
Start crop Point End crop Point

MSA length = 1318
AAAA T AAGT T TGAAGT T - - - - - - - - GC T TGGT CGAAA TGA T T A T C - CGC T CGGGGCC T T A T T C TGT AAC T A T C T T ACCGA T CGA T T CGGT AGAA T T TGT T - - - - - - - - - - AACCGAA T CGAA T T T T CGGT CGAAACCGAAAAAGA T ACAGAA T AGGCCCC TGGGCA TGGA T - - A TGTGTGTGTGAGT C TG - - - TGT T TGT C TGA T T T AGA
A TGAAACAAGT T T AGT T T T T A T T AAGC T AAGA T AAAA T T A T T - T CGGCGCCGGGACC T T A T T CGGT AAC T A T C T T ACCGA T CGA T T CGGT AGAA TGTGT T - - - - - - - - - - AACCGAA T CGAA T T T T CGGT CGGAACCGAAAAAGA T ACAGAA T AGACCCCAGA T CGCGT ACCCGCGAGAAGT CGAGCA T T C T C T T T T T T T A T T A T T T T CC
ACCA T ACGGCAAAAAA - - - - - - - - - - - - T ACACAAAA T T T T T - T CGCCC T CGAGGCC T T A T T C TGT AAC T A T C T T ACCGA T CGA T T CGGT AGAA T T TGT T - - - - - - - - - - AACCGAA T CGAA T T T T CGGT CGAAACCGAAAAAGAAACAGAA T AGGCC T C TGGCCCAGT C - - - - - - - - - - - - - - - - - - - - - - - - - - CGACCC TGGT T A T C
AAA T C TGA T AAACAA T T C T T A T - - - GGT AGCGT AAAA T A T T T T - - - CGCC - - - - - - - - - - - - - GGT AAA T A T CGT ACCGA T T CA T T CGACAGAA T T TGT T - - - - - - - - - - AACCGAA T CGAA T T T T CGGT CGAAGCCGAAAAAGA T ACAGAACAGGCCCCACAAAGAGGT C - - - - AAAAACC T T AC T AC T C T - CAGT TGT CAGTGA T TGC
GAA T T ACGGCCGAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCGAA T CGAA T T T T CGGT CGAAACCGAAAAAGA T ACAGAA T AGGGCCCAGCAGTGGGA T C T - - ACAAGT CCAGT CGC T - - GT CGCGCGCAAA T T TGCA
AACACACAGC T AAAAC - - - - - - - - - ACCAACGTGAA - - - - - - - - - - CA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGTGT TGTGC TGT CAAAGT CCGGGA T T T CCA T T T T AGT T T T A T CGA TG
TGGCAACA T T T TGAGA - - - - - - - - - GC T AA T C T A T AA T CA T T - T CGCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGC T A TGGCGT ACG
T AAA T T AGGC T AAAA T - - - - - - - - - - - - - - - T T AAAA T AA - - - T C - CGT CCGGGGCC T T A T T C TGT AAC T A T C T T ACCGA T CGA T T CGGT AGAA T T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACAAGGG - - - - - GT AGAC T CAA T CA T T - - - TGT TGT T T T A T T T T ACG
C TGC T T CAGT T T T AAA - T T T A T T AA - - - T ACA T T T AAC T T T T T - - - T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT CA T CGACC - - - AGAGT T T CGGCAGC T C TGGC T T AA T T T A T T T TGT T
C TGC T T CAGT T T T AAA - T T T A T T AA - - - T ACA T T T AAC T T T T T - - - T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT CA T CGACC - - - AGAGT T T CGGCAGC T C TGGC T T AA T T T A T T T TGT T
A T T T T T T AAA TGAA T AA T T T T T T AC - - - AAC T T AAAAC T A - - - T C TGAGT CGGGGCC T T A T T C TGT AAC T A T C T T ACCGA T CGA T T CAGT AGAA T T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAC TGAC T ACCACAAGT T TGA TGCA - - - AA T T T T AA T TGA T A T - - ACGGCCGGGGCC T T A T T C TGT AAC T A T C T T ACCGA T CGA T T CGGT AGAA T T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCGAGT CGAA T T T T CGGT CGAAACCGAAAAAGA T ACAGAA T AGGCCCCAGGGCGTGTGT T TGTGT T AGT T TGGTGGAAC TGGTGT T T T T A T C T C T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCGAGT CGAA T T T T CGGT CGAAACCGAAAAAGA T ACAGAA T AGGCCCCAGGGCGTGTGT T TGTGT T AGT T TGGTGGAAC TGGTGT T T T T A T C T C T A T T
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TE: rnd_5_family_7239.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: 1318bp; fragments: 312; full length: 21 (>=1186.2bp)
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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 1318 bp
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TE: rnd_5_family_7239.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: 1629bp; fragments: 268; full length: 0 (>=1466.1bp)

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



0 200 400 600 800 1000 1200

0
5

10
15

20
TE: rnd_5_family_7239

 size: 1260bp; fragments: 349; full length: 1 (>=1134bp)
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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 1260 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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