
Start crop Point End crop Point

MSA length = 4361
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CCAACCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGC T - GACCA T T T AAAC T T A T C - - A TGCAGCCA T TGT T T C T T CAGGAACA T T
AAA T T T T AAA - - - - - - T T T A T CAAAA T C T AA T AAAG - - - - - - - C T T T AA T - - T T CAAAGAA T A T T A T AGT T AACAC - A T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CCAGCAGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGGT TGT T CAC T AGAACGT A T T - - GGAAAA T A TGGT CACC T A T AGT CA T TGC
GAACAGAGGAAAC TGT T T T C T CAACG - - - AACACAGGA T AAAAA TGCAGA T T T T CAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CCAGCCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGGT - - ACGAC TGA T A T CGGAG - - A TGGAGAAC TGACC T C TGT AAAACCGCC
C T ACAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CCAGCCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TG - - T AACCAC T CAAAA T T TGC T AA T AAGAAGT T A TGCCCCCAACGAAAAGA
CAGT CA T - - - - - CGT A T T T T CCAGAA - - - AA T AA - - - - - A T AA T T T T AC T T T C T CAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CCAGCCGT CCCA T T T ACGTGAGT T A T C T A T T CGT AGT AGAA T T A T C T T TG - - T - AGCA T T AAAAC T T TGT T AA TG - - - - - - - - - - - - - - - - - - - - - - - - -
AAACCGGAGA T T CCA T T C T CC T AAAA T C T A T T TGACGA T AGAA T T T CAGT CGT T CAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CAAGCCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGCC - - AACACCGGTGT T CA T CCGGCGGTGT CGGT T TGT T TGT AAAA - - - - -
ACA T ACCAAAA T T T T T T A T C TGAAAA - - - AA T AA - - - - - AAGAGAGC T AC T T T ACAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CCAGCCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGAC TGAC TGCCAA TGAC TGCC T - - - - - - - - - - - - - - - - - CCACGAAAA TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGCCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGGC - GAA TGCAAGAAAACCGC - - A T ACCAAAA T C T C TGC T T T ACGGTGAGC
A T AC T AAGGTGC T T A T T T T C T CGAGA - - - AA T AAACGA TGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGCCGT CCCA T T T ACGTGGGT T A T C T A T T AGT AGT AGAA T T A T C T T TGA T - - - - - - - - - - - - - - - - T T T A T TGT TGT T AA T T T T T T T CCGAAA T AA TG
- - - - - - - - - - C T C T A TGT T T CCAAAAC T TGGT A TGCAA T AAAAAA T T A T T T T T T CAAAGAA T A T T A T AGT T AACACAA T AGAAAACCCA T CCCGTGT AAA - - - - - - - - - - CAAGCCGT CCCA T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T AA T A T AA T CCGT T T CCGGT AGA T CGCA T AAACGGTGAA - T T T CA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA - - - - - - - - - - CAAGCCGT CCCA T T T ACGTGGGT T A T C T A T T AGT AGT AGAA T T A T C T T TGA T TGA T T T T C T T C T A T T T CA T AA TGT T ACAGT A T C T T TGGT ACAGT AACA
GAACAGAA T T C T CC T AGT CC T AGAAC T C T AAAA T AC - - - - - - - T T T CACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGCCGT CC T A T T T ACGTGGGT T A T C T A T T CGT AGT AGAA T T A T C T T TGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_706.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: 4361bp; fragments: 10978; full length: 0 (>=3924.9bp)
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No TE domain detected

After TEtrimmer 4361 bp
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TE: rnd_1_family_706.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: 4710bp; fragments: 10875; full length: 0 (>=4239bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_706

 size: 323bp; fragments: 3763; full length: 713 (>=290.7bp)
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Before TEtrimmer 323 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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