
Start crop Point End crop Point

MSA length = 5148
GA T AAAGA - GCCAACA T C T A T CA TGT TGCAGT A T AAGAAGAGT - - - - - - - CCCCACC T A TGT A T T C T CGGT T TGACGGACCGGTGAGGC T TGTGT AC T T C - - - - - - - - - - GACGGCCCC T T A T TGTGAAAAAAAAA T AGAA T CC T AA T T T ACC T - - - - - - AA T - - - - - - AGAA T A T T AAA T TGTGA T AAAAAA T AA T AAGG - - - - CAAA T
CGGA TGGA T T CAAGT T C T TGA - - AC T TGGAAAGCAGAAAGGT T TGT AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGCCCC T TGT T A TGAAAAAAAAAAAAAAAAA T A TGACA T A T A T AA T T AA - AAA T CAAAACAAA TGT T AAGC T T CC TGT A TGAACA T AA - AAAA TGT A
AACAGGAGT ACAAGTGT T CA - CA T T T T CAAGT AA T CAAA - - - - - - - - - T T CCCCACC T A TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T C - - - - - - - - - - GACGGCCCC T TGT T A TGAAAAAAAAAAAAAAAAAAAGT AA T CAAA - - - T T - - - - - GC TGAGGTGGT TGT CC TGCCCACAA TGCCCGT A T TG - - - - - - - - -
T AAAAAAGTGT AAA TGT A TGT CAGT T T CGGAGA T ACAGGGTGT T A T AA T T CCCCACC T A TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T C - - - - - - - - - - GACGGCCCC T TGT T A TGAAAAAAAAAAAAAAAAAAAA T A T CGA T A T A T T T - - - - - T T TGA T A TGAGAAA T T TGA T T T CGA TGT CAA T A TGG - - - - C T C T T
A T AAAAAA TGT AAA T A T A TGT T AGT T T CGCAGA T ACAGGGTGT CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGACCC T T A T T A TGGAAAAAAAA T AA TGAAA T AAAAGT T ACA - - - - - AA T AAAAA T TGT CGA T AAA T T T A T CA TGGACGT ACA T A TGGAAAAAAAAA
GCCAGCAG - - - AACCGT T CACC T T T T CCGAAGGT AGCAAGTGC - - - - - CACCCCACC T A TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T C - - - - - - - - - - GACGGCCCC T TGT T A TGAAAAAAAAAAAAAAAAAAAAAAAA - - - - - - - - - - - - - - - - - - AAGTGCCCGCCACAGA T TGGT TGGC T CCACGGAGAA T AACA
GA T AAAGA - - - AAA T AC T TGA - - C T T T T AA T AGT T AAAA T AA T T A T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGC T CC T TGT T A TGAAAAAAAAAAAAAAAAA T AAAAAGTGT A T AA T T AA TGAA T T AGT AAGA T CA T T T CGT T T T - - - - - - - - - - - - - - - - - - - - - - -
T AA TGAA T TGCAAA T T T T CA T CAGGGGCGAA TGCC T AAAA T T C - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGCCCC T T - T T A TGAAAAAAAAAAAAAAAAA - - - - - - - - - - - - - - - - - - - ACGCGT CAGCGA TGAC T A TGAAA T AAAGA T CGC TGT CAAA T AGT T CA
T AAAAAAACGCCAGTGTGT AA - - - - T T T CAGTGT AAAAA T CC T T AAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGCCCC T TGT T A TGGGAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - AAACGT AAAC T T CCGT T CCGT A T CAGC T A T A T AC T T T T - - - A TGT AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGCCCC T TGA T A TGGAAAAAAAAAAAAGAGAAAAAAA T A T TGAAA T T T T T - - A T T TGTGAAA T T ACA T AGA T ACCAACGCCAACCCAGAAAA T AAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT ACAGT AA - - - - - - - - - TGCCCCACC T A TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T C - - - - - - - - - - GACGGCCCC T TGT T A TG - - GGAAAAAAAAAAGT ACAGT AA T - - - - - - - - - - - - - - - - - - GGGT CA T AGTGACGT C T T C T AAGCC T A - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGGCCCC T TGT T A TGGAAAAAAAA T AAAAAAA T CA T AGACGTGTGA - - AACAAA T A T T TGCAC T T A T T T AAGAC T CACCC TGT A T A T A T AAAA TGACA
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TE: rnd_4_family_1622.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 5148bp; fragments: 7249; full length: 53 (>=4633.2bp)
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No TE domain detected

After TEtrimmer 5148 bp
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TE: rnd_4_family_1622.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 5472bp; fragments: 7194; full length: 44 (>=4924.8bp)
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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: rnd_4_family_1622
 size: 4098bp; fragments: 8339; full length: 71 (>=3688.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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