
Start crop Point End crop Point

MSA length = 970
T T T T C TGT T T T T AAAGT A T AA T AAA TGC T T A TGAGC T T ACAA T T AACACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACA T CGA TGGCAACA T - - - - - - - - - - CGACCCAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T T CC T A - T T AACACCAAA TGACAGACG - - - - - - - - - - - - - - - - - - - - - GCGACGGC
A T T T TGCA T C T T AAAACGT AACAAA T AA T T AAGAGTGTGCAAAGACGA T CGAGAGTGCGACA T CGAACC T AAACA TGA TGT T CAACA T CGA TGGCAACA T - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA TGGCACA T CCC T A T CGAGAAGCA TGC T C TGAGGCGGCC T T AAAAGT AGGAAA - - - GCAAAAAA
T C T CGGAC TGGT AA TGT A T AACGAAC T C T TGAA - - - - - - - - - - - GGCCAG - - - - - - - - - - - - - - - - - GC T AACA T T C T CAC T CAACA T CGA TGACAACA T - - - - - - - - - - CGAC T CAACA T AGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCC T AC TGCAGT A T ACAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CC T C T C T T T CC - - - - - - - - - - - - - - T T A T C T AAGGT T T A TGGT T T T A TGGT AGAA TGCGACA T CGAACC T A - - - - - - - - - - - - - - - - - - - - - - - - AACA T - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACGT CCC T AGT T T A TGGTGAG - T A TGAGTGT CA T T T AAAA T T AAACAAC T T - - - - - AGA
T T T T T T C T T C - - - - - - - - - - - - - - - - T A T T T AAAGA T CCGGA T - - - - CAGT AGAA TGCGACA T CGAACC T AAACACGA TGT T CAACA T CGA TGGT AACA T - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACGT CCC T ACGT A T CAGTGAGCCGGACA T C T C T A T TGACA T T T AACA T C T - - - - - - - - -
- - - - - - - - - - - - AGAGT A T AACAAAC T A T CAAAGGT T T A - - - - - - - - AAC T AGGA TGCGACA T CGAACC T AAACA TGA TGT T CAACA T CGA TGGCAACA T - - - - - - - - - - CGACCCAACA T CGA TGT T T T TGT AACA T CGA T AAA T A T CGCACA T CCC T AGT T T AAAC T AGAC T A TGAAAAAA T T T CAGT T T T AGA T AA T TGACAAA T AA
C T T T T A - - - C T CAAAGT A T A - - AAA T T A T T AA - - - - - CA T AAGT AAAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA TGGCACA T CCC T A T CGAGAAGCA TGC T C TGAGGCGGCC T T AAAAGT AGGAAA - - - GCAAAGA T
CC T C T C T T T CC - - - - - - - - - - - - - - T T A T C T AAGGT T T A TGGT T T T A TGGT AGAA TGCGACA T CGAACC T AAACA TGA TGT T CAACA T CGA TGGT AACA T - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACGT CCC T AGT T T A TGG - - - - - - - TGAGTGT CA T T T AAAA T T AAACAAC T T - - - - - AGA
CC T C T C T T T CC - - - - - - - - - - - - - - T T A T C T AAGGT T T A TGGT T T T A TGGT AGAA TGCGACA T CGAACC T AAACA TGA TGT T CAACA T CGA TGGT AACA T - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACGT CCC T AGT T T A TGG - - - - - - - TGAGTGT CA T T T AAAA T T AAACAAC T T - - - - - AGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACA T CGA TGT T T T TGT AACA T CGA T AAACA T CACACA T CCC T ACCC T T A TGT AA T TGA TGGACGCC T CC T T AA T T T AA TGT ACGTGT AGAAGT
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TE: rnd_4_family_2263.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_ce.fa_gs.fa_bc.fa
 size: 970bp; fragments: 751; full length: 11 (>=873bp)
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TE: rnd_4_family_2263.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: 1272bp; fragments: 709; full length: 0 (>=1144.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_2263

 size: 969bp; fragments: 763; full length: 10 (>=872.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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