
Start crop Point End crop Point

MSA length = 5915
TGGAAAA T TGT TGGAGACA T T T T T C T CG - - - - - - - T A T - - - - - - - - - - GC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAGAAA T C T CGT T A T TGA TGCA - GCA T T AGCAGAA TGGGAGAAA T - - - -
T T T T AAC T T T CCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - C T T CAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAC T T T CCCACAAA T T A T AC T T CAAAA T T TGCGAGAAA TGT CA T T T - - AA T T
T T T T A T T T TGGT CAAGT T A T AGT AGA T T TGA T CC T CA T A T A T T T C T CCGCAAAA T AA T AAAAAC T T CAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAAAAA T AAAAACA T T T T AA T TGA T T T T AA T T AAA T CAAAACAC T A - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAG - AA T AGGT T AAA T T A T T C T CGCACGT T T T T T AA T TGC T T - - - - - - C - - - -
T T T AAGT T TGGGT AAGA T C T A T T A T T T C T AA T T T T T A T A T AA T T ACCCA T AAA - - - - - - AAAAC T T CA T T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAACAACGAACCCACGAC TGC T CGCAAAAAGACGA - - - - - - - - - - - - - -
T TGAGGT T A TGT CA TGT T A TGT CA T T CGCAA T T T T T A T - - - - - - - - - - GCAAA - - - - - - AAAAC T T CAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAC T ACAGGT T A T A T AAAGCA TGCAAACA T T TGAAAGGTGCAAAAAAC - - - -
AGT AGT C TGTGT T A TGA T - T AC T A T A T T T AA T T T T - - - GT A T T T A T CCGAGAAA T T AAA T A T AC TGCAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAA - - - - - GAAAA T A T T A T T A T T T A T TGT AGACAAAACA T A T T AA T AACAA T T
T T T TGAC T T T T CCAAA T T A T AC T T CAAAGAA T T T T T A T AC T T T CA T T CGCAGAA T T AAAAAAAC T T CAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T TGT ACA T A TGT AAGACAGT A T CCA T T T - - - - - - - - - - - - - - - - - - - AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGGAGAAGAAGAAGAAC T A T T T T A T T TGT AGA T T T T T C T TGCAGTGCAGTGGCGAAAACAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAC T T TGT AA T T AA T AA T CAAACA T CC T CAGACCC T CAGACAAAAAA T T
C T T AA T T C T T TGT AAAA T AAAA T AAAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAAAAC T T CAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGGAGAAGGAGGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A T AA TGACAACAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAGA T ACAC T A T AGC T ACAAA T TGC T T T AAAA T CA T CAAAA T CGT - - - -
CCAAAACGT TGGAAGAA T A T A - - - - - - - - - - - - - - - GT A T A T A T A T CC - - - - - AC T T AGT CAAC T T CAA T T T T T T T CGGTGC T TGTGACA T TGT CA T T T T - - - - - - - - - - GC TGGCGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_3724.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 5915bp; fragments: 1030; full length: 24 (>=5323.5bp)
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No TE domain detected

After TEtrimmer 5915 bp
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TE: rnd_4_family_3724.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 6218bp; fragments: 1030; full length: 23 (>=5596.2bp)
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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_3724

 size: 1335bp; fragments: 1039; full length: 151 (>=1201.5bp)
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No TE domain detected

Before TEtrimmer 1335 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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