
Start crop Point End crop Point

MSA length = 1077
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAA T A - - - - - - - GGGT CAAGA T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAACA T - - - - - - - - - - T A T AAACCGA T A T T T T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCCAGAAA T A T T T CC T T T T AC T AA T C T CA T AGCC T TGAAA T C - AA T T AAACA T
TGAA T AACACAGA T AAAAAAAAA TGA - - GT A T T T TGT T TGT AGAAA T A T - - - - - - GGGT CAAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAAAA T - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AACCGA T T T CGGC T AAACGAAAC T TGAGCCA T AAAAA T CCGT A T T T A TG - - T T A T TGAA T A T T T AGT CG - T AA T CA T AA T
T CAAAAAAGT AGAACAC T C T A T A T A - A T CGA TGGAGAA T T AAAAAACGA T T A T T TGGGT CCAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAACAAA - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCCGCAAA T A T T CGCGT T T T T AA T T T CGA T AAA T ACCAGAC T ACCACCAAAGC
T CGAAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AAC TGA T T T TGGC T AAACGAAAC T TGAGCCGA T AC T - - - - - - - - - - - - - - - - - - - - - - - T AAA TGGGGA - AAA T T A - - A T
T CAAGAGAGAAAAAAAGCAAGAACA - - T AAA T T AC T T A T T T AGAAGAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AAC TGA T T T CGGC T AAACGCAAC T TGAGCCA T T T CGAGT CCCGGT T T T T A - T C T CAAAAGAACCGGGGA T T AA T T ACAA T
T CAGAA - - - CCGGAAAA T CCCGGT AAA T AGACCCGGGAC T CGAAA T T A T T T T T T TGGGT CAAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAAA - - - - - - - - - - - - T A T AAACGGA T A T T C T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCCAACCA T A T T T T T TGT T ACG - - T T CGAAAGAC T T T TGA T A T CGGT CGAAA T
C T AAAA T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T AAA T CGA T A T T C T A TGT AAC TGA T T T CGT C T AAACGAAAC T TGAGCCGAAAC T A T T T T TGAC - - - - - ACGT CAAAACACGT A T A T A - AAA T T A T T A T
T CAAAAGA - CAAAAGAGCCAC T T CGAAAGGT CA T CGAGGA T AAAAAGA T T C T T T AGGGT CAAGT T T CGT T T AGT CGAAA T C TGT T AAA T AAGAAACAA - T - - - - - - - - - - T A T AAACCGA TGT T C T A TGT AGC TGA T T T CGGC T AAACGAAAC T TGAACCAACAAA T CC T T TGT C T T T AAA T C T A T AA T AGT T CA T A T A TGGA TGGTGGT
CGAAAGAAACAAAAA TGT AA T AA T A - - TGGGTGT TGCA T T T AAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AAC TGA T T T C TGC T AAACGAAAC T TGAGCCA T AAAC TGAC T TGGT T T T A - - - - - - CACGAAA T C T CACA T T T A T AGCGGA
T T AAGCAACCAGAAAGA T TGA TGT A - A TGCACA T T T CA T T AAAAAACAA T T TGT TGAGT CAAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAAC - T - - - - - - - - - - T A T AAACCGA T A T T T T A TGT AAC TGA T T T CGGC T AA T CGAAAC T TGAGCCGTGGC T T T T T CCGC T T T T T - A T T CCGGAAGA TGT CAA T A - TGT T A T AAGT
GGAAGAGAAGAAGGGAGC TGA T A TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCCA T TGTGT T T T CC T AC T C TGT ACGAAAAAACAAC TGCGCC T AAA TGAAGA T
T T TGA T CAAC T A TGAAGC T A T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGGT CAAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAAAA T - - - - - - - - - - T A T AAAGCGA T A T T C T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCC - - - - - - - - - T T T TGT T T CGA T T CCGGGAAAGT T TGAGT T T T AA T TGCACC
T T A T ACAGGACGAAAAGT T A T T ACC - A T AAA T T A TGT AGGTGGTGCCC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAAC TGA T A T T C T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCCA T T T T T T T AC T T T A T T C TGGACC TGAA TGGAA T T ACGAA - T TGT AACAGT
T AAAAA T AC T AGCCAGT T T T A T A T A - - - AAACGT T AAA TGCCGAACGC T T T T T T TGGGT CAAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAAAAA - - - - - - - - - - T A T AAACCGA T A T T C T A TGT AACCAA T T T CGGC T AAACGAAAC T TGAGCC - - - - T T T T T T CGGA T T AC T - A T C T T AAGAAGT T TGGCCA - AGT T TGCGAG
T T AAAAAA - T AAAAAAGT T A T AGCGGA T A TGCACCCGGT A T A T AAAAA - - - - - - - GGGT CAAGT T T CGT T T AGCCGAAA T C TGT T AAAAAAGAAAAAA - T - - - - - - - - - - T A T AAA T CAA T A T T C T A TGT AAC TGA T T T CGGC T AAACGAAAC T TGAGCCA T AAAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - ACA - GGGT AGAGGT





0 200 400 600 800 1000

0
5

10
15

TE: rnd_1_family_997.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: 1077bp; fragments: 928; full length: 66 (>=969.3bp)
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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

After TEtrimmer 1077 bp
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TE: rnd_1_family_997.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: 1386bp; fragments: 923; full length: 0 (>=1247.4bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_1_family_997
 size: 405bp; fragments: 544; full length: 250 (>=364.5bp)

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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Before TEtrimmer 405 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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