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MSA length = 1079
GT A T A T CA T A T CA TGA T T T - - - C T AGAAGT T T TGTGGT CC T T AGT A T A T T CAGAGAA T ACGT AGAAA T CAGAA T T - - CAC T T A T AAGA T T T T CA T TGT CA - - - - - - - - - - A TGAAAA T T ACCGACGT T AAGTGAAA T T T C TGA T T TGT ACGT A T T C TGTGGT AA T A T TGAA TGGT TGT CAGT AA T T A T TGA T T T T AAGA T T T A TGT CGA -
AAA TGAAACA T AGCGCGT CA T T T AGGAAGGT CAA T ACCCAGT AACAA T AACACAGAA T ACGT ACAAA T CAGAAGT T T CAC T T A T AGGA T T T T CC T TGT CA - - - - - - - - - - A TGAAAAGT ACCGACGT T AAGT AAAA T T T C TGA T T T A T ACGT A T TGTGTGA T AA T AC - - CGT AA T TGAGGGT T AAGA T T T T - - - - - - - A T A T C T T T CAA T
- - - T AAGA T T T T CCGA T T CA T T T AGT AAAC T T AAAA T CACACAGT A T T ACCACAGAGT ACGT ACAAA T CAGAAGT TGCAC T T A TGGGA T T T T CC T TGT CA - - - - - - - - - - A TGAGAAGT ACCGACGT T AAGT AAGA T T T C TGA T T TGT ACGT A T T C TGTGGT AGTGA T C TGCAAA TGT A T T TGA T A T TGT CC T AAAAGGT CCA T T CCAC T
A T CAGT CA T A T T AAGCC T C - - - T TGTGCA TGT AC T CC T T CA T AGT T A T AGCACAGAA T T T A T ACAAA T CAGAAGT T T CAC T T T CAGGA T T T T CC T TGT CA - - - - - - - - - - A TGAAAAGT ACCGACGT T AAGTGAAA T T T C TGA T T TGT ACGT A T T C TGTGA T T ACAGT T A T ACAC TGA TGACAA T A T AGTGGGA T AAGCCC - - - GT CGA T
- - - - - - - - - - - - - - GGT CAA T T T TGCAA T T T T TG - - - - GT T A TGC T A T ACCACAGAA T ACGT ACAAA T CAGAAGT T T CAC T T A T AGGA T T T T CC T TGT CA - - - - - - - - - - A TGAAAA T - - - - - - - - - - - AGT AAAA T T T C TGA T T TGT ACC T AC T C T A TGGC T A T ACCAAGAAA T TGCAAGCAGT AC - - - - - - - - - - - A T T T AGT T CGA T
- TGGAGGC TGCCGTGGT T C - - - T CACC T A TGT TGT CGC T T AGAC T T T AAGCACAGAA T A TGT ACAAA T CAGAAGA T T AAC T T A T AGGA T T T T CC T T A T CA - - - - - - - - - - A TGAAAAGT ACCGAAGT T AAGTGAAA T T T C TGA T T TGT ACGT A T T C TGTGC T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCGAAC T T T A T
- - - T AGA T TGT C T TGGCC T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAA T A TGT ACAAA T CAGAAGT T T CAC T T A T AGGA T T T T CCC TGT AA - - - - - - - - - - A TGAAAAGT ACCGACGT T AAGTGAAA T T T C TGA T T TGT ACGT A T T C TGGGC T - - - - - - - - GT T A T T A TGT T CGCCCACC T T T C T T - - - A T C T AGT C TGGT
A TGCGGAA TGC T A TGAACAA T T T AAGAAA T T CAG - - - - CCAA TGAA T T ACCACAGAA T ACGT ACAAA T CGGAAGT T T T AC T T A T AGGA T T T T CC T TGT CA - - - - - - - - - - A TGAAAAGT ACCGACGT T AAGTGAAA T T T C TGA T T TGT ACGT A T T C TGTGG - - - - - - - - - - - AAC T AC T TGTGGT A T A T T T T CC - - - - A T A T A TGCCGCA
- AGC TGAACAGT T T TGC T CA TGT AGCAAAC TGGCCAAAGGACAC T A T T AGCACAGAA T ACGT ACAAA T CAGAA T T T T CAC T T A T AGGA T T T T CC T T A T CA - - - - - - - - - - A TGAAAAGT ACCGACGT T AAA TGAAA T T T C TGA T T TGT ACGT A T T C TGTGC T CA T A T TGAGCCAGCA T AAA TGA T AAA T T A T TGT - - - - - - - - - - - - - - -
A T A T A T AGT A T AG - - - - - - - - - - CA T AAACGT AA T T T T T TGT T A T T T T - - CACAGAA T A TGT ACAAA T CAGAAGT T T T AC T T A T AGGA T T T T CC T TGT CA - - - - - - - - - - ACGA T AAAACAC T T CC T CAAA T CA T A T T T - T AA T T CGT A T A T A T T T TGT CC T AA T AGC T C T ACACCAC T AGCAAAGT - - - - - - - - AGGACCGAAGT CGAA
- GGTGGT A T T CACCGACCA T T A T T AACAA T TGAACCGT T T AAGA TGGCAACCAGCACCACGT AGAAA T AAAAAGT T T CAC T T A TGGGA T T T T AA T T A T CA - - - - - - - - - - C TGAAAAGT ACCGACA T T AAGTGAAA T T T C TGA T T TGT ACGT A T T C TGTGC T AAGAC T TGAAGA T TGCGAC T CA TGACA T AGT CC - - - A T AAAC T ACAA T
A T A T AA T A T T T T AAGT T CA - - - - AACGAGT T A T A - - - - T CA T AGT AGT A T CACAGAA T ACGT ACAAA T CAGAAC T - - - - C T T A TGGGA T T T T CC T TGT CA - - - - - - - - - - A TGAAAAGT ACCGACA T T AAGTGAAA - T T C TGA T T T C T ACGT A T T C TGTGGT AGT A T T T A T T AA T T ACAA T T AAAAC T T T T T C T T AAGACAAACACCAAA
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TE: rnd_4_family_2857.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: 1079bp; fragments: 944; full length: 25 (>=971.1bp)
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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 1079 bp
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TE: rnd_4_family_2857.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: 1379bp; fragments: 914; full length: 0 (>=1241.1bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_2857

 size: 1019bp; fragments: 1122; full length: 1 (>=917.1bp)
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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

Before TEtrimmer 1019 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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