
Start crop Point End crop Point

MSA length = 4256
AACA T T T CGCCACGCACGC T C T C T TGT CCGA T T CA T CCGAGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGACC TGAAAAGGT CGCAGT AGAACAGGCCAGT AGGCACC T CGTGCAA T A T T A T T AAAA T T T T C T T CC T TGAAAA T AAAAGTGT T AAACCAAA T T T A T T
T A T A T T T T T AAAA T AGT A T A T T TGT T T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAC TGAAAAGGT CGCAGTGGAA T AGGCCAGT AGCCACC T CGAAAAA T C T A T - - C T A T C T AAGGT A T T T T AA - A T AAACA T T T C - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - ACCGAGTGCC T T TGCAC T TGAC T A T T AAGA TGGGGC T AAGGT C TGT CC T T CA T CCAA T TGGCGT AAAGC TGAACGGAGAAG - - - - - - - - - - T AGA T C TGAAAAAGT CGCAGTGGAACAGGCCAGT AGCGACC T CGAAGAA T A T AA T C T AACC T AA T C - - - - - - - - A - - - - - - - - - - - - A T C TGTGAAGA TG
A - - - T AAA T ACAAAAA T AAA T T T A TGCAAC T T T T A T T T T CA T T T - T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGACC TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T C T AAGAA T C T AA T C T AA T C T AA T C - - T A T AAA - GT T T ACAAAC TGACGT ACAGC T C T T
G - - - - - - - - AAAA T CGT T T T T CAACGT T - - - - - - - - - - - - - - - - T T AAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGACC TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T AA T C T AAGT TGA T A - - - - - - - - - - T T ACCAAA T T AACAAGT A T C TGT T
AA T A - A T CCAAAA T AA T C T T T CAGTG - - - - - - - - - - - - - - - - - - T CAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T C TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T AA T C T AA T C T AA T C - - - - - - - - - - T AAA T A T AC T - T T T T A T A T AAGT T
T AAA T T T CAGACA T CA T T T A T CAAGT T AC T A - - - - - - - - - - - - - T T AA T AGGGGC T AGGGT C TGT T C T T T A T AAAA T TGGCGT AAAGC TGAACGGAGAAC - - - - - - - - - - T AAA T C TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T A T - - C T A T C T AC T A T A T A T T ACAACAGA T AGT CCAC T T T ACAC T AA T T
T A T A - T T T T AAA T AGT T T T T T C T T TGT T C T T T TGT T T T TGC T T C T C TGAAGTGGC T AGGGT C TGT T C T T T A T CCAA T TGGCGT AAAGC T AAACGGAGAAG - - - - - - - - - - T AGACC TGAAA TGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T - A T C T A T C T ACC T C
AA TGT T T T T CAA T AAA TGT T T T AA TGT TGGA TGT A T C TGAC T T T - - - - - - GGGGC T AGGGT C TGT T C T T T A T C T AA T TGGCGT AAAGC TGAACGGAGAAG - - - - - - - - - - T AGACC TGAAAAGGT CGCAGTGGAACAGGCCAGT AGT CACC T CGAAGAAC T T AA T C T AA T C T A T A T CA T T T CAA - GT AAACA T A T AAAC T T AGTGC TGT T
AA T C T AGT T CCAAAAA TGGACCAA TGCAGT A T T T A T T T AAA T T A - CGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGACC TGAAAAGA T CACAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T AA T C T AA T C T AA TGT - T T CCAAAA T CGACA T ACCA T T T TGT A T C TGT T
- - - - - - - - - CAA T AA T T A T T TGAACGT C - - - - - T ACC T CAA T T T - - - - - AGGGGC T AGGGT C T A T T C T T T A T CCAA T TGGCGT AAAGC TGAACGGAGAAA - - - - - - - - - - T AGACC TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T AA T C T AA T C T AACC T A T T T AAA - AAAAA T A T A TG - A T T TGGAAC TGT C
- - - - - - - - - - - AGAA T T T T AC T AGT AA TGT T T T T A T T T T T ACC TGT AC T AGGGGC T AGGGT C TGT TGT T T A T CCAA T TGGCGT AAAGC TGAACGGAC T AG - - - - - - - - - - T AGA T C TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T AA T A T AAAACAGCCGAGT T AAAA - - - - - - - - - - - - GC T T A T AACGGT C
A - - - - - - - - - - - - - - - T TGT T CAC TG - - - - - - - - - - - - - - - - - - TGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T C TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CGAAGAA T C T A T - - C T ACC T AG - - - - - - - - - - - - - AGACGA T AC - ACC T A T AACAGAC
A - - - T T T T T ACAAAA T T T CGT T AAAAGC T TGT T T AC T T T T T T T T A T T CA TGGGGC T AGGGT C TGT T C T T T A T CCAA T TGGCGT AAAGC TGAACGGAGT AG - - - - - - - - - - T AGA T C TGAAAAGGT CGCAGTGGAACAGGCCAGT AGCCACC T CAAAGAA T C T AA T C T AAA T C T A - - - - - - - AAAA - - - - - - - - - - - - T T T CA T AAGG - - -
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TE: rnd_1_family_93.fasta.b.bed_uf.bed_g_3.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 4256bp; fragments: 12291; full length: 0 (>=3830.4bp)
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No TE domain detected

After TEtrimmer 4256 bp
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TE: rnd_1_family_93.fasta.b.bed_uf.bed_g_3.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_rc.fa
 size: 4593bp; fragments: 11840; full length: 0 (>=4133.7bp)
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TE: rnd_1_family_93
 size: 1412bp; fragments: 12810; full length: 263 (>=1270.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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