
Start crop Point End crop Point

MSA length = 2084
A T T T A T T A TGGGTGAC T T T AAC - GCAAAAGT TGGCAAAGGAAAAGA TGGCA T C T C TGAGAACAAA TGC T AAC T A T A T C TGAAAA T AA T T AAAA T AC T AA T - - - - - - - - - - AA T C T T TGC TGAGAAGAGGCACC T CAAGAAGAAGA T T C T T ACAAAAAAAA TGAAA T TGGA TGAA T T T AGAAAA T TGT - - - - - - - T T A T T C T C T C T TGGA T
GT A T AGC T T AA T T AA - - - - - - - - AAAGGAGT CCA T T AA T T TGA T T A TGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T CGC TGA T AAGAGGCAC T T CAAGAAGAAGAA - G - T AAAAAAAAAACA T T CAAC TGGCGA T T T A - AACA - - - - - - - - - - - - - - - - C T T T A T T T AGC
A T T T T CACAAA T TGGT A T CAGC - AAAAAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGAA - - - - - - - GAA - - - - T AGT T T C T AACGACC TGTGAA T A T T T T AC T T T ACAGT CA T T A TGCGTGAA
GT A T AGC T T AA T T AA - - - - - - - - AAAGGAGT CCA T T AA T T TGA T T A TGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T CGC TGA T AAGAGGCAC T T CAAGAAGAAGAA - G - T AAAAAAAAAACA T T CAAC TGGCGA T T T A - AACA - - - - - - - - - - - - - - - - C T T T A T T T AGC
AC T T C T T T A T A T AAAGCA T AGCAA T AAAAGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGA T AA - AAAAAGT AGT A T AC T A T C T ACCC T AGTGAGT ACCC T T T AGT T T A - A T T T T ACACGA T CGGC
A T A T - - T T T AGT T AA - - - - - - - - AAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGAA T CGT T AAAAAAA T ACA T T T C T CCA T CAGT T A T - AA T A T T A T AA T T TGC T A T T A T C T CGT A T AA T
AA T T A T T A TGCGTGAC T T T AAC - GCAAAAGT TGGCAAAGGCAAAGA TGGCA T C T C TGAGAACAAA TGC T AAC T A T A T C TGAAAA T AA T T AAAA T AC T AA T - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGA T AA - - - - - - - - - - - - - - - - - - CA T C T T AA T CC - - GACGAC T T - - - - - - - T T A T T A T T CAGT ACA T
AA T T A T T A TGGGTGAC T T T AAC - GCAAAAGT TGGCAAAGGCAAAGA TGGCA T C T C TGAGAACAAA TGC T AAC T A T A T C TGAAAA T AA T T AAAA T AC T AA T - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGA T AA - - - - - - - - - - - - - - - - - - CA T C T T AA T CC - - GACGAC T T - - - - - - - T T A T T A T T CAGT ACA T
AA T T A T T A TGGGTGAC T T T AAC - GCAAAAGT TGGCAAAGGCAAAGA TGGCA T C T C TGAGAACAAA TGC T AAC T A T A T C TGAAAA T AA T T AAAA T AC T AA T - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGA T T T - - - - - T A T ACA - T A T T T T TGT T TGAA T - - - - AA T C T T T T - - - - - - - T T T T A T T T T CC T TGA T
- - - - - - - - - - - - - - - - - - - - A TGAAAAAAGT AGGA T AAGA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T A T T T A - - - - - - CCCAA T T T T TGT T CAA T
AGT T AGT ACAGCCAGT AC T AACGAAAAC TGCCAGT TGAGA TGGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T A T T T A - - - - - - CCCAA T T T T TGT T CAA T
T T T T - - T C TGA T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T TGC TGAGAAGAGGCACC T CAAGAAGAAGAAGA T T AAAAAAAAAACGCCGACCAAAAAGA T AA - ACCA T T T T T A T T AAGA T AGTGT T T A T T T ACC
- - - - A T T T TGA T CAGCA T CAAAGAGCAAA T T TGCCC T A T A T AACC T T T A T A T C T C TGAGAACAAA TGC T AAC T A T A T C TGAAAA T AA T T AAAA T AC T AA T - - - - - - - - - - AA T C T T CGC TGAGAAAAGGCA T C T CAAGAAGAAGAC T A T T AAGAA T AAAACGT A T T AC - - - - - - - - - - - AA T A T T T T AA - - - - - - - - - - - - - - A T T CA T C
- - - - A T T T TGA T CAGCA T CAAAGAGCAAA T T TGCCC T A T A T AACC T T T A T A T C T C TGAGAACAAA TGC T AAC T A T A T C TGAAAA T AA T T AAAA T AC T AA T - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCA T C T CAAGAAGAAGAC TGT T AAGAA T AAAACGT A T T AC - - - - - - - - - - - AA T A T T T T AA - - - - - - - - - - - - - - A T T CA T C
A T A T A T T T TGA T AGACGA TGT CGGAAAAAA T CA TGT T ACAAAGGAA TGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T CGC TGAGAAGAGGCACC T CAAGAAGAAGAA T A - T AAACAAAAAGCAC T T A - - - - - T AGT A T A - AACGA T CC T AC T T A - T C T T T A T T T A T T T AAC
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TE: rnd_5_family_8974.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 2084bp; fragments: 838; full length: 3 (>=1875.6bp)
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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 2084 bp
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TE: rnd_5_family_8974.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: 2686bp; fragments: 824; full length: 0 (>=2417.4bp)

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_5_family_8974

 size: 445bp; fragments: 473; full length: 86 (>=400.5bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400

TE consensus structure and protein hits (bp)
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Before TEtrimmer 445 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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