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MSA length = 1406
AGA T CC T AC TGAA T A T CGC TGAAC TGCACCAA T CGGCCACGT CGTGA T AA T AGT ACAGGA T CCGGC TGC TGGA T T A T T ACAC T CA T CGT A T T T T T AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T AA T T T AC T T T CGACCGT AACCGT A T T T T T - - GAAGT T T T T T CG
AAAAA TGACCGAAAA T CC T T AAAA TGCAGT AA T C T CCC T CGT TG - GT T T A T AGT C T AAGA T CCGGC TGCA TGA T T A T T ACGC T CA T CA T A T T T T T AA T CA - - - - - - - - - - GT TGCCGGGC T CGT AGAAAAAC T T TGAACCGTGGCAACCC T A T T TGCGGA - - - - - - - - - - AGGCA T CC TGTGAAAAGTGT A T T C T CAG - AAA T T T T T T T A
GT A T T T CAC TGAA T A T AA - - GAAA T A - - - - - - - - - - - - - - - - - - - AC T A T T AGT ACAAGA T CCGAC TGCA TGA T AA T T ACGC T T A T CGT A T T C T T AA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T T CCAGAAACC T TGCAC TGT AAGCA T TGT T T C - - - - - - - - - - - T A T
AA T AA T AAA T AAAAAA T A - - - - - - - - - - T T AAA T T A T T AAA T AA - - - - - A T AGT C T AAGA T CCGGT TGT A TGA T T A T T ACGC T CA T CGT A T T T T T AA T CA - - - - - - - - - - GT TGCCGGGT T CGT AGAAAAAC T T TGAAACGTGGCAACCC T AGT TGCGAA TGT T T T CCAA TGGCC T T A T ACGA T AAGCAA T T CC T CAGT AAA T T C T T TGA
AAAAC T T T T T AGACC T AA - - AAAA TG - - T T TGT T T CAAACACAGT AC T T T T AGT C T AAGA T CCGGC TGCA TGA T T A T T ACGC T CA T CGT A T T T T T AA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T T A T AA T TGACA T T C T - - - - T AAAAA T T C T T T T AGT AAA T T T T T CCA
- - - - - - - GT T AAAGT T AA T T AAAA TGCAA T AA T T T A T T AGT T AA T A T T AA T AGT ACAA T A T CCGGC TGCA TGA T T A T T ACGC T CA T CGT A T T T T T AA T CA - - - - - - - - - - GT TGCCGGGC T CGT AGGAAAAC T T TGAACCGTGACAACCC T A T T TGCGGAAGT T T T TGA T AGGCGC T C T AGAA T AAAAA T A T C T T T A T T AAA T T T T - - - -
- - T T T T AA T T AAAC T AGA - - - - - - - - - - - T TGT T T CC T C T A T CA T TGT CA T AGT C T AAGA T CCGGC TGCA TGGT T A T T ACGC T CA T CGT A T T T T T AA T CA - - - - - - - - - - GT TGCCGGGC T TGT AGAAAAAC T T TGAACCGTGGCAACCC T A T T TGTGGAAGT T T T TGA T AGGT ACCC TGTGAAAAA TGT A T T C T C - - - - - - - - - - - - - -
AA TGT T T A T TGAAA T AAA T T AAAA - - AGT T T A T T CA T T A TGTGA T AC TGA T AGT ACAGAA T CCGGC TGCA TGA T T A T T ACGC T CGT CGT AC T T T T AA T CA - - - - - - - - - - GT TGCCGGGC T CGT AGAAAAAC T T TGAACCGTGGCAACCC T A T T TGCGGAAGT T T T TGA T AGGCACCC TGTGAAAAGTGT A T T C T C - - - - - - - - - - - - - -
AA T A T T T A T T AA TGAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGT ACAGGA T CCGGC TGCA TGA T T A T T ACGC T T A T CGT A T T T T T AA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT CC T TGA T AGGC T T T CCA T AAAAAGTGT C T C T TGAGT A T A TGT TGT T T
AGCGAA T A T T AAAAAAAA T CAGAA TGCAA TGAA T CGA T CGA T TGCAA T AC T AGT ACAGGA T CCGGC TGCA TGA T T A T T AGGC T CA T CGT A T T T T T AA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T A TGAGT A T T T T T - - - - - - - - - - - T C T





0 200 400 600 800 1000 1200 1400

0
5

10
15

20
25

TE: rnd_1_family_675.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: 1406bp; fragments: 35249; full length: 0 (>=1265.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1406 bp
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TE: rnd_1_family_675.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: 1826bp; fragments: 29009; full length: 0 (>=1643.4bp)
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TE: rnd_1_family_675

 size: 162bp; fragments: 1311; full length: 295 (>=145.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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