
Start crop Point End crop Point

MSA length = 345
CCGT T CAGGGAA T C T TGT ACGGAGAGA T CCAAAA TGA T TGT CAG - T T T T AGGTGT AA TGC T AGT T CGCC T CC T CGTGGTGCACAC TGGA T AGCGT C T A T A - - - - - - - - - - TGA TGT AA TGCCA T ACGA T A T A T AAA T AAA - - - - - - - - - - GA T - - - - - - - - - - - - AGTGA T TGGT ACCGA TGGAAAAACAAA T A T CGT T CACA TGACA T A
CCGCCAC TGGA T A T T T AAA TGT CAA T A T T T CCGC T A TGGG - - - - - - - - - - - GTGT AA TGC T AGT T CGCC T CC T TGCGGTGCACCC TGGA T AGCGT C T A - - - - - - - - - - - - TGA T A T AA TGT T A T ACAA T AAA T AAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCAGT A T T ACCA - - - - - - - - - - - - - - - - - - - - - -
T T ACC TGTGAAAAGT T A T T CA T T T A T C T CGA T AA T T CGCA T T T T - T T C T A - GTGT AA TGC T AGT CCGCC T CC T TGCCGTGCACCC TGGA T AGCC TGT A - - - - - - - - - - - - TGA TGT AA TGCCA T ACGA T AAA T AAA T AAA T T TGT T A TGT TGT T AA T T A TGGA T AAGTGA T TGGT ACCGA TGGAAAAACAAA T A T CGT T CACA TGACA T A
ACGT T T ACGCA T T CGT C T T TGACCGTGC T T T AAC TGT C T A - - - - - - - T TGGGTGT AA TGC T AGT T CACC T CC T TGCGGT ACACCC TGGA T AGCGT C T A - - - - - - - - - - - - TGA TGT AA TGCCA T AAGA T AAA T AAA T AA T AA T A - A T T A - - - - - - - - - - - - - - - - AACA T T T CA T A T CGACA TGAGCAC T A T T - - - - - - - - - - - - - - - - -
T T AGTGGTGAA T T T T T AGT TGGCAACA T TG - - - - - - - - - - T CA T T T CGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGT AA TGGCA T ACGA T AAAAA T AAGCAAAAC T AA T - - GA T CAA T AA TGT A T AAC T C T CC T T CACAAGAAGCAACACAAGT - - - - T T T ACA TGACA T A
CCGT T T T TGA T T T T T CA T A T - - - - - - - T T T AA T A T AGTGG - - - - - - - - - - - T T T T AA TGT T AGT T CGCC T CC T CGCGGTGCACCC TGGA T AGCGT C T A T A - - - - - - - - - - TGA TGT AA TGCCA T AAGA T AAA T AAA T AAA T AAA T A T T A - - - - - - A T AA TGT A T - T AC T T A T T T T T CCGAAGCAACCACAAA - C T TG - - - - - - - - - - - - -
T T AGTGGTGAA T T T T T AGT TGGCAACA T TG - - - - - - - - - - T CA T T T CGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGT AA TGGCA T ACGA T AAAAA T AAGCAAAAC T AA T - - GA T CAA T AA TGT A T AAC T C T CC T T CACAAGAAGCAACACAAGT - - - - T T T ACA TGACA T A
ACA T CAAGGGA T T TGT T AA T CA T T A T AACA TGA T T T T AGT - - - - - T T C TGGGTGT AACGC T AGT T CGCC T CC T CGCGGTGCACCC TGGA T AGCGT C T A - - - - - - - - - - - - TGA TGT AA TGCCA T ACGA T AAA T AAA T AAA T AA T - - - - - - - - - - - - - - - - - - - - AAA T T C TGCCGGAGAGTGACGACACGAA T - - - - - - - - - - - - - T A TG
- - - - - - - - - - - - - - - - - - - - AGAAA T A T T A T AAA T C TGGG - - - - - - - - - - - GTGT AA TGC T AGT T CGCC T CC T CGCAGTGCACCC TGGA T AGCGT C T A T A - - - - - - - - - - T AA TGCAA TGT CA T ACGA T AAA T AA T T A T A T A T CCAA T A TGA T CAACAAGA TGC - AA T CC T T T T T CCCAA T ACACA T A T AAA - A T CGT T CAGA T - - CAGA
- - - - - - - - - - - - - - - - - - - - AAAAAAA T CAACAA T T AGT A - T A T T C T T T A - - - - - - - - - - - - - - - - - - - - - - T CGCGGTGCACCC TGGA T AGCGT C T A T A - - - - - - - - - - TGA TGT AA TGCCA T A TGA T AAA T AAA T AAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAC TGT T TGAGA T AAAAA T - - - - - - - - - - - - - - - - -
T TGGT T T TGC T T T T T TGAAGGA T T A T AC T A T T AAA T T A T A - - - - - - - T TGGGTGT AA TGC T AGT T CGCC T T C T TGCGGTGCACCC TGGA T TGCGT T T A - - - - - - - - - - - - T T A TGT AA TGCCA T ACGA T AAA T AAA T AAA - - - - T AA T AC - - - - - - - - - - - - - - - GA T TGT TGT CAGT A T T A T A T A T ACCA T - - - - - - T CGCAGGG - - - -
T CA T T T A T A T T T T T T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGGGTGT AA TGC T AGT T CGCC T CC T CGCGGTGCA T CC TGGA T AGCGCC T A T A - - - - - - - - - - TGA TGT AA TGCCA T ACGA T AAA T AAA T ACGGGACCGA T A TGAACAGT AA T ACA - - AAC T T T A T T T T A TGGAACAGACA T ACA - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - GAAAAC T CCGT AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T C T ACA - - - - - - - - - - TGA T A T AA TGCCA T ACGA T AAA T AAA T AAA T AAA - - - - - - - - - - - - - - - - - - - - AA T C T AC T TGT AAGGT TGT C T AAA T AAA T - - - - - - - - - - - - - - A T A
- - - - - - - - - - - - - - - - - - - - GAGAAAAGCAAAAA T A TGAA - CA T - T CC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGT AA TGCCA TGTGA T CAA T AAA T AAA - - - - T AA T A T - - - - - - - - - - - - - - - TGT T T A TGACAA T TGT A T TGA T A T AAA - - - - - - - - - - - - - - - - CA
C TGCGAACGGT CAC T C T ACGAGAACAGT CGT AGGT T TGT C - - A T T T A T T A - A TGT AA TGC T AC T T CGCGT C T T CACGA TGCACCC TGGA T AGTGT C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCA T T T T T T AAAA T T A T A T AGA - - - - - - - - - GT C T CA T - - - - - -
CCCCC T T T AGT T T A T TGA T T AA T AAAC T CGT AC T T C T T T ACCA T CCA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGT AA TGCCA T ACGA T AAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - GT C T - GA T T TGGC T CAA TGGT C T AAAAGT TGG - A T CG - - - - - - - - - T A T A
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TE: rnd_5_family_108.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 345bp; fragments: 105; full length: 12 (>=310.5bp)
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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 345 bp
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TE: rnd_5_family_108.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: 649bp; fragments: 80; full length: 0 (>=584.1bp)

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

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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_108

 size: 319bp; fragments: 125; full length: 15 (>=287.1bp)
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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 319 bp



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

TE consensus after TEtrimmer (bp)
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