
Start crop Point End crop Point

MSA length = 956
T - - - - - GACCA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAAAAGCGT T ACCGT AC TGAGT ACGGT T C T C T CCGT CGT TGGAACAAAGC T A - - GAAA T AGGT A T T T T T - - AAGT A T AAAA T A T CGA T T C - - - - -
TGA T A T AAAAA T T T ACA T AAC T T ACGAAA - AAA T AGT T AA T AAACA T A T T AGC T T TGA T CCAACGCAGAAA T TGGGACCGT AC T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGC T T T ACCGT - CCCAGT ACGGT T C T C T CCA T CGT TGGAACGAAAC T AGCGTGT CGAA T C T TGT CA TGT C T ACAA T A T T T T A T T C T AA T CA
T - - - - - GACGAA T T C T T A T - - - - - - - - - - - - - - - - - - - - - T T A T AA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT ACCAAGT ACGGT T C T C T CCGT CGT TGGAACGAA T T - - - - - GAA T AAGT T T C T T T - - T A T CGAGA T C T ACCAGCC - - - - - -
T T T AA T AGGT AAA T C T AA T AC T A T T AAA - - TGTGAGT TGTGGGT ACC T A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT AC TGAGT ACGGT T C T CGCCGT CGT TGGAACAAAGC T T - - A TGT T T C T T C T T AA T - - T T CCGAGA T A T T T T T A T T ACA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGGGCGCCGA T AAGGCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCGCAGAAGCA T T ACCGT ACCGAGT ACGGT T C T C T CCGT CGT TGGAA TGAAAC T T AAAAAACGGGCACC T T AA T AC T T T T AA T T A T T T AA T T T AC T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGAGC T T TGT T CCAA T T CAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGGAGAAGCA T T ACCGT ACCGAGT ACGGT T C T C T CCGT CGT TGGAACGAAAC T A - - GAA T T AA T T T T C T AC - - T T T T T TGC T TGT C T AGACGTGA - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCGCAGAAGCA T T ACCGT ACCAAGT ACGGT T C T C T CCGT CGT TGGAACGAAAC T T - T AGT T T AGC T C TGCGC - - TGC TGCGC T C TGA T AGT CGT T A - -
T - - - - - GACAAAC T T C T ACGC T - - - AGAA T TGAAAACGAAGT A T A T T A T T AGC T T TGT T CCAACGCAGAAA T TGGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGTGT T ACCGT ACCGAGT ACGGT T C T C T CCGT TGT TGGAACGAAAC T - - - - - - - - - A T T A T T A T T - - T A T AA T AA T T T T T TGGA T AA - - - C
T A T AAAGAAAA T A T T T T AACC T T T AACAAC TGTGAAGCCCCGGT AAC T A T AGC T T TGT T CCAACGCCGAAA T T AGAACCGT T CCAGAACGGT CA T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT ACCGAA T ACGGT T C T C T CCGT CGT TGGAACGAAAC T - - - - - - - - - T A T A T T T T A - - T C T T ACAACGTGA T AACGCAGA T A
T T T AA T AGGT AAA T C T AA T AC T A T T AAA - - TGTGAGT TGTGGGT ACC T A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT AC TGAGT ACGGT T C T CGCCGT CGT TGGAACAAAGC T T - - A TGT T T C T T C T T AA T - - T T CCGAAA T A T T T T T A T T AGA T T T
T T T ACAAAA TGACGT T AGCA T T T T T AAAGT T T AAACC T C TGAAA T A T AA T AGC T T TGT T CCAACGCAGAAA T T AGAACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T A T CGT ACCGAGT ACGGT T C T C T CCGT CGT TGGAACAAAGC T AGTGGA T T TGC TGT T T A T - - T C T T T AAC T AACC T AA T T T C - - - A
T A TGC T AGA T A T C T C T AAAA T T AA T A T A T - T T ACGACCC T AGA T CA T A T T AGC T T TGT T CCAACACAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT ACCGAGT ACGGT T C T C T CCGT TGT TGGAACGAAAC T AGT AAGT AAA T CAC T A TGA T T T C T C T T C T T T T T T TGT T ACCACC
- - - - - - AACA T T T T C T AAGC T T T T T ACAA - AAGAA T AGACAGGT AA T T A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT ACCAAGT ACGGT T C T C T C TGT CGT TGGAACGACAC T TGTGAGT T TGGT ACC T A T AA T C T CA T AA T T T T A T TGC T ACGT T T
C TGCC TGCC T ACGGC T CGTGACGCAAACA - CGTGAA T AA TGGC T AGCA T AAAC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT AC TGAGT ACGGT T C T CGGCGT CGT TGGAACAAAGC T A - T AAA T TGC T CGT T CAAA T T AC T A T T A T T T T AA TGC T A T AA T T
T T T AAGGGGGT TGT T T T T T T ACC T T AACA TGT AAA T T T T C T T AAAA T A T AAGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAACCGT T ACCGT ACCGAGT ACGGT T C T C T CCGT CGT TGGAACAAAGC T A - T AA T T T T ACGGT T AGAA T T C T CC TGAGCA T T T TGT T T T - - - -
T T T AA T AGGT AAA T C T AA T AC T A T T AAA - - TGTGAGT TGTGGGT ACGT A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCAGAAGCGT T ACCGT AC TGAGT ACGGT T C T CGCCGT CGT TGGAACAAAAC T T - - A TGT T T C T T C T T AA T - - T T CCGAGA T A T T T T T A T T ACA T T T
T T T AA T AGGT AAA T C T AA T AC T A T T AAA - - TGTGAGT TGTGGGT ACC T A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TGGT A - - - - - - - - - - C TGCGCACAAGCGT T ACCGT AC TGAGT ACGGT T C T CGCCGT CGT TGGAACAAAGGT T - - A TGT T T C T T C T T AA T - - T T CCGAGA T A T T T T T A T T AGA T T T





0 200 400 600 800

0
5

10
15

20
25

TE: rnd_5_family_294.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: 956bp; fragments: 17963; full length: 68 (>=860.4bp)
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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 956 bp
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TE: rnd_5_family_294.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: 1258bp; fragments: 17789; full length: 0 (>=1132.2bp)
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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_5_family_294
 size: 451bp; fragments: 466; full length: 150 (>=405.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 451 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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