
Start crop Point End crop Point

MSA length = 905
AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGTGAGAAC TGCGGT CAGAGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T A T ACAA T CAAAAA T T T T C T TGTGGCAACCC TGGGC TGT AAAACAAC T AC T AGAACACCGT ACGCA T AA T TGA TGGCAGAGAA TGCGGAG
A T AGA T AAA T AGACC T TGT C TGCAAA T CAAAC T AAGT AGA T AGGCGCAAAAA T C T ACAGT TGGT T T T T ACA - - CAGAGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGT T T TGT T AGT CAACC T CCAAA TGT T TGA T CGGGT T AAAA TGCAAA T C T ACC T CCAC T
AA - - - - - - - - - - T T TGGCGGT ACGA T C TGTGA T TGT CAAAGC T AC - - - - - TGT C T AC T AGTGCGT T T TGT AGT CAGAGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGT T C TGCAAACCGGT CGT CGAA TGGCC T T CGGTGTGA TGAAC T A TGCAGA - - - - - - - -
AC - - - - - - - - - - A T CAGCA T CCCGAGC TGCAA T CGC T CAGGAGGCACA T T AA T C TGCCCACGAGCCC T ACGGCCAGAGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TG - - - - - - - - - - - - - - - - - - - - - - - - CCA T A T A T A T T ACCA T T T A TGT AGA - - - - - - - -
A T - - - - - - - - GGTGCGCGT T T T CGCGGCGCAGCGCGCCGA TGT A T ACGT A - - - - - - - - - - - - - - - - - - - - - GT CAGAGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGACGT A T A TGT CAGT CAC T T AAGGA T T T T A T A T A T T AGT A T AGACAGAAA - - - - - - - -
ACAAA T AAA T AGAAAAACAA T T T TGT ACGCAA T T A T T AGGCAAC T A T AAAAA T C T AC T T CAAGGT CGT A T AA T CAGGGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGAC T TGT AAGT AGA T CGCCGAGCAGCGACAGAAACCGT CGCGT ACAGA T AGC T CAAC T
- - AGA T AAA T AGAC T T AGT CC T T AAAGAAGAA TGAGAAAACA T A T - CGCA - - - - - - - A T A TGA T A T A TGCA - - CAGGGT TGCCACAAGC T ACACAAGTGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGT A T - - - - A TGCAGCC - - T CAA T AACAGT A TGAA TGGACGT A T ACAGACAGT T A T AAC
- - AGA T AA T CAG - - - - - - - - - T TGT AGC T AAACGAC T AGA T T T T T ACAAA - - - - - - - T TGT AAGT T T TGGG - - CAGGGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGGT T - - - - T TGGGT T CGT TGAAGGAC T A T T AGAGC T ACAA T T T AAAAA T A T T T T T ACA
- - - - - - - - A T AGTGCA T C T T T T T AAAAC TGAA T T T C T AGC T A T T C T CACAAA T CGACC T CCAA T T CA T AAG - - CAGGGT TGCCACAAGC T ACACAAGTGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGT T C - - - - A T AAGT T C TGT TGT AAACC T TGT TGT T AACCA T ACA TGGA T AGGT CAAGT
ACAGCCAA - - - - C TGGACAC T T AAAACGGACA T CA T AAGAAAAC TGT A - - - - - - - - - - - - - - - - - - - - - - - - - CAGGGT TGCCACAAGC T ACACAA T TGT - - - - - - - - - - GGT CAAGT T C T ACACAA T CAAAAA T T T T C T TGTGGCAACCC TGAAA - - - - - - - - - - - - - - - - - - - - - C TGT AGGT CGCACAACGCAAA T A TGC TGGGAA T
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TE: rnd_4_family_3552.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: 905bp; fragments: 583; full length: 50 (>=814.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 905 bp
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TE: rnd_4_family_3552.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: 1205bp; fragments: 583; full length: 0 (>=1084.5bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200

0
50

10
0

15
0

20
0

25
0

TE consensus genomic coverage plot (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_3552

 size: 863bp; fragments: 837; full length: 14 (>=776.7bp)
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No TE domain detected

Before TEtrimmer 863 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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