
Start crop Point End crop Point

MSA length = 674
ACAA T T T AACGAGAACC T AGGA T AA T T T T T T T T T TGT ACAAAG - - - - - - - - - - AA T A T T T T TGGT A T T AA T AA T ACAA T AAC T ACGAAAA T CAAC T C T T A - - - - - - - - - - CA T T AC T AAAA T T A T AAAA T AC TGACAA T T T AAGAAAAAA T C T A T T T T A TGAAAA T A T T C T T A T AA T T A - - - - - - - - T T T C T AAGCCAAA T A T T A T T T A T
A T CA T T AAA T T AACA T C T T AAA T - A T T CCCC T ACC T C T CGT CA - - T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACGT T T AGT C T T A - - - - - - - - - - CA T T AC T T AAA T T A TGAAA TGC TGACAA T T T AAGAAAAAA T C T A T T T T A TGAAAACA T T C T CA T AA T T A T AAAGGT T T T T T T AA - CAAAAAGT T C T T T AA
AA T A TGT AC TGGACACCC TGT A T - A TGGT A T TGT CA T T TGGGG - - CACAGTGGAGT A T T T T T CA T A T CCACAAAA T AA T AA T T A TGAAAA T CAA - - C T CA - - - - - - - - - - CA T T ACCAACAC T A T AA TGT - - - - - - - - - - - - - - - - - - - - - - - - - T T T A TGAAAA T A T - - - - A T AA T T A T AAAAAA T T T T T T AA T - - - - - - AC T T T C T AA
ACCA TGAA T CGAAAA T CCAGT T AG - - - - - - - - - CAGCCCGGCG - - CACAGTGGAGT A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - CA T T AC T AAAA T T A T T AAA T AC TGACAA T T T AAGGGCAAC T C T CC - - - - - G - - - - - - - - - - - C TGA T TGT AGAAGA T T T T T AAA - TGGCGTGT T A T A T AA
CCCGAAAAA T - - AAGT C T CAGGAG - - T T T A T C T CCCCCAGT CG - - C T CAGTGGAGT A T T T T T CA T A T ACACGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - T TGC T AAAA TGA T AAAAGAC TGACAA T T T AAGAAAAAA T C T A T T T T A T - - - - - - - - - - - - - T AA T T A - - - - AGA T T T T T T T AGCGA TGT T C T AGA T AA
- - - - T AAAA TGAGCGC T CGGT ACGA T T AC T T T A T T T CACGCCG - - CACAGTGGAGT A T T T T T CA T A T CCACGA - - - AA T AA T T ACGAAAA T CAAC T T T T A - - - - - - - - - - CA T T AC T AAAA T T A T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA T T T T ACAG
CCCAAAAAA T - - ACGT C T CAGGAG - - T T T A T C T CC T CCCGT CG - - C T CAGTGGAGT A T T T T T CA T A T T CA TGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - T TGC T AAAA TGA T AAAGGAC TGACAA T T T AAGAAAAAA T C T A T T T T A T - - - - - - - - - - - - - T AA T T A - - - - AGA T T T T T T T AGCGA TGT T C T AGA T AA
ACA - - - - - - - - - AGA T C T AA T ACGGT T T AA T T T T T T T T CGGCG - - CACAGTGGAGT A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - T CC T AC T A T CA T AAAAGA T T T T T - - - - - - - - - AA T T T T T T A T
CA T A T A TGAA T A - - - - - - - - - - - - - - C T T A T AA T T T CCCAC T A - - CACAGTGGAGT A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A TGT - - - - - - - - - - - T AAA - - - - - - - - - - - - CAA T C TGT CAAA TGG
A - - - - - - - - - - - AAGT C T AGAGAGACC T T A T T A T CGT C T AGCAAACACAGTGGGA T A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T AA T C T T - T AA T CA - - - - AGT T AC T T T - - - - - - AA TGT CC T A T T A
CGT T TGCA T CGA TGA T C T AGGGT C - - T T CGT A T AGGC T TGACA - - CACAGTGGAGT A T T T T T CA T A T CCACGAAACAA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T AA - - - - A T AGT T A T AA - ACAA T TGT T AAG - - - - - - - - - - - A T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGACA T TGGAGT A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T C - - - T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T A T T CAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGA T A T TGGAGT A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T C - - - T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T A T T CAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGACA T TGGAGT A T T T T T CA T A T CCACGAAA T AA T AA T T ACGGAAA T C - - - T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T A T T CAAAAA
GGT AAGAAC T - - TGACCCAGCGCG - - - - - - - - - - - - - - - - - - - GGCACAGTGGAC T A T T T T T CA T A T CCACGAAA T AA T AA T T ACGAAAA T CAAC T C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T - - - - - - - - - - - - - - - - - - - - - - - CA T T A T A T T T CA T AA
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TE: rnd_5_family_9515.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 674bp; fragments: 101; full length: 1 (>=606.6bp)
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co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600

0
10

0
20

0
30

0
40

0
50

0
60

0

TE consensus self dotplot (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_5_family_9515.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1023bp; fragments: 86; full length: 0 (>=920.7bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800

0
20

0
40

0
60

0
80

0

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_5_family_9515
 size: 851bp; fragments: 120; full length: 21 (>=765.9bp)
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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 851 bp



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

TE consensus after TEtrimmer (bp)
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