
Start crop Point End crop Point

MSA length = 838
AA T T A T AA T T C T CAAACCA TGT T AC T CAA T TGGCAAA T T CGAAAC T T T TGT A T CAAAGAA T T T AACA T A T AAA TGAAAAAAA T A T TGTGT CAGAGT C T CG - - - - - - - - - - A T T AA T AAAGACGA T T T A T T A T T A T T A T T A T T - - - - - AGC TGG - - - - - - - - - GACA T A TGGGT CGAAGGC TGT CGAA T T T AGAACACCC T CCGCAGAC T T
- - - - - - - - - - - - - - - - - CA T T T TGC T AGT TGGGT AAC T - - - AAA TGT T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AGT AAAGACGA T T T A T T A T T A T T A T T A T T AGT AAAA T TGGA - - GT T T - - T T T A T ACACA T T AAAAACAC T T T T T C T CAAACA T T T T C T T T AA T C T AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A T CAAAGAA T T T AACA T A T AAA TGAAAAAACCA T TGTGCCAGAGT C T CG - - - - - - - - - - A T T AA T AAAGACGA T T T A T T A T T A T T A T T A T T A T - - AAGC TGGAGT A T A T TGAACA TGAGAGT T AGAGA TGA T CCGC T ACACAGAA T CCACGAC - - - - - -
AGTGC T ACAGC T CGAGT - - - - - - - - - - - - - AAGCA - - - - - - AAAC T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T T AAAGACGA T T T A T T A T T A T T A T TGT T A T AG - - - T T CGAA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGA T AA T A T T T AA T AA T T T T A T
AA T T T T AA T T C T CAAACCA TGT T AC T CAA T TGGCAAA T T CGAAAC T T T TGT A T CAAAGAA T T T AACA T A T AAA TGAAAAAAACA T TGTGT CAGAA T C T CG - - - - - - - - - - A T T AA T AAAAA TGA T T T T T T A T T A T T A - - - - - - - - - - - - - - - - - - - - - - - A T T AAA T AAAAGAAAGAGT AAGAAAAACGT T AAA T AA T ACGT AAA T A T AG
AA T T T T AA T T C T CAAACCA TGT T AC T CAGT TGGT AAA T T CGAAAC T T T TGT A T CAAAGAA T T T AAGA T A T AAA TGAAAAAAACA T TGTGT CAGAGT C T CG - - - - - - - - - - A T T AA T AAAGACGA T T T A T T A T T A T T AC T A T T A T AAAAGC T TGAA T A T T C T T TGT AAGT T CACAACAAC T AA T C T CACGT AAA T CAAGT CC TGACCA TGT
GGC T T T AA T T A T AGAGACA TGT T A T C T A T AAA T T - - - - - - - A TGT T C T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA T AAAAACGA T T T T T T A T T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CA TGT T A T T A T CAA T AGA T T AA TGAA T T T T C
AGT A T T AAGAC T T AAAGCGT CC T AA T AGAAGAAGGGA T CCGACACA T ACC T C TGAAAGT A T T T AACA T A T AAA TGAAAAAAACA T TGTGT CAGAGT C T C - - - - - - - - - - - A T T AA T AAAGACGA T T T A T T A T T A T T A T T A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - CC T CGAA T T A T T T T AC T CGT T AGAC - - - - - - - GAA T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T C T - - - - - - - - - - A T T AA T AAAGACGA T T T A T T A T T A T T A - - - - T A T AAAAGC T T T AA T A T T T T T T A T CAC T TGTGA T CGA T TGAA T T AA - - T AAA T C T A T T T T T A T T T C T A T
AA T A T T - GT CA T CGAGC - - - - - - - - - - - - - - - - - - - - - - - - AAACACCCA T AACACAAAA T TGAACA T A T AAA TGAGAAAAACA T TGTGT CAGAGT C T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AA T T CA T T T C T AAA T AA T T T T CA T C T C T TG
- - - - - - T AACGT CAA T T - - - - - - - - - - - - - - - - - - - - - T AAAAA T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T T AAAGACGA T T T A T T A T T A T T A - - - T T A T AAGAGT T TGAACA T T T T T CA T ACAAAA TGACAGCGA T T T T CA T T CCCAACCCA T C T C TGACGCCGT
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TE: rnd_4_family_2479.fasta.b.bed_uf.bed_g_3.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: 838bp; fragments: 85; full length: 37 (>=754.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 838 bp
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TE: rnd_4_family_2479.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1156bp; fragments: 71; full length: 0 (>=1040.4bp)
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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_2479

 size: 979bp; fragments: 64; full length: 30 (>=881.1bp)
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No TE domain detected

Before TEtrimmer 979 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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