
Start crop Point End crop Point

MSA length = 8275
T AAAGTGGCGA T AAGAG - - AA T ACGAAAGGT A T T CAAAGCAA T T - - - - T T - - - - - - - - - - - - - - - CACA T AA TGCCGT AACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCACA TGTGCGGT TGCGGC T T AAAAGAAACA - - - - - - A T A TGAA T CGA T T TGTGT T T T C T AAA T T ACGA T AAACA T T T T AGA T
T ACAA T T ACCGAGT AAAAAAA T AAA T ACC T T CAA T T AAAAAC T CAA T AAC T T T AACAA T T T T A T T A T T A T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T AAAAGAAACA - TGT T T T T ACAA T T T T AGT - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - C
T T CAAAA T ACAAAAACA - - - - - - - - - - - - T T T AGCAAAACAC - - - - - - - - - - - - - - - - - - - - - - - ACAC T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T T T ACGAAGCAGCGC T T A T AA T A T CGT A T T T T A - T T CAC T A T AA T T T AGT AAGGT T A T T T AA T
T T AAAC T T T CAAACAA T AAAA T AACACAA T ACA T CAAAACAC T T TGCAAC T AGGT CA T T T CAA T T T A TGT AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T ACGA T A T T T A T A T AA T AAA T CAC T TGGGAGT AGCAAGGT ACC T AA T AAC T AGACCA T T T T T AA T CA T T T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T ACAA T CA T AA TGTGAA - AAA - - - GT C T A T A T A T TGAAA T A T T - - - - A T T - - - A T CA T T - - - - - - T A TGT T A TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T T AA - - - - - - - - T AC T T A T ACA T ACA T A T A T T AA T TGC T T AAA T T A T T C TGGAAA T T T T CA T T
AAA T A T AA T AA T A T AAG - T AAC T AA T T CAGA TGCAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - AGT T T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T AAA - - - - - - - - - - - - - A T A T A T T T T T A T T - - - GA T T AGAAAAC TGT AA T AAA T A T A T C T AAC
GAAAA T T AGCGT AAAAG - - - - - AACC TGGCAACCCAAAAGAA - - AA TGAA T AGA T T A T T T T TGT T A T T T T T A TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T T A - - - - - - - - GT AC T - T T CAGGC TGGA T T - - - - - - TGGAAAA TGGTGAGACAAA T A T T T - - T
T T AAA T AAACGT A T CGG - - - - - - - - - - - - - - - AACAAAAAAA - - - - - - - - - - - - T T A T T - - - - - - AA TGT T A TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T T A - - - - - - - - GT AC T - C TGAAA T CGT A T T - - - - T T TGT T AAA T T T T C T T AGAAACA T - - - - T
T T T CA T T A T T T CA T CGAGA T A - - - - - - - - - - - AACAAA T TGT - - - - T AA T - - - - - - - - - - - - - - - CC T C T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T AAGA T AAAAAC T A T T T A T ACAAA T T T AA T T T AGT T TGC T TGT T T A T T A T AAAA T T A T A T AA T
CGGAAAAGGT AAAAA - - - - - - - - - - T AAGT AGAAAAAAA T T T T T AA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T T T T AGAGAC TGT AC TGC T AAAC T CCGA T CA T AGT T CGGGACGT T T T AACAAAGT T T T T T - - T
T TGAAAC T T T A T AA T AA - - - - - - - - - - - - - - - A T CAAAAAA T - - - - - - - - - - - - - - - - - - - - - - - AACA T T A TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T T T - - - - - - - - - - - - - - - A T AAAAA T C TGT C - - - - - - T AGAAAAC T A T AAAAAA T A T T T - - - - C
AGTGA TGT - - - - - - - - - AAAA T AA T AGA T A T CAC T AAAA T AC - - AA T AAA - - - - - - - - - - - - - - - A T T A T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T - - - - - - - - - - - - - - - - - - T AAAGT T T T AGC - - - - T T T AGGGAA T T AAAA T AA T T A T T T - - - - T
T T CAA T T T AAAGA T - - - AA T A T AA T AAGCGCCA T T AAAAAA T - - CA T A T C T AGA T CA T C T T T A T T CAA T AAA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - T CGGAGT T CGC T AAA TGCCGCA TGTGCGGT TGCGGC T - - - - - - - - - - - - - - - - - - T AAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CAAAGAC T ACAAAGG - - - - - - - C T A TGGC T AGT AGAAGT T T T - - - - A T - - - - - - - - - - - - - - - T C T C T T A TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_137.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: 8275bp; fragments: 94695; full length: 1 (>=7447.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8275 bp
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TE: rnd_1_family_137.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: 8580bp; fragments: 94642; full length: 1 (>=7722bp)
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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_1_family_137
 size: 1188bp; fragments: 36317; full length: 1047 (>=1069.2bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1188 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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