
Start crop Point End crop Point

MSA length = 790
T T - - - - - - - - - - - - - - - - - - - - - - - - - AA T T TGAC - - - - - - - - - - - CGT T - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGT CAA - - - - - - - - - - CA T TGACC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGCA - - - - - - - - - T T T ACAA - - - - - - - - - - - - T T AAGGT C T TGGA T T T T CGC
AAA T T A T T T CAC T ACAAC TGACC T C T T CA T T AAAA - T T AC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CCAC T CG - - - - - - - - - - CA T TGT CC T T A TGGACAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGG - - - - - - - - - - - - - - - - - - - - TGA T T AAGT CACAGT T CGTGA T T A T C T C T
- - T A TGT T TGACA T TGAAAAGT CAGAAAA T T T T AA T T T C T T T T T TG - - - - - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T T T T CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C TGTGA - - T TGACCG - T T T AAAA T T T CGACGA T A T T T T AGA T T T T AAA T T TGTGT
CA T AAGGT T T T AC T T AGT T ACCA TGGCAAC TGAA T - - - - - - - - - - - CAGT ACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGA - - T CAAC T A T T T CGCAG - - - - - - - - - - - - - AAAAA T CAAAAA T A T AA T T
TGT T CA TGT T A T T AAGAA T TGT ACGT - - - - - - - - - - - - - - - - - - - - - - - - - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGAGA T C T A T T A - - - - - - - - - T ACGT TGGCA T T C - - - - - - - - - - - - - - - - - -
- - T A TGT T TGACA T TGAAAAGT CAGGCAA T T T T AA T T T C T T T T T TGGGGTGCA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T - - - - - - - CCAAAAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAA T T TGT T T CA T T T A T C T A TG - - - - - - - - - G - T T T AAAA T C T CGACGA T A T T T T AGA T T T T AAA T T TGAGT
- - A T T T TGT AGTGGAAAAC TGT C TGT CAAAGAAAAGT T ACAA T AGGCAA T ACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGA - - - - - - - - - - - - - - - - - - - - - - C T AA T A T TGT T T C T T ACAAA - - - - - - -
AGTGCCAGAAAA T ACAA T T T ACC TGT T AA T T A T AA - - - - - - - - - - - CGACACA T AGA T AAAAGAAA T T AA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAA T T TGT T T CA T T T A T C T A TGC - - ACAAC T A T T T T AGGC T T AGAACGGC T CC T T AAA T T A T T AAGC T AAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - GAC T ACAA - - - - - - - - - - - AAGAACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGT AA T AAAACA T T A TGAACC T ACGAGGAC T T T ACGAAAGA TGAA - - TGT A T
- - A T TGAGT TGT T T T AAA T AGT AGAC T T ACGAAAC T T AC T T T T - - - - AAAACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGAAACAAGT T A - - - T AAAA - - - CAA T AA T A T T TGA T CAAAAAAC T C TGGGT
- - - - - - - - - - - - - - - - - - - - - - - - - A T TGT CGACG - T AC T T T C - - - - - - - - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGT T CAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAC TGT T C T AA T T T T A T T T ACGT CAAAA T CGAGT - - - - - - - - - - - T AAAACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CAAA T A T AAAA T TGT T T CA T T T A T C T A TGCAA T CAGTGC T T T T AAAA T T AAA TGGAC T CGA T AAGT AC TGAAA T C T AA T
- - T A T T T T C T A T T T T A T A T A T T T CGGAGGC T AAAA T A T T T T A T - - - - - - - - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGA - - - - - - - - - - - - T AAAA - - - - - A TGACA T A T AGGT ACACAAA - - - - - - -
GT T AAGT T T T T A T T T AGT T ACCGTGGCAAC TGAA T - - - - - - - - - - - CAGT ACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGACAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TG - - - T CAACCA T T T T AAAG - AAGGCCA T TGT CAAAAA T CAAAAA TGT AA T T
T A T T CC T T T AGT ACCGCA T A T CA T - - - TGCCA T AA - - - - - - - - - - - - - - - - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGT CA T C T CGT A - - - - - - - - - - - AAA T A T CA T A TGCAGTGACCAACA T CGC T
TG - - - - - T CAA T T T TGGAAAAAA TGT CAGT T A T TGT T T C TGT A T T CCACCACA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGG - - - - - ACCA - AACAGAA - T AAGA T T ACAA T A T AGAA T A T AGA - - - - - - -
AAAA T T A T T TGT TGT CAGT AA TGTGT CAGT TGGA T T T T CGT T T T TG - - - - - CA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGC T AA - - - - - - - - - - CA T TGT CC T T A TGGGCAGT T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TGT AA T CAGT T T - T A T AAAA - - - CA T TGT T A T CGC TGGT T T T AGAACA T AAA
- - CA TGT A TGA T TGT AAACAAA T CGAGT T T T A TGA T T CC T T A T T TGCAGCCCA T AGA T AAAAGAAA T AAA T T T AGA T TGGAA TGC T CGGC T T CCCGCCAA - - - - - - - - - - CA T T A T CC T T A TGGGCA T T T T CCAA T C T AAAC T TGT T T CA T T T A T C T A TG - - - - - - - - - - - - - - - - - - - - - CAGCAGCGT T AA T ACA T A T A T A - - - - - - -
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TE: rnd_4_family_2962.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: 790bp; fragments: 3149; full length: 191 (>=711bp)
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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 790 bp



0 200 400 600 800 1000

0
5

10
15

20
25

TE: rnd_4_family_2962.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: 1090bp; fragments: 3151; full length: 0 (>=981bp)

TE consensus (bp)
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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
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TE: rnd_4_family_2962
 size: 758bp; fragments: 5095; full length: 211 (>=682.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500 600 700

10
00

15
00

20
00

25
00

30
00

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

Before TEtrimmer 758 bp



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

TE consensus after TEtrimmer (bp)
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