
Start crop Point End crop Point

MSA length = 1003
T T ACA T TG - - - - - - - - - - - - - - - - - - AGT T AAA T A T T A T TGGT T A T T AAA T T T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA T T CCGACCGCAGC - - - - - - - - - - CGA T A T T C T T CGA T AGT AGCAGCACCGGCGGAAAA TGGACCAAGCC T A T T AAAA T A T A T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - AAAAAAGAAA T
T T T CA T T CAA T CGC T AAAGGCAC TGGAA T CGAAAAAAAAAGGC T T T AA TG - - - - - - - - - - - - ACGGACC T A TGT TGA T T T CAACAAA T AC TGACCGCAGC - - - - - - - - - - AAA T A T T T T CCGA TGGTGGCAACACCGGCGGAGAA TGCACCAAGCC T A T ACA T T T AAGT T AA T T A - - - CCCACC T A T A T CA T AA T T T AAAAAACA T T T AA
C T C TGC T T C T T TGT T CAC TGCA T T A T AA T T CA TGGT A - - - - - - - - - - - T C T T T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA T T CCGA T CGCAGC - - - - - - - - - - CGA T A T T C T CCGA TGGTGGCAGCACCGGCGAAGAA TGCACCAAGCC T A T ACACC T A T C T AGCCAACCGTGT A T C T A TGTGACA T T AAAACAAAAAAGT A T
T TGTGAGGAACA TGT A TGAGCACAAAGAGCA TGT A T AAACACAAAGGAGT T T T A T AGGC T T AGTGCA T T T CAGT TGA T T T CAACAAA T T CCGACCGCAGC - - - - - - - - - - CGA T A T T C T CCGA TGGAGG - AGCACCGGTGGAGAA TGCACCAAGCC T A T AAAC - - - - A T T T T T T T AACGTGA T T A T T AGAA T A T T T TGAAACGGT AA T AA
T T ACC T T AAA T TGT T T AA T AA T T A T ACGT T AAC T A T AGAAAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - - CCACA T T C T C TGA TGGTGGCAGCACCGGCGGAAAA TGCACCAAGCC T A T AAA - A T AAA T T T AGT A T T TGT AGTGT ACAAAA T T A T A T T AAAAAAAAAAA T
T T T T A T T T T A T AGT T T T C TGT T T CAG - - T T T T T C T T AGAA T A T T T A T - - T T C T A T AGGC T TGA TGCA T T T T AGT TGA T T T CAAAAAA T T - - - - - - - - - - - - - - - - - - - - - CGA T A T T C T CCGA TGGTGGCAGCACCAGCGGAGAA TGCACCAAGC T T A T AGA - - - - - - - - A T T T A T C T A T TGT T T AC T ACA T A T T T T A T CAGA T A TGGA T
C TGCAC T A - - - - - - - - - - - - - - - - - - AGT T A T C T A T AA T AAAGT T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGA T A T T C T T CGA TGGTGGCAGCACCGGTGGAGAA TGCACCAAGCC T A T AAAAA T T TGT A TGGGA T T T CC T A TGT T CCCAACGACCA TGAA T A T AAAGC T
TGT CCCAGTGT T CCAAAACAC TGCGAAA T T AGAGGT AAA TGGT AA TGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGACA T T C T CCGA TGGTGGCAGCACCGACGGAGAA T - - AA T AA T AA T AA T AA T AA T AA T AA T A TGT C TGT AA T T T A T AA T AAGT T A T T A T A T T T A T AAGT
TGACCC TGTGCAA T CCAAGAA T T A T A - - T T AAGT C T AAAAGGCCC T AAC T T T T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA T T CCGACCGCAGC - - - - - - - - - - CGA T A T T C T T CGA TGGTGGCAGCACCGGCGGAGAA TGCACCAGT AA T AAA T A - - - - - - - - - - - - - - - - A T AGT T T A TGAAA T A T T A T AAAAAAA T CA TGT
C T ACC - - - - ACCCC T T AAAA T A T T TGAC T T A T T T C TGGGACACCC TG - - T - - - - - - - - A T TGAA TGA T CC T AA T AAA T T T CAACAAA T T CCGACCGCAGC - - - - - - - - - - CGA T A T T C T CCGA TGA TGGCAGC T CCGGCGGAGAA TGCACCAAGAC T A T AGACC T A T AGA T A T T A T T T T T AA T AAACACAGCGT T - - - - GAAAAACAAA T
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TE: rnd_4_family_1329.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: 1003bp; fragments: 15843; full length: 1840 (>=902.7bp)
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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 1003 bp
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TE: rnd_4_family_1329.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: 1305bp; fragments: 14776; full length: 0 (>=1174.5bp)
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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_4_family_1329
 size: 984bp; fragments: 15374; full length: 1499 (>=885.6bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 984 bp



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

TE consensus after TEtrimmer (bp)
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