
Start crop Point End crop Point

MSA length = 1023
TGGT T A T CACGGGT AAAAAGTGT AAAA T AAC T TGC T T T T TGC T AGT T T ACA T T AA T A T AAAAAA T AA T T T T T A T T ACGCA T T T A T CA T AA T CAACGA T T T - - - - - - - - - - AGCGTGC T T T AAAGGC T C T C T T A T ACA T T T C T A T CA T AA T A T A T T A T - - - - - - - T AAA T A T C T AC T A - - - - - - - - - - - - - - - - - - AAACAGCA T A - - - T T
T AA TGTGT ACGAGGA T AGAGTGGAAA - - AAGT T T T CAA T C TGTGA T AAA T - - - - - - - - - - - AA T AC T T T T T T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - CGCGTGC T T T AAAGGC T C T C - T A T ACAA T T A T A T AA T AA T A T AC T A T T T AGGCA T T T C T A T A T T A T A - ACACA T T T CCGA T T A T T - - GAAA T A T T AA - AA
T A T T T A T T CCA T T T A T AA T C T AA T TGA T ACAAAC T T T T T T A T CAGT ACAA - T T A - - - - - - - T AA T A T T T T T T A T T ACACA TGCA T CA T AA T C - - - - - - - - - - - - - - - - - - CGCGTGC T T T AAAGGA T T - - - T A T ACAC T T A T A T CA T AA T A T AC T A - T T - CA T C T AGGTGT T T AA T A - C TGT T T T TGCA T T TGT AGAAAAA T ACAGA - T A
TGT AGA T A T T AGTGA TGT AACGGTGA - - - CGAGC T T T A T AGAGAA T AAAG - - - - - - - - - - - T A T T A T T T T T T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - CGCGTGC T T T AAAGGC T C T C T T A T ACAC T T A T A T CA T AA T A T AC T A T T T A T T T CAAGA TGGC TGT AACACA T T CCGT CA T T TGT T - - AAAACGT A - - - AC
T C T AAA T T A TGGCAACAAAGT AA - - - - - - - - - - - - GT T T AACCAA T AAGT AC T AA T A T AAA - - - AC T T T T T T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - CGCGTGC T T T AAAGGC T C T C T T A T ACAC T T A T A T CA T AA T A T AC T A T T T AA T AACAGA T AAGT AAAA T AA T T T T T AC T A T T T T T T AAAAAA T A T AAAGT T
T T CGAGT CACCACCAAA T AGTGT CGAAAACA T T T T T T A T T AC T AAAA TGT - - - - - - - - - GA - - - - - - - - - - T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT C T AGC T A T - - - - - - T AA T T T T T A T CGGCGGCAAAAAAA T AGCG - - T T
- - - CCA T C T AAA T AC T AA TGT CA TGT - - - AACGC T A T C TGA TGAAA T AA TG - - - - - - - - - - - - - - C T T T T T T A T T ACGCA TGCA T CA T AA T CAA TGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT CACAAA T T T AGA - AAAA T C T AGAAA T - - - - - AAAAA T AGT A T A T A
TGGTGA T T T CAAGGT T AA T ACAGT A T T T T A T AAC T A T T T T A T AAGT AAAAA T TG - - - - - - - C T AC T T T T T T T A T T A TGCA TGCA T AA T AA T CACCGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T TGAC - - - T CAAGC T AAAA T T T ACACA T TGT CAGAAAA T AA T AAA T A
T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAG - - - - - - - - - - - AGT A T T T T T T T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - T ACGTGC T T T AAAGGC T C T C T T A T ACAC T T A T A T CA T AA T A T AC T ACGT T ACAC T CCA T T AC T AAAA - - - - - - - - - - - - - - - - - - AAAAAAC T T CAAA T C
T A T A TGT T A TGGAGGT AAAGT AA T AGA T A T A TGT T A T ACCGCCAGT AAA T A T T AA T A T AAA T A T A T T T T T C T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - CGCGTGC T T T AAAGAC T C T C T T AGACAC T T A T A T CA T AA T A T AC T A - - T AC T AA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T
TGAGGACGT CAGT AA T AAAAA T T TGAA - - AAA T C T T A T ACGT CAAAAAA T A T T AA T AAAAA T AA T A T T T T T T A T T ACGCA TGCA T CA T AA T CAACGGT T A - - - - - - - - - - CGCGTGC T T T AAAGGC T C T - - T ACACAGT T A T A T CA T AA T A T AC - - - - - - - - - - - - - - - - - - - - - - - T AACA T T TGT AAC T T T T TGAAAAA TGT T AAA T A
T T T T AAA T T T ACCA - - - - - - - - - - - - - - - CC T A T T T T TGGT C T AGT AAGT A T - - A T A T AAA T A T ACA T T T T T A T T ACGCA TGCA T CA T AA T CAACGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CA T AACCGA - - - - - - - - - - - - - - - - - - - - TGT T - - - - - - - - - - - - - AC
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TE: rnd_5_family_3741.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: 1023bp; fragments: 2538; full length: 3 (>=920.7bp)
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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 1023 bp



0 200 400 600 800 1000 1200

0
5

10
15

20
TE: rnd_5_family_3741.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: 1333bp; fragments: 2344; full length: 0 (>=1199.7bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3741
 size: 365bp; fragments: 446; full length: 13 (>=328.5bp)
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Before TEtrimmer 365 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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