
Start crop Point End crop Point

MSA length = 5699
GGCA T T T AGGA T T AAGA T CGAA T T A TGAGA T T AGTGA TGACAA T AGTGT T C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T ACAA T AC T AGCC T T AGAAGGCCGGT C T TGCA T T T T T T CA - - - - - CGT T T T T CA T T T A T A T A T A T A T CA T T
- - - - T T T T AAA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T T C T CCCCC T AGGAGA TGCGTGACC T TGACGT TGGTGGGCGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T A - - A T C T ACAA T T T A T AAGGT T CAGA T TGGT T T C T AGAA T - - - - A T T T T TGGAGT T AAA T AGGT - AAAA T
- - - - T T T T AAA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T T C T CCCCC T AGGAGA TGCGTGACC T TGACGT TGGTGGGCGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T A - - A T C T ACAA T T T A T AAGGT T CAGA T TGGT T T C T AGAA T - - - - A T T T T TGGAGT T AAA T AGGT - AAAA T
T T T A T T T CA T - - - - - - - - - - - - - - - - - A T T T T A T T T A T - ACAAA T CGCCAC T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCAGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCA T CGCCAC - - - - - - - - - T CGGAAA T T T T T C T AGCCA T C T - - - - - - - - - - - - - - - - - - - - - - - T T A T T
- - - - - - T AAAAA T AAA T A TGTGA - - TGACCGT - - - - - - - - - - - GAAACA T C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGCGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T ACAACCGTGAA T T AA T AAAAGCAGT T T T A T T T T T T T T T A T - - - - GA T T T T T AGT C TGAGGGC T - - - - - - -
T T T A T T T AA T T AAAA T AA T TGAA T A - - AGAGT AACCA T T T CAAAGCAGACC T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCGGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCAACC - - - - - - - - - - - - - CCGAGAA T AAC T ACCA - - - - - - GA T A T T T ACCAGT AC T A T CAGT AAAA T T
- - - - - - T T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACA T AC T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGCGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T ACAA - - - - - - - - - - - - - - - - A T AAGC T AAA TGT T T - - - - - - - - - - T T T T T T AGT T T AGAAGA T - - - AA T T
T T T A T T TGAAAGCCA - - - - - - - - - - T CCCCGT A T T A - - - - - - AA T AAAA T C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGCGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T ACAA T CCA T AA - - - - - - - - - T TGT ACC T AC T TGT T T T T AG - - - - A T T T C T C TGT T CAAA T ACG - - - - - - -
- - - - - T T T AAAA T AG - - - - - - - - - - TGT C T A T A - - - - - - - - - - T T AGT AGC T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGCGGAGC T CCCAGT - - - - - - - - - - AC T T CCCCCC T CCC T T ACAA T C T ACAA T C T ACAA T C T A - - - C T T A T AAGGA T AAAA T T AA T T T T CGT - - - - - - - A T T T T T T TGTGT AGAAAGT T - AAA T T
T T CA T T T T AC - - - AA TGAAACAA - - - - - - AGT A T T T - - - - - - - - - - - A T T C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCGGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCA - - - - - - - - - - - - - - - - T C T AAAGT A T T T A T T TGAC T A TGA T T A T T AC T A T T TGGAGAA T - - - - A T T
A T T AGT T T AAAAAAAA TGT ACAA T A TGAAA T CAA T A T C T AGGAAAAAGTGC T CCCCC T AGGAGA TGCGAGAAC T TGACGT TGGTGGGTGGAGC T CCCAGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCA T C T AGTG - - - - - - - - - T CCAA T A T CGT TGT TGT TGGA T - - - - - - - - - - - - - - - - - - - - - - AAAAGT
T T TGT T T T ACCAAAACAACA T AA T - - - - GA T T A T T T A - - - - - - - - - CGA T C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCGGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCAAAGAACGA T T T T - - - - - - - - - - - T T AAAAA TGT T TGT T AA T C T A T AAA TGT TGT TGGT AAGAAAA T T - - T AGT
T T TGT C TGGGGT AGGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - GAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - - AC T T CACCCC T CCC - - ACCA T C T ACCA T C T ACCA - - - - - - - - - - - - - - - - T C T ACCA TGCACGCCGC T - - - - GAA T T T CGT ACGT AAG - - - - - - - T T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T C TGCAA T - - - - - TGGT T CC T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCGGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCA T TGGT T C T T T A T - - - - CCAAA T AC T T C T A T CCC T - - - - GT CCGC T T TGGT T T TGGAAGC - - T CAGT
C T AA T T T T CC T AAAAAA T T AAGA T A - - AGT T CA T T T C T T - - - AA T A T T T T C T CCC T C T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCAGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T A T A T T T T C TGT - - - - - - - - - T T AAAAA T A T A T A T C TGT C T A - AA T T A T CA T C T T T T CGGT CA T - - A T AGG
T A T A T T T T A T AAAAGT A T T T A T A T A - - AA T A T A T T T A T T - - AGA T AGAC T C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCAGT - - - - - - - - - - AC T T CCCGCC T CCC - - ACAA T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAAAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT
TGT A T T CAAC T AGCGAAA TGGA - - - - - - - - - - - - - - - - - ACAACGT T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCA T C T C T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGT
T TGA T T TGA T T A T AGT AA TGT A - - - - - - - AC T A T T T A - - - - - - - - - - - - - C T CCCCC T AGGAGA TGCGAGACC T TGACGT TGGTGGGTGGAGC T CCCGGC - - - - - - - - - - AC T T CCCCCC T CCC - - ACCA T C T ACCA T C T ACCAAC T A T T T - - - - - - - - - T CAAGAA T T T ACA T T A T TGT AAGA T T CC T AACAGCAGAAAAAG - - - - AGT
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TE: rnd_4_family_1968.fasta.b.bed_uf.bed_g_2.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: 5699bp; fragments: 82413; full length: 57 (>=5129.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5699 bp
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TE: rnd_4_family_1968.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 6001bp; fragments: 80673; full length: 51 (>=5400.9bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1968
 size: 4711bp; fragments: 49028; full length: 177 (>=4239.9bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 4711 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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