
Start crop Point End crop Point

MSA length = 862
AACAA T T T T T TGC T T CGT A T T T T AGAA - - - - - - - - T T AACAGGCAAGCGCGGT T T T AGGGGAGGT T AA TGGCGT AA T T ACC T CCCCCC - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T CAAAA T T ACCCCC T C T - - AGAA T T T T T T C T AAAACCGCCC T TGC T AACAGGGT TGAAAAACGT C T C TGT AAAACACACGAAAA TGGGAA T AC
AAC T AAAA - - - A T T T CGGAA T T CC - - - - - T T T A T T T T T TGC T T CAAGCGCGGT T T T AGGGGAGGGT AA TGTGGT AA T T ACCCCCCCC - T AGACCGA T CAA - - - - - - - - - - T T C T T A T T T AAAA T T ACCCCCCCCC - AGAA TGT T T T C TGAAACCGCCC T TGT T T TGGT T A - CGCAGA - - - T T CACAAGAGT T CACAC T TGA T AACG - - - -
AAAAA T C T - GGGT A T AAAAAGTGA - - - - - - - - - - - T CCC TGAGCAAGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCCCC T AGACCGA T CAA - - - - - - - - - - T T T - - - - - T AAAA T T A - - CCCC T CC T AGAA T T T T T T T T T AAACCGCCC T TGT CCC TGAGT T - - TGA TGTGT A T A T A T AA T ACA T T T T ACA T T T T AA - T AC
AAACA T C T - T T A T - CAA T ACCC T T - - - - - - - - - - - T C T CCAGCCAAGCGCAGT T T T AGGGGAAGGT AA TGGGGT AA T T ACCCCCCCCC T AGACCGA T CAA - - - - - - - - - - T T T - - - - - T AAAA T T ACCCCCCCCC T AGAA T T T T T T T T AAAACCGCCC T TGT C T C - - - - - - - - CAGCA TGC T T CC T C T T T T T A T T C T ACC T TGGGA - T T C
AGA TGGCGT A T T T A T AA T AA T A - - - AAAGT T T A T T CA TGGAGA T T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T T T AAAA T T ACC T CCCC T - AGAA T T T T T T T C T AAAACCGCCC T - - - - - - - - - - - - - - T AGAA T - - - - - - - A T AA TGACCCCAGA T TGT AAACA T
AAAAAAAA - - - - - - T CAAAA T T - - - - - - - - - - - - - T T T T T CAAAAAA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T AAAA T T AC T T CCCCCCGAA T T T T T T T T C T AAAAC TGCCC T TGCC TGAA T CC - CGT AAA - - - T T CGCACAAAGT T AAA T ACAGCAAAGA - AA
AACGA T A T T A TGT C T T ACAAC T T TGT A - - - - - - - - T A T ACAGAGTGGCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T AAAA T T ACCC T CCC T - AGA T T T T T T T T C T AAAACCGCCC T TGC T T C T AAC T C - - GAAAC TGA T C T CAACCACC TGA TGT CA T CAGAAC T A T
AAC T AAAC TGAGT T T AA T AC T AGAGAAA T T CCA T TGGTGCAGT CAAGCGCGA T T T T AGGGGAGGGT AA TGGGGT AA T T AC T CCCCCCCCAGACCGA T CAA - - - - - - - - - - T T T T T A T T T AAAA T T ACCCCCAC T - AGAA T T T T T T T C T AAAACCGCCC T AACC - - - - - - - - - - T AAGA T - T T T CCAACAAGGACAC T AGAA T - - - - - - - -
AA T AAAA T - GT A T TGAA T AAAGGGGAA TGT T T A - - - - - - - - - T CAAGCGCGGT T T T AGGGAAGGGT AA TGGGGT AA T T ACCCCCCCCC T AGACCGA T AAA - - - - - - - - - - T T T T T A T T T AAAA T TGCC T CCC T A - GA T T T T T A T T T C T AAAACCGCCC T TGT C TGGAGT A - - - - - - - - - - GAGT T AAAGAA TGAA T TGT A T CAACA - - - -
GACGAAAA T T CGT T T T AGAGCAAC - - - AGT T TGT TGT T A T TGTGAAA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T AAAA T T ACC T T T CC T - T AAA T T A T T T T C T AAAACC T CCC T T AGT AGC T AA T T - - - - - - - - - A T ACCGGAGGGT A T A T TGT AACAAAAA T A T
GACGAAAA T T CGT T T T AGAGCAAC - - - AGT T TGT TGT T A T TGTGAAA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T AAAA T T ACC T T T CC T - T AAA T T A T T T T C T AAAACC T CCC T T AGT AGC T AA T T - - - - - - - - - A T ACCGGAGGGT A T A T TGT AACAAAAA T A T
AA T T A T A T - - - - T T T CA TGT T T T - - - - - - - T T A T T C T C T AAAACAGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T AAAA T T ACCCC T CCCCAGAA T T T C T T T C T AAAACCGCCC T TGCC T CAAAGT T CGGAGAA T A T T T T CAAGAAGTGGCA T T AAA T AAAAG - T T
AAC T AGCC T A TGT T CAACAC T A TG - - - - - - - - - - - - - - - - - - - - - - - TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T A T AA T T AC T CC T AC T - AGAA TGT T T T T C T AAAACCGCCC T TGGACGTGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGC TGGAA - - - GT T T T T TGACA TGGAA - - T T T A - - GT CAA T A TGACGCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T T T AAAA T T A T CCCC T - - - AGGA T T T T T T T C T AAAAC TGCCC T TGC TGA TGTGT T - - - - - - - - - C T T T CAAAAC T AA T AAA T CGC T AACAA T A T
AACACCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGACCGA T CCA - - - - - - - - - - T T C T T A TGT AAAA T T ACCCCCCCCCAGA T A T T T T T T C T AAAACCGT CA T TG - - - - - - - - - - CA T AGA - - - T ACGCAAAAGT T A T A T T A TGT T TGAA - - - -





0 200 400 600 800

0
5

10
15

20
TE: rnd_5_family_6946.fasta.b.bed_uf.bed_g_3.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: 862bp; fragments: 571; full length: 18 (>=775.8bp)
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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 862 bp
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TE: rnd_5_family_6946.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1166bp; fragments: 525; full length: 0 (>=1049.4bp)

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_6946

 size: 1046bp; fragments: 1076; full length: 0 (>=941.4bp)
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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 1046 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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