
Start crop Point End crop Point

MSA length = 5492
TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACA - - - - - - - - - - TGT CA - - - AC T AAAAGT T CGAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T AGAAAA T AA T TGAGA T AGA TGCAGCGCC T C T ACGT AACAA T A T AAA
- - - - A T AAAA T C T AGTGTGCGC T A T AA T TGGCGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGGAA TGT T A T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAA T T C TGAA T CA T T C T ACA T ACAAA TGGT C T T TGACAA T AAGC T T A T T AA T T AACGT T CGGGT T T A
TGAAA T AAACCCGAACGT T AA T T A T T A T TGT CAAAGACA T A T AACAA T CGT T T C T T TGAA TGTGGT AGACAA TGA T T CAGAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAA T AACA T T CCA T - - - - - - - - - - - - - - A T T T T CGCCAA T T AGA T T A T T AGCGCACAC T AGA T T T T A
T T - - - - - - - - - - - - - - - - - - - - - - - CC T CCA T AACAA T - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - T T T AA T T A T AAA T AGA T AC T AAAAGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T C T C T T CACA TGCA T A T T - - - - - - - - - - - - - - - - - - - - -
AG - - GACAAA T C TGA T A T T A T T C T AAA TGCAAGAAAA T - - - - - - - - GAAA T T T C T T TGAA TGTGGT AGACAA TGA T T CAGAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGA T A T T T A T T ACAGA T A TGGCGC TGTGAAA T T A T A T T TGT T A
C T T AAGTGGT T CCAA T TGGT T A T T T T T T T CAGT AGGA T A T - - - - - - GA T T - - - - - - - - - - - - T A T T T TGCA T T AAGAAAA T T T TGA T AC T AAAAGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - A T AAA T A T T T CGGC T AA T AA TGGGACC T A T ACC T AAACC T T T C T T
T C T AA T AGGT T AAAAGAAAAA T T T TGT TGT AAAAAAA T A T AA T CGAAACGT T T C T T TGAA TGTGGT AGACAA TGA T T CAGAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAA T T T CAAA T AA T T CCGCA T A - - AAA T TGT T TGGCGAGT AA T A T T T C TGT CGC T AA T T T A T T CC T A
AC T CACCAAA T C T AGGAA T AAA T T - - AGCGACAGAAACA T AAAACAAAGA - - - - - - - - - - AGGAAGA T A T AGT AAA T AGAAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAA T T C TGAA T CA T T C T ACA T A - - - - - - - - - - - - - - - AGAAACGT - - - - - - - - - - - - T T AA T T T CGA
- - - - - - - - - - - - - - - - - - - - - - - - - ACC T TGTGAGAA T - - - - - - - - - - - A T T T C T T TGAA TGTGGT AGACAA TGA T T CAGAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAAC T TGTGAGAA T A - - - - - - - AGCA T T T T T T T TGT CAGT TGGACCGT T T ACAAAAAA T AAC T T T T T
- - T AC T T CA T CC T T TGGTGA TGT C - - - - - - - - AAAAA T ACAAAACACA TGT T T C T T TGAA TGTGGT AGACAA TGA T T CAGAA T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAAGT C T AAGGC T A T A T T T A TGAAAGA T AGA T T AACCAGA T AC - - - - - - - - - - - - - - - - - A T TGA T T
AA T AA T T AAGT C TGTGGT CAAA T T T T AAA T AAAAAAACGT AAAACAAA TG - - - - - - - - AGT A T AAAA T ACA T AGCC T T AGA T T TGA T AC T AAAAGAA T T T - - - - - - - - - - AAAGACAA TGGAAGT CCGAAA T T C T T T T AGT A T CAA T T C TGAA T CA T T C T ACA T A - - - - - - - - - - - - - - - AGAAAC - - - - - - - - - - - - - - - - - A TGAC T A
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TE: rnd_4_family_2225.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: 5492bp; fragments: 32811; full length: 0 (>=4942.8bp)
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After TEtrimmer 5492 bp
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TE: rnd_4_family_2225.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: 5794bp; fragments: 32714; full length: 0 (>=5214.6bp)
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TE: rnd_4_family_2225
 size: 1553bp; fragments: 10883; full length: 282 (>=1397.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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