
Start crop Point End crop Point

MSA length = 1598
GACC T T TGAA T AA - - - - T AGA T T AAGGAAGGAGT A - - - - - - - - - - - A T ACCAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGA T A - - - T A T CCGTGT AACAACC T TGC T - - - - - - - A T T T CCA T TGGCACA T - - - - - - - - - - - TGAA T T T
AA TGA T C T T AC - - T TGC T AGT CC T AAAAAGGT CCA T T AAGA T T ACACGGT - - - - - - - - - - - AACCCGAAGT AAGC - - T AAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T T T T C T C TGC T - - - - T TGAACCA - - - - - - - - C TGA T AAAAGAAACGT ACGT CCCGGT - - - CAAAACGC - - CGCGA TG
AA T T T T T ACAAAC T T A T C TGT CGAAAA - - - - - - - - T T T AGC T T ACACAGACAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCACC T AAAAA T - - - - - - - - - - T T T TGT CGGT T C T C T ACGGT TGT T C T T C T C TGA T - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT A T A T CC T T A T A TGT AAGAA T T - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T CAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGC T A TGGT T TGACCC T A TGT AC T T CGC T CG - - - - - GT CGAC TGCC TGA TGTGT CGGAAGT A T T AAA T T T
AA T A T T T - - - - - - ACA T CAGT CGCAGCGA - - - - - - T T AAGA T T ACA - - - - - - - - GAAGAA T AACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGGT - - - - T T CAAC TGTGAGA - CC T CGC T AAAAGAAACGCAC T CCCGTGT A TGT CAAACGT - - CGGC T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C - - - - - - - - T T T TGC - - - - - - - - - - - TGC T - - - - - - - - - - - - GC T T T C T ACCC - - - - - - - - - - - CGCGT T T
AAGGGT TGC TGAA - - GCAA T ACGGAGAGTGGT A T - - - - - - - - - - - - - - - - CAGAGAAGAACAACCGT AGA - AAGCGACAAAA T A T CCCGCGT AAAAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T A TGGT TGT T C T T C T C TGGT AAGA T CAAGC TG - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT T T
GGT T CAAAAC T AA - - - T T AC T T AC T TGGAAAA T CA - - - - - - - - - - - TGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGA T - - - - CCACGC TGT AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CGT T T
GGCA T CAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACCAGAGAAGAACAACCGT AGA - - - - - GACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGGCAAG - T C T CGCAA T AAGAACC T TGC T AA - - - - - - CCCA TGT T T T T A T C T CCCAGAGGCGCC T AGT T T
GC TGT AAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T CAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGA T TGGACCCGGCACA TGT A T AA T T T A T CACA T T T
CAA T T TGCC T A - - - - - - - - - - - - - - - - - - - - - - - - T T AGGA T T - - - CAACCAACCAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CGCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGCC - - - - T CCAGC T C - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCA T AG
T A T A T TGT T T T AC - - - T CAAC T AAA T AA T T AGCCC - - - - - - - - A TGT AA T CAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGGCAA T A T A TGA T CAAAA - - - - - - - - - - - - - AGCAA TGAAGA T CGC TGT CA - - - - - - - - - - T T AAA T T T
GA T T T T AAA T A - - T T A T T A T T C T AAAAGAAGGT CA T T AAAA T T ACA T TGCCAGAGAAGAACAAGCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGGT - - - - T T TG - - - - - - - - - - - - - - - - - - - - - - AAA TGCCACACAGGGT AGGT AAAAAA T - - - - - - - - -
TGT A T T AGTGCAA T T A - - - - - - - T AGAAAAA T T C - - - - - - - - - - - - T A T T T T T AGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAGT - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T C TGC - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CACAA T CA T TGAA T A T
- - - - - - - - - - - - - - - - - T AGT C T AAAAGTGC T T T A - - - - - - - - GCAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGT CGT T T C T C T ACGGC TGT C TGGT T CAGA TG - - - - - - - - - - - - - - - AA T C T TGGAAA T AGAAAGA TGTGGA TGCGT CGGCGAGAGA T - - CAAGT A T
GAGA T TGC T T TGA - T A T AAAACGGA T ACA TGTGT - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGT CGT T T C T C T A TGGT TGT T C T T C T C TGGT AAGA T CAAGC TG - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGT CGT T T C T C T ACGGT TGT T C T T C T C TGT T AAGACC TGGC TG - - - - - A - - - - - - - - - AGGGT A T T CGGA T AC TGGCACGTGGGAAGAA T CA TGT CA
GGCA T CAC TGAAA T CA T T AACCA T AGAAAA T ACC - - - - - - - - - - - - GT AACAGAGAAGAACAACCGT AGAGAAGCGACAAAA TGAA T CCCGCC T AAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGC T - - - - - - - - - - - - GC T T T T CAC T CC T AA T AA T C - - CCAGT C T
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TE: rnd_5_family_2232.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: 1598bp; fragments: 16365; full length: 31 (>=1438.2bp)
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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 1598 bp



0 500 1000 1500

0
5

10
15

20
25

TE: rnd_5_family_2232.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: 1900bp; fragments: 15783; full length: 0 (>=1710bp)
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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_2232
 size: 1427bp; fragments: 17483; full length: 36 (>=1284.3bp)
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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

Before TEtrimmer 1427 bp



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

TE consensus after TEtrimmer (bp)
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