACCCGGACA T T CA TGGT TGGCAACAC TG - - - - - - - - - - - - - - A T T AA TGGCCC T CGA T T
T T T T AAAGAACA T T A T T T T CAGT CGC T T - - - - - - - TGT AAAAAGAC T AA T TGT CAGAGCCACGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACAC T AA T CA T AA T T AGGCA T AGTGAAA T T T T CA T T - - - - - - - - C TGCAAAAA
T T T T AAAGAACA T T A T T T T CAGT CGC T T - - - - - - - TGCAAAAAGAC T AA T TGT CAGAGCCACGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT T - - - - - - - - - CAC T AA T CA T AA T T AGGCA T AGTGAAA T T T T CA T T - - - - - - - - C TGCAAAAA
AA T TGAA T A T - - - - A T T T T T A T T T TGT T T CAGA T ACA T AA T T ACACA T A T TGT CAGAGT CA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACACA T A TGC T AAGT A T C T T AAGTGAAA T T T T CA T T T T T AA TGGT TGT AAAA T
AA T TGAA T A T - - - - A T T T T T A T T T T A T T T CAGA T ACA T AA T T ACACA T A T TGT CAGAGT CA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACACA T A TGC T AAGT A T C T T AAGTGAAA T T T T CA T T T T T AA TGGT T T T AAAA T
AA T TGAA T A T - - - - A T T T T T A T T T TGT T T CAGA T ACA T AA T T ACACA T A T TGT CAGAGT CA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACACA T A TGC T AAGT A T C T T AAGTGAAA T T T T CA T T T C T AA TGGT T T T AAAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAGCCA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGA T A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACAGT AACGACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AGGT T
T CCCGAAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGAGA TGAAGTGT CAGAGCCA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGAGTGGT T T T A T A T CGT TGCACC TGGACA TGAGGT AAA T CGGGAAGAAGT - - - - - - - - - - - - - - - - - - - - - CGTGAGGA
C T TGAAGAGT - - - - A TGC TGAGT TGGT A - - - - - - - C T T ACAGAAAGA TGGTGT CAGAGCCA TGT T AAAACA T T A TGT AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACA T T TGGCGACCGTGACAGGA - - - - - - - - - - - - - - - - - - - - - - C TGT T AAGT
T T T CGA T AAA - - - - A T T C T T A T T TGGC T T CA T A T ACAGGCCCACAGAGT C TGT CAGAGCCA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACAGA - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT T T T T T AAAGC T T T T AGA T
A T ACAGAGA T CA T T ACACAAA T A TGA T C - - - - A T A T A TGAGT ACA T - - - C TGT CAGAGCCA TGT T AAAACA T T A T T T AA T T AA T T T ACA T T T T A T T T A T T - - - - - - - - - - ACCGTGT AC T CGGT A T AAGACGGGT AGT T T T A T A T CGT TGCACC TGGACAACA T CCC T ACC TGA T CAAA - - - - AA T - - - - - - - - - - - - - - C T T A T T AGGA
C T TGAAGAGT - - - - A TGC TGAGT TGGT A - - - - - - - C T T ACAGAAACA TGGTGT CAGAGCCA TGT T AAAACA T T A T T T AA T TGA T T T ACA T T T T A T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACGGGT AGT T T T A T A T CGT TGCACC TGGACA T T TGGCGACCGTGACAGGA - - - - - - - - - - - - - - - - - - - - - - C TGT T AAGT
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TE: ltr_1_family_389.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 319bp; fragments: 87; full length: 67 (>=287.1bp)
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No TE domain detected

After TEtrimmer 319 bp
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TE: ltr_1_family_389.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 619bp; fragments: 87; full length: 0 (>=557.1bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 50 100 150 200 250 300

0
5

10
15

20
TE: ltr_1_family_389

 size: 323bp; fragments: 88; full length: 67 (>=290.7bp)
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Before TEtrimmer 323 bp



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

TE consensus after TEtrimmer (bp)
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