
Start crop Point End crop Point

MSA length = 674
CC T AC T AACA T T CAGAAACGGT A - - - - - - - - - - - - C T AAAA T T T T - - AAC - - - - - - - - - - - - - T AGGGTGAGCCAAAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T TGTGGC T CACCC T AA TGAACACA T T CAAA T T A T T T T CGT AAGACCAAA T A - - A T T T T T TGT T T T
TGCA T CAACGT T - - - - - - - - - - - A T T CCAA T T T TGT TGGT T T A T C TG - - - - - - - - - - - - - - - - T AGGGTGAGCCAAAAAAAC T AGCC T A TGAAA T T T A TG - - - - - - - - - - GT T CA T T T CAA T CCA T AAA T T CCA T AGGT T AGT T T T TGTGT C T CACCC T AA T - - - - - - - - - - - - - T TGAGT C T A T AAAGTGACCCAGAGT A T T AGAAGT T
TGCA T CAGCGT T - - - - - - - - - - - A T T CCAA T T T TGT TGGT T T A T C TG - - - - - - - - - - - - - - - - T AGGGTGAGCCAAAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T CAA T CCA T AAA T T CCA T AGGT T AGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGAGT C T A T AAAGTGACCCAGAC T A T T AGAAGT T
C T TGT T T AC T A T C TGCGAAA T T T AGAACGACGT TGTGCAA T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T A T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AGT C TGT ACACAGCAAC T AC T AC TGT A TGAAGA T AAAAA TGGT T CGGAAGA
T T T ACAAAGT T T T CAGTGGAA TG - - - - - - - - - - - - - - - - - - - - - - - - CAC - - - - - - - - - - - T A T AGGGTGAGCCAAAAAAAC T AACC T A T AGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T TGTGGC T CACCC T AC TGAACAAA T T AGGC T AAAGT CAGAA - - - - - - - - - - - - GGA T AGAAGGT A
CC TGT T AA T T T T AAAGCGAAGT T - AAA T AC T T T TGT T AAAGGT C TGA - - - - - - - - - - - - - - - A T AGGGTGAGCCACAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - A T T T A T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AC TGAA T AAAC T TGT C - - - - - - - - - - - - - - - - - - - - - - - T T TGAACAA T T T
CGCCC TGT A T T T CAGGAAC - - - - GACAAA T C TGTGT T T AGCA T - - - - AGCA T T T T A T T T CA - A T AGAGTGAGCCACAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GT T CC T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AAAGT ACAC T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TG
TGTGC T AACAAGAAAAAAAAGTGGGCGCA T T T T T T T T AAA T A T T C - - CGCA T A T T C - - - - - - C T AGGGTGAGCCACAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AA TGT CCCCGGTGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GTGACAGA T T T T T CA - - - - - - - - - C T T CAA T T T T AGACACAA T AC - - AA T - - - - T - - - - - - - - T AGGGTGAGCCAAAAAAAC T AA T C T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T TGTGGC T CACCC T AA TGC T CA TGCAC T AA TGAGT C T T AAA TGGCCACACA - - T A T T T T AGGGT T
GGAGT T TGC T T C T T C T C T AGC T T - T T CC T T T T T T A T T ACC T ACC T - - T A T A T T TGA T T T AA T A T AGGGTGAGCCACAAAAAC T AACC TGGGGAA T T T A TG - - - - - - - - - - GT T CGT T T T AACCCA T AAA T T ACA T AGGT T AGT T T T T T TGGC T CACCC T AA T A TGT A T AGCCACA T T T A T T C TG - - - - - - - - - - - - - - C T T ACA T AGCAA
CGAAC T AAC - - - - - - - - - - - - - - ACGGGGA T T T T AACAGGAC T C T - - - - - - - - - - - T T T CA T A T AGGGTGAGCCACAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AA TGAACACC T CAGT A TGAAGC T AACAAAACGGCGAA - - - - - - - - - - - - - -
CG - AC TGAC - - - - - - - - - - - - - - ACGGGGT T T T T AACAGG - C T C T - - - - - - - - - - - T T T CA T A T AGGGTGAGCCACAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AA TGAACACC T CAGT A TGAAGC T AACAAAACGGCGAA - - - - - - - - - - - - - -
CCCA T TGA TGT T CAAGAACAA T T AGTGT A T T TGGA T CAAGCACAC TGAACA T T T T A T - - - - - A T AGGGTGAACCACAAAAAC T AACC T A TGGAA T T T A TG - - - - - - - - - - GC T CA T T T T AACCAGT AAA T T CCA T AGGT TGC T T T T T T TGGC T CACCC T AAC T T CCA TGT ACAG - - - - - - - - - - - - - GGTGT CCCA - - T T T T CGTGTGT T
T AAAC T T A T T - - - - - - - - - - - - - - GACCA T T T C T A TGCA T T A T CC - - AA - - - - - - - - - - - - - - T AGGGTGAGCCCCAAAAAC T AA T C T A TGGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AA T CCA T A T A T T CGT - - - - - - - - - - - - - - - - - - - - - - - - A TGT CCGGTGGT
CA TGC T AA TGGC T T ACAAA T AA TGT CGCA T T T T CA TGTGT T T T AC - - - - - A T T T T A T T T CA T A T AGGGTGAACCAAAAAAAA T AACC T A TGAAA T T T A TG - - - - - - - - - - A TGCA T T T T AAC T CA T AAA T T CAA T AGA T T AG - - T T T T TGGC T CACCC T AGT A T CGA T A T A T A TGT T A T AAA T A T AAGC TGT CCCAGAAGT ACAAGT A T T
TGT AC T T A T T T C TGGGACAGCC T - - - A T A T T T A T AA T A T ACA T A T - - AAC - - - - - - - - - - - - - T AGGGTGAGCCA - AAAA T C T AA T C T A T TGAA T T T A TG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T T CA T AGGT T A T T T T T T T TGGT T CACCC T AA T AGGT A T AGGT AC - T T CGT T T TGT AAGGTGT CCCA - - T T T T CC TGTGT T
CGAACAGGT A T T T AACGAAAC - - - GC TGA T T T T AA T T AACCA T C T T - AAC - - - - - - - - - - - - - T AGGGTGAGCCACAAAAAC T AACC T A TGGAA T T TGTG - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA T AGGT T AGT T T T T T TGGC T CACCC T AACCGACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T
T AAC T TGAACCC T CCCA T ACAA T AC TGT A T T A T T AC T AGACGT T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CA T T T T AACCCA T AAA T T CCA TGGGT T AGT T T T T T TGGC T CACCC T A T T ACC T A T AC TGT AA T T A T ACA TGT AGGGT T T T CAGGA - - - - - - - - - - - -
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TE: rnd_1_family_718.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: 674bp; fragments: 2992; full length: 340 (>=606.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 674 bp
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TE: rnd_1_family_718.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: 974bp; fragments: 2964; full length: 0 (>=876.6bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_718
 size: 319bp; fragments: 1801; full length: 695 (>=287.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 319 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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