
Start crop Point End crop Point

MSA length = 5791
T AG - - GGACA T AC TGC - - - - GTGT A TGT CAAAAAA T TGA T A T CCCAA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T T - C T CA TGT CAC TGGT TGA T T CGAGAGC T A T T CGC - - - - - -
CAGC T AAAAGAAGCA T T T T CA T ACA T CCCAAAA T A T T AAAA - - - - - - T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A TGAA - - - AAAAAAA T T AA T TG - T T TGAGAACCAC T TGA T C T T T T
GGGT TGGAAA T TGCA T - - - - A TGT C TGGTGAAACACC TGAA - C T ACCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A - - - T T AAAAA T A T T - - - - - T T T T AGCAAA T T A T TGT TGGCA T
AGA T - AAA TGT T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T T TGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - GAGAGAACC TGGT ACAGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T AA T A T T AAAAAAA T T AAGC T ACA T AGT AAA T C T C T ACC T A T - -
A - - - - - - - - AC TGT AC - - - - T AA TGCAAC T AA T AA T CA T AA T A T AGA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAGA T - TGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T ACAA T TGGAAA - - - - - - - - - - T TGGGCAGCA T A T T C TGCAGA T
AAA - - AAAAGT A T CAA T T T AAA T T AAAA T T AAAGAA T AAAA - T ACCGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A TGA T - - CAAAAAAAACGGCGT AGACGA T CAA TGACA T T T CCCA T
CA - - - AAGGGAAA T AC T T T AAGAGA T AGACGAAAAC T AA T A T A T T T T T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGAC - - - - - - - - - - - - AAAAACA TGA TGG - - - TGAAAACCGCACGT CGA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACA - T A TGGT A T T TGACA T A T T A T T C T A T T CCAAAGAC T AAAAGA T A T AC
T AA - - AAGAACAA T TGT C T AGAGT A T T T TGGAGT AA TGAAAAA T CAA T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T A T AAACAAAAAAAC TGGAAG - CGGT AGAAA TGGA TGCC T A T AG
CA - T T AAAAGCAA T CA - - - - AAAGA T AAAAAA - - - - - - - - - - CGC TGA T AAGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAC T A T CA - - - - - - CAA TGT TGA T C T - AA T AACAA T T TGACGT T T A T AC
T AA - - GAA T T T AGT AA T T T AAAA TGT C T T T T AGA T ACAGT A - GT AGGT A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGAAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAGT A T T AAA T T T T AAA TGGGGT T TG - T T T AACAGT T AAAAAA T T A T A T
T A - T CAAA T ACAA T AA - - - - AA T T A TGAGCAA T CA T T AA T T T CAC T A T A T TGT CAAGAC T T AAA T AGA TGT CAAC T TGGGT T T AGA T CAAA T TGGGGAAA - - - - - - - - - - GAGAGAACC TGGT A T AGCGAACC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T A T - - - - T T AA T A T T A TGTG - T A T AAAAAA T A TGTGC - - - T A T
ACAGT AAAAA T AGCAA - - - AAAC TGCCACAAAAGAA T - - - - - T T C T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGAACC TGGT A T AGCGACCC T AGCAAACAACCCCCAGC T AGGT CGCGACAA T A T T T T - - - AAAAA T AA T T T CAGAAACAGAGT A T AGAA T T T CC T AA
GA T T T - - - - ACCGT A T - - - - A TGGA T CA T T AA T A T T TGGC T - GCA T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAGCA T A - - - T T AGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAC - - AA T T CAAGT AC - - - - - - - - - - - - - - - AACAC T AACA T A T CA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_852.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 5791bp; fragments: 2792; full length: 1 (>=5211.9bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5791 bp
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TE: ltr_1_family_852.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6096bp; fragments: 2859; full length: 1 (>=5486.4bp)
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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 1000 2000 3000 4000 5000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_852
 size: 4782bp; fragments: 592; full length: 7 (>=4303.8bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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