
Start crop Point End crop Point

MSA length = 2095
GC T A T T T TGAGA T T AGAAGAAGGGT TGGGGTGA T T C T CA T T T AGC TGGGT TGT T ACGGT T T AAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T TGT AAAC T T T T T CACC T AACGGTGACGT T A T AGGGT - - - CAAC T TGT AAC T T A TGC TGAAAAAA T CAC T T T T T T T CA T T AA TGT CCACC
GT - - - - - - - - - - - - - - - - - - - - - - - - GAGT AA - - - T CGA T T T AGACACA T TGT TGCGGT T T AAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAAC T T T T T CACCCAACGGTGACGT T A T AAC T T AGT CGGT AGGCCA T TGACCA TGA T A TGGCCGAGGA T CGTGGT T T AGA T T CCGC
T A T C T CA T CAAGGAGA T CGAAA T A T CAAGA T AA T T C T T ACC T A T ACAA T T TGT T ACGGT T T AAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAC T T CCCA T T A T AAAC T T T T T CACCCAACGGTGACGT T A T AAA T AAGT AAGT CAGTGA T T AGTGT T AAAA T A TGAAGT AAGT T T T A - - - - - - C T C T A T
ACAAGT T TGAAACA T C T T - - - - - - - - AAGCCA - - - - - - - - - - GT T CA T AC TGT T ACGGT T T AAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGT T T A T T - - - - - - - - - - CGAGT T CCCA T T A T AAAC T T T T T CACCCAACGGTGACGT T A T AA - - - AGC - - - - - - - - - - - - - - - - - A T C TGCA T ACGTGCGT CGT T A T - - - - - C TGCCC
GC T A T T T TGAGA T T AGA TGAAGGGT TGGGGTGA T T C T CA T T T AGC TGGGT TGT T ACGGT T T AAAA TGT CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAAC T T T T T CA T C T AACGGTGACGT T A T AGGGT - - - CAAC T TGT AAC T T A TGC TGAAAAAA T CAC - T T T T T T CA T T AA TGT CCACC
A T CGT T T - - - - ACAACACGA TGA TGT AAGAAA TGT CAAA T T TGGTGGGGT TGT T ACGGT T T AAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAAC T T T T T CACCCAACGGTGACGT T ACACGGT - - - ACACGGT T CCACCC T CCAAAGT T AGA T ACGACA T T T CGT T T ACA - - - - - -
GT TGT - - - - - - - - - - - - - - - - - - - - GAAA T AA - - - CGC T T A T AA T AAC T T TGT T ACGGT T CAAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAACGT T T T CACCCAACGGTGACGT T A T AAC T T AGT CGGT T C T T CA T T AGCGCC T AACC T ACCGTGCGT CGCGCCA TGAA T T AAA T
T T T A T A TGAAAGGGT T AC - - - - - - - - - - - - - - - - - C T AA TGCACAAA T T T TGT T ACGGT T CAAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAAC T T T T T CACC - CAAGGTGGCGT T A T AAAC T - - - - - - - - - - - - - - - - - - - - GGCGCCCAAAGTGGGGCC TGGTGGAAAAA T TGT
T CC T C T TGT AAAGACA - - - - - ACACGAGGGCA - - - A T A T T A TGT A T A TGT TGT T ACGGT T T AAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAAC T T T T T CACCGAAAGGTGACGT T A T AA - - - - - - - - - - - - - - - - - - - - - - - TGT AA T A T A TGT ACA T A T A TGT T T AAAC T T T AA
GC TGT T T T T AAAGAAA T T AAAAAAGGAAGAAA - - - - - - - - - - AGGTGGGGTGT T ACGGT T CAAAA T T T CACCGT AAC T T A T T T T AC T T A - T T TGC T T A T T - - - - - - - - - - TGAGT T CCCA T T A T AAAC T T T T T CACC - CAAGGTGGCGT T A - - - - - - - - - T AA T T T A T T T T T CGT T T T A T C T T A T T T A T AGC T T T T TGCACA T A T C T T C T
T CCAC T A T AAAAAGT TGTGA T AAACCAAGT CAA TGT C T C T T T AAGCACC T TGT T ACGGT T CAAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T CACC - CAAGGTGGCGT T A T AACC T A T T T TGT T ACAAA T T - - - - - GT T AGT A T CAAGACA T C T T T A T - - - - - T T C TGT
T T TGGT TGT T AAGGC - - - - - - - - - - - - - - - - - - - - - - - C TGT AAA T A T AC TGT T ACGGT T CAAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAA T A T CAGT A T A T T T CCA - - - - - - - - - - - -
GC TGT T T T T AAAGAAA T - - - AAAAGGAAGAAA - - - - - - - - - - AGGTGGGGTGT T ACGGT T CAAAA T T T CACCGT AAC T T A T T T T AC T T A T T T TGC T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - AAC T T T T T CACC - CAAGGTGGCGT T A T A T - - - - - - T AGT T AA T A T T T AGT AAC T T CGT AAGTGT T ACA T T T T A - A T A T A - - - - - -
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TE: rnd_5_family_7844.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: 2095bp; fragments: 710; full length: 65 (>=1885.5bp)
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No TE domain detected

After TEtrimmer 2095 bp
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TE: rnd_5_family_7844.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: 2395bp; fragments: 718; full length: 0 (>=2155.5bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7844
 size: 2059bp; fragments: 657; full length: 99 (>=1853.1bp)
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Before TEtrimmer 2059 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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