
Start crop Point End crop Point

MSA length = 1568
- - - - T T T T T AAGT CAGC T T A T T T T T - - GGA T T A T T AGTGC T - - - - - AAAA T AAAC T T A T TGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - A T T C T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T TGAAAA - - - - - - - A T T AGAAGT T A T AC T AAAAA T T T T T - - - - T T T TGA T T T T T T T AA
T T - - - - - - - - AAAAACAA T A T T CCC T AGCACCA T AAAA T T T T - AGT T T T A T AAAC T AA T CGAAAAAAGT T AAGAA T A T T C TGT T T T CGC T AGGAAGAAAA - - - - - - - - - - T T T C T T CAAAGCGAAAACACAA T A T CC T T AAC T T T T T T AGA T T AGT T T A T A T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A TGA T C T T T T AAG
AA - - - - - - T AAAAAAAAA T AA T AAA T AAAAA T AAGAAAAC T T A T T A T AAAAAAAA T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - T T T T T T - - - - - - - - - C T T T T A T T - - AA T T T AAAAA T TGT T - TGAGAAA T AAAC T AA T CGAAAAAAGT T AAGGGT A T T T TGT T T T CCC T AGAAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGT - AAAAA T CAAGAAA T T - - - AAAA T A T - - - - - - GAAAAA T T T AAAA
T A - - - - - - TGCCAAGAAA T AACAC T T - AAA T T AACAAA T T - - - T T CAGCA T AAA T T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T AGC T AGGAAGAA T T - - - - - - - - - - T T T C T T C T T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T CAGT T AGT A TGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T T T T T CCAAGAACAAA T A T T T T TGAGT A T T AGAA T T T C - - - - - - - AAA T AAAC T AA T CGAAAAAA - - - - - - - A T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - T T T C T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T T T T A T - A T T AC T T T T T TGAC T TGT CAAC TGT - C T TGT CAAAAGTGTGTGG
- - A T TGC T CGAGAC TGT A T AA TGAC - AGAAC T CAAGAAAG - - - A T AGA T C T AAAC T AA T CGAAAAAAGT T AAGGACA T TGTGT T T T AGC T AGGAAGAAAA - - - - - - - - - - TGT C T T C T T AGCGAAAACACAA T A T CC T T AAC T T T T T T CAA T CAGT T T A T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CA T C T AGT AC T T C T AA
- - - - - - - - - - ACAAAACGT C T T T C T - - GAGGT CGAAGC T T - - - AAGAGT C T AAAC T AA T CGAGAAAAGT T AAGGA T A T TGTGT T T T CGC T AAGAAGAACA - - - - - - - - - - T T T T T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T T ACA - - AC T AA T TGTGCAAAACAAAA T AC T T T AA T T CCAA T AACGCA T AA
CA - - - - - - - - - T A T AA T A TGT T A T T - - AGGA T TGAA T C - - - - - - - - A T T A T AAGC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T TGGC T AAGAAGAAAA - - - - - - - - - - T T T C T T CC T AGC T AAAACACAA T A T AC T T AAC T T T T T T CGA T T AGT T T A T A TGCA - AGCA T AAA T ACAAC - AA T AGAGCA T CGT T T T T CGACAC T T T AGC
GA T T A T T T T AA T AGAACA T A T T AGGT - GAAGT T T AA T T T T T T - - - - A T T T T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - T T T C T T CC T AGCGAAAA T ACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T T T AA T T AA T AAA T A T TGA T T TGAGGGAA T A T T A T T T T T AAGAA T T TGTGA
T C T C T T T C T A T A T AAAAA T CACA T C - - GA T C TGT TGGGT C T T AGCGT T T A T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T A T AGC T AGGAAGAAAA - - - - - - - - - - T T T T T T C T T AGCGAAAACA T AA T A T CC T T AAC T T T T T T CGA T CAGT T T A T T C T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A - - - - - - - - - AGAAA T A TGT T ACC TGAGT T T A T AAGT TGC T - A T AGAAA T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T AGC T AGGAAGAAAA - - - - - - - - - - T T T C T T C T T AGCGAAAGCACAA T A T CC T T AAC T T T T T T CAAGCAGT T T A T T A T T T - AAACGT CACAAAA T A TGA T TGACA T - A T T TGTGA T TGAC T T T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T TGAA T T T TGT - T TGCAAA T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - T T T C T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T A T CAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - T T CA T CAA T AAGT AA T T C T T T T - - GAA T CAGAGA TGT - - - - - - - - T A T AAAC T AA T CGAAA T AAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - T T T C T T CC T AGCGAAAACACGA T A T CC T T AAC T T T T T T CGA T T AGT T T A T A TGCC - A TGAAACA T CAGA T T AA TGAGA T T T - C T T T T T T AACA T T T AAAA
- - - - - - - - - - AAAAAA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T AGC T AGGAAAA T AA - - - - - - - - - - T TGT T T C T T AGCGAAAACAC - - AA T CC T T AAC T T T T T T CGA T CAGT T T ACA T - - - - AAGAAAA T TGAC T T CAAAAAAAGGT - AC T - - - AAAA T T C T C T CC
T A - - - - - - - - AAGGCAAACA T T T C T T - - - - - - - - - - - - - - - - - T A T CAAA T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - T T T C T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T A T T C TGAA T ACA T AAA T AA T T AACAACGC T C T A T TGT CAACAGCCCAAAG
- - - T T T T T T AACA T ACAA T A T T A T T - - CAAA T TGAAA T C T T T - CAAAA T A T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AAGAAGAAAA - - - - - - - - - - T T T T T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T C T AC - - A T AA T A T A T AAAA T T T AAAAAGT T T T A T T T T A T AA T A TGT A TGG
- - - C T T C T - - - - AAAAAA T A T T T C T A - C TGGT AAAAA TGT C - - - - - - AAA T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T AGA T AGGAAGAAAA - - - - - - - - - - T T T C T T C T T AGCGAAAAC T CAA T A T T C T T AAC T T T T T T CGA T CAGT T T A - - - - - - - AC T TGAC T C T A T AC T T T T ACCGT T T - - - - - - - - - - - - - - - - - - -
GA - T T T T T - - - - - - - - - A T T T TGT T - - ACA T T A T AA T T - - - - - - - - - A T A T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAA T - - - - - - - - - - T T T C T T AC T AGAGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AA T T T A T T T AA - - AAAAAAA T TGT AA T T T AGAA T A TGT - - - - - - T AGA TGCC T TGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T T C T AGT T T C T T - AGT AAAC T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T AGC T AGGAAGAAAA - - - - - - - - - - GT T C T T C T T AGCGAAAACACAA T A T CC T T AAC T T T T T T CAA T CAGT T T AGT T T C T T AA T AAACAC T AAAA TGAAAA T TGA T - - - - T T T T CACA T T T CAAA
T - - - - - - - - - - - - - - GT A T A T T AGT - - - - - - - - - - - - - - - - - - CAA T A T A T AAA T T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T AGC T AGGAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T - T T T T T C T ACC T CAGAGCA T CACC - - GGGT T A T T AGC T C T AA T C T T AAA T AAAC T AA T CGAGAAAAGT T AAGGA T A T TGTGT T T T AGC TGGGAAGAAAA - - - - - - - - - - T T T C T T C T T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T CAGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CG - T T CGGT - GCGGAA T AAGGT - - - T - - - GA T A T AAGT C T T T AA T TGT T T T AAAC T AA T CAAAAAAAGT T AAGAA T A T TGTGT T T T AGAAAGT AAGAAAA - - - - - - - - - - T T T C T T T T T AGCGAAAA T ACAACA T CC T T AAC T T T T T T CGA T CAGT T T A T T T T TG - - - - - - - - - - - - - - - - AAAAAAGGTG - A T T T T T AACAGC T A T T AA
CA - T T T T T T - - T T CGAAA T C T T ACC - - - - - - - - - - - - - - - - - - - - - T AAA T AAAA T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CGC T AGGAAGAAAA - - - - - - - - - - GT T C T T CC T AGCGAAAACACAA T A T T C T T AAC T T T T T T CGA T T AGT T T A T AAAAC - AGT AAA T A T CGAAGT - - - - - - - - - - - A T C TGT T AAAA TGT ACAA
GT - T CCCC T A T CAGAA T A T T T T AAC - - AC T C T T T CAGTGT T T AC T T T T CA T AAGC T AA T CGAAAAAAGT T AACGA T A T TGTGT T T T AGC T AGGAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAA T AA T T T A T T AAACAAA T T AAAAA T - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - AGAAGAAA TGT T A - - - - GAGCCAAAAA TGGTG - AACGAAC T AAAC T AA T CGA T AAAAGT T AAGGA T A T TGTGT T T T AGC T AGGAAGAACA - - - - - - - - - - T T T C T T C T T AGCGAAAACACCA T A T CC T T AAC T A T T T T C T A T T AGT T T A T A TGT A T AGAA T AGA T AACC T AGGC TGCAAA T - AA T T T T AAAACGT T A T AA
T A - C T T T T - - - CAAAA T T T T T T ACG - - - - - - - - - - - - - - - - - - AAGAA T A T AAAC T T A T CGAAAAAAGT T AAGGA T A TGGTGT T T T CGC T AGGAAGACAA - - - - - - - - - - T T T C T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T T T T T C - GT CAA T AA T AAAA T T AA TGCAA T CC - - - - - - - - - - - - - - - - - - -
GA T T A T T T T AA T AGAACA T A T T AGGT - GAAGT T T AA T T T T T T - - - - A T T T T AAAC T AA T CGAAAAAAGT T AAGGA T A T TGTGT T T T CCC T AGGAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T A T T A T AA T T ACA T A - AAAA T AACAGT AA - T A T AA T AAC T T AA T A
T A - - - - - - - - GAGAAAGACA T T A T A T - AAA T TGGT A T T T A T TGAC TGA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T CC T AGCGAAAACACAA T A T CC T T AAC T T T T T T CGA T T AGT T T A T AAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA
T - - - T T T T T AGT T CAGT A T CGT T T CAAACA T T A T AAGT AA T T A - - - - - - A T AAAC T AA T - AGAAAAAA T CAAGGA T A T T T TGT T T T AGC T AGCAAGAAAA - - - - - - - - - - T T T C T T C T T AGCGAAAACAAAA T A T CC T T AAC T T T T T T CGA T T AGT T T AACACAG - - - - - - - - - - - - - - - - CAGGA TGT T T - A T T T T T AAAAA T - - - - - -
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TE: rnd_5_family_10180.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 1568bp; fragments: 1376; full length: 44 (>=1411.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1568 bp
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TE: rnd_5_family_10180.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_se.fa

 size: 1868bp; fragments: 1335; full length: 0 (>=1681.2bp)

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

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500

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_10180

 size: 1472bp; fragments: 741; full length: 2 (>=1324.8bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000 1200 1400

0
20

0
40

0
60

0
80

0
10

00
12

00
14

00

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1472 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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