
Start crop Point End crop Point

MSA length = 850
AC T A T - - - T AAGCGT T A T T T T T AA T AACAAA T CAAA TGGAACA T AC T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGCG - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T A T T T CCGAAAACA - - - - C T T - - - - - - - - - - - - - - - - - - - - - - - - - CGT T CGAAAAAAGCCAAGGAGT CGAA T
AGT AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAGAA T AGC T T T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGA T AA T T AC T T CCGAAAA T A - - - - A T T T A T AAA T AA T TGT AGT AGT A T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - -
ACAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAA T A T T T CAC T CA TGT ACAAAAAA T CCA T A TGAAA - - - - - - - - - T TGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGA TGAAGGAAAAAA T A T TGT - - - - - - AGGGAGAAAGAGGAGC T T T T T T
AGAAA - - - - - - - - - - - - T A T A T A T T AA T T AC T AGT T T T A T A T T T T T CGACCAA T A T T T CA T T CA TGT ACAAAAAA T CCA T A TGAAGCGGAA - - - - - - - - - - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA T T T T A T - - - GAC T AA T AAAGCA T T CAA T T T TGA T C T C T T AAAAAAACAACA T CC T T AGACA
GCAGGT AA T CA TGC T T CCGT T T A T CGGA T AACAA T CGC T A T AA T C T AA T CGAA T A T T T CAGT CA TGT ACAAAAAA T T CA T A TGAAGCGGAA T T T T CGGCG - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGA T AA T A - - - - - - - - - TGACAAAAAACGCAA T TGT CA T T C T C T T T AAAAAGT AAAA T T A T - - - - - -
ACAAAGTGT AAA T A T T T T ACAAA T T AACAGAACGAAAA T A T AA T T T CCGAGAA T A T T T CAC T CA TGT ACAAAA T A T CCA T A TGAAGCGA - - - - - - - - - - - - - - - - - - - - - T CGA T AA T T T TGA TGCAC T TGGGT AA T T AC T T C TGAAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGTGAAGCCAA T TGA TGTGT T TGCGT
AACAA T AGTGCAGA T A T T T A T T T A T T AA T AA T AA T AC T AA T AGT T T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AAC T T TGA TGCAC T TGGGT AA T AAC T T T CGA T AA T A - - - - - - T - - TGA T T AA T A T T AA T AA T AC T A T - - - - - - - - - - - AACAAAA T C T C T TGT AC
T CAA T T - - T T AAAA T T TGT T T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T ACAAAAA T T CAA TGAC TGGGA T
- - - - - - AAC T C TGGT C T T T TGCGGT AAACAA T A - T T T T AA T TGT T AC T CGGAA T A T T T CAC T CA TGT AC - AAAAA T CCA T A TGAAGCGGAA T T T T CGGCG - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGCGT AAAAA T T T C T TGGAAA T - - - - - - - - - C T T A TGAACGCAA T AAGA T CA T - T AAC T AAAAAAA T AA T AA T A T AAGGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGT ACAAAAAAAA T C T A T A T T AAGCGGAA T T T T CGGCA - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGT A T AA T T AC T T C TGAAAA T T - - - - - - - - - CC T AAAGAACAA T AAAAAA T A T TGT ACA T AAAAA T T A T AA T T A T T AAAA T
- - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AAGA T AA T AC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA T A T T T T - - - - - - - - - TGAGACAAACAGAC T CA T - - - - - T AGT T AAGGAA TGTGA T TGGAA T
- - - - - - AA T CAGT A T T T C T C T T AA T AA T AA T T A - - - - - - - - GC T T T CGGGGAA T A T T T CAC T CGT A TGCAAAAAA T CCA T A TGAAGCGAAA T T T T CGGCG - - - - - - - - - - T CGGT A T T T T TGAGGCAC T TGGGT AA T T AC T T CCGAAAAGT T T T T A T T T A T T AA T AAAAA T AACAAA T T T A T T TGAACAA T AAAC T AAC TGT AC T T AAA T
A T AGA T CA T AGAAA T T C T T T T T T AAAAC TGCCA - - - - - - - - AC T T AA T A TGAA T A T T T CAC T CA TGT ACAAAAAA T CCA T A TGGAGCGGAA T T T T CGGCG - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGAGT AA T T AC T T CCGA T AA T A - - - - - - - - - CCCAGAAAAC T ACA TGCA TGACACAAAAGT ACCAC T AAGCAAAC TGGAAG
- - - - - - AAGT AGT A T A T T T CGAA T CCAGAGT CAA T A TGAGGT T T T T T CGCGAA T A T T T CAC T CA TGT ACAAAAAA T CCA T A TGAAGCGGAA T T T T CGGCG - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGA - - - - - T T T T A T T T T TGAAAAAAA T T T TGGAA T T T A T - - - - - - - - T AAAAAAAC T T T T T T T T A T T
CGAGC - - - CCACGAC T T CA TGCGAAGGCGACCAAGCCCCGCC T T AA T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGA T AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T - TGAA TGT CACAC T CAAGCCGCCAAAA T
T CAC T C - - C T A T CA T T T T A T A TGGT AAGT A T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA T C T T T T AC T T ACCACAAAAAGTGT CA T T T T T AC - T CC T T A T AAAAAGAAAA T A T T TGCAC T





0 200 400 600 800

0
5

10
15

20
TE: rnd_1_family_689.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: 850bp; fragments: 3424; full length: 45 (>=765bp)
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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 850 bp
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TE: rnd_1_family_689.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: 1163bp; fragments: 3064; full length: 0 (>=1046.7bp)

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

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

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_689

 size: 279bp; fragments: 1416; full length: 574 (>=251.1bp)
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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

Before TEtrimmer 279 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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