
Start crop Point End crop Point

MSA length = 1784
T C T A T TGA T AA - - - - - - - A T CCGA T CGGT - - - - - - - - - - - - AG - T A T T - - AGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T CA TGCACGGTGCAAGA TGCA T T T C T T C TGGGT C T T C - T T T T TGGGTGGCCGGAAAGGGA T C T T T
GA TGT ACAAA T A T T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGT A T CGT C T AA T - - - - - GT ACAAAAC T T A T T T T T C T CGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAACCCGT A - - - - - - - - - T T TGT T T AGT CAGTGT CCAGGGACGTGT - C T AGACGACAC T AAAAC T CACGA T ACCCAAGACAAGGAACGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGT A T CGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGTGCACA T AG - - - - - - - - T T T T A T CGA T - - - - - - - - - - - - - - - - AC - - GAGACGACACAAAAAC T CACGT T ACCC T AGACAAGCAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T - - - - - - - - - - GCAAAGT A T A TGTGT T CAGCA T T T C T T T T T T T AAGGCAA T CA T CAGCGT AC TGA
A T T T T CCA T AG - - - - - - - GT T CAA T T A T T T T T T AA T T T AAAG - - - - - - - - - - - - - - - AC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CA T C T A - - A TG - - - - - - - - - - - C T A T T T T T T AA TGGGAAA T - - - - - TGAGAAA T T T T T AAGAGAGA TGA
A T T T T T T A T AC - - - - - - - - - - - - - - - - - - T AAAAAC T TGAAGCGT A T - T CAGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T AG - - - - - - - - - - - - - - AA TGGT T CCAGCAAAAGT T T C - - - - - - - - - AA T T A TGACGGGTGA TGG
T T T A T T CAAA T - - - - - - - - - - - - - - - - - - GT AAAAC T TGGA T C - - - - - CCAGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T CG - - - - - - - - - - - - C TGT T AGT T T TGGC T AA - - C T TG - - - - - - - - - AGTGGT TGGGGGTGGTGG
A T TGT A T A T AA T A T AAA - - - - - - - - - - - - T AA T AACC T AAAAC - T A T TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T - - - A T ACG - TGCAGA TGACAC T T C T T A TGGGAGAACGT T T T T AA T A T A T TGACAAGAGTGACAG
A T T A T T T T T AA - - - - - - - - - - - - GC TGT T CCA T CAC T T AAGACGT C T T T CAGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C TGT - - - - - - - TGCGAA T AACA TGT T T T CCA T CCA T ACGGT T T TGAGAGGTGA TGCAGAGCGCCGA
AGT ACACACAAAACAAG - A T T CGT T CAA T - - - - - - - - - AAAAC - - A T T AGAGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T - - - - - - - - - - - - - - AAGCGAGGCCCCA T CGACAGT T - - - - - - - - - - GA T T T TGA TGCGAGACGA
AA T AACCACAGAA T AAA - A T T TGA T TGT C T CA T AAC T AAAAAA - - A T - - - AGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAG - T T T AGTGT CGT C T T - - AAAC - - - - - - - AAA T T A TGT T TGAAA T A T AAA T A - - T T TGAAAAA T AAA T AAA T AA T A T AC
AAGA TGC TGAAGACAGGA T T T T AA T TGA T CAGT - CC T T AA - - - - - - - - T CGGACGACAC T AAAAC T CACGA T A T CC T AGAC - AGGAAAGAGAGT CCC T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CA TGAGT T T T AGTGT CGT C T CA T T T A TGGTGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGGCAGCGAAGAA TGA
A T T C T ACAAAGAA T AGG - - - - - - - - - - - - T CGTGACC TGAAA TGT AAGACAGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C TGT T - - - - - - - - - - - CCAGTGTGT C T TGCC TGT CGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T CA T T T T T T AGT T AAGAA T CCA T T TGA T - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGC T T T CGAGGT T T T CGTGAGT T T T AGTGT CGT C T CAA - - - - - - - - - - - GCGC T CGT T C T CGT CGCCGCCGGT CCA TGGGA TGTGCGGT CGCGACA T T A
GA T A T T AA T ACA T T T AAAA T AGA T T C T AAAAA T AAA T T AAAACG - - - - A T AGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T T T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T CGTGT CGT C T - - - A T CCGG - - - - - GGA T T T TGC - T TGT AAACAAA TG - - - - - - - - - - - - - - - - - - - - - ACC T AC
A T CCCC TGT CGAAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CC - - - - - - - - - - - GAGT T T T AGTGT CGT C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT AA T CAGAGA T A T AG - TGT AGT T TGGT CAGC - - - - - - - - - - - - - - - T CAGACGACAC T AAAAC T CACGA T AC T C T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T CGGCCGGGT AA T A T
AGT T T C T T CCGGA T CACAA T T TGT T T T A T - - - - - - - - - - - - - - - - - - - A T AGACGACAC T AAAAC T CACGA T ACCC T AGAGAAGGAAAGAGAGT T T C T C T - - - - - - - - - - A TGT T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C TGT T - - - - - - - - - - - AA T C T A T C T C T AGT ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA
AGT A T T AA T A T AGT T AA - AC T A T T T T T T AGGA T AAGT T A - - ACG - - - - A T AGACGACAC T AAAAC T CACGA T ACCC T AGACAAGGAAAGAGAGT C T C T C T - - - - - - - - - - A TGC T T CCGAGGT T T T CGTGAGT T T T AGTGT CGT C T AG - A T ACAGGGCAAGAA T T T T A TGC TGAA T CCAAA TG - - - - - - - - - AA TGGGGGT TGCAGT T TG
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TE: rnd_1_family_490.fasta.b.bed_uf.bed_g_2.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: 1784bp; fragments: 1734; full length: 9 (>=1605.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1784 bp
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TE: rnd_1_family_490.fasta.b.bed_uf.bed_g_2.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: 2085bp; fragments: 1719; full length: 0 (>=1876.5bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500

0
50

0
10

00
15

00

TE consensus self dotplot (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_490

 size: 794bp; fragments: 740; full length: 118 (>=714.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 794 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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