
Start crop Point End crop Point

MSA length = 3326
- - - - - - - - - - AAAGGGGGACACAA T AGGGT AACCCCACAA T C T AC T AA T T - - - - - - - GGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGAC - - - - - T T T AAAC T T A T ACA T AACC T AA T T T T T A T - - - - - - - - - - - - - - - - - - - - -
CGA T ACAC T T A T AAAACGCACCAA T A T T ACAA T T CCC T AGT A T A TGT A T T AA T T T T TGGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGAC T CC T T T A T AAA T AAAGACAAAA T T C T T T T AGT A T - GAGT CA T TGT C T ACCACA T T
TGA T T - - T C T AAAA T AAAAAAAAA T - - - - - - - - - - C T AAAAA T A T T T A T T AA T T T T TGGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAA T T T T T T T T A TGAC T T T A T A - - - - - T T T A T T T A T T A T - - - - - - A T TGCC TGT T C TGT T
- - - - - GAC T CA T T AGCAGGAA T A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAA - - - - - - - - - - - TGAAAAGG - - - - - - T AA T T CGT T A TGT - A T A TGT AAA TGT T CCGGA T AC T
- - - - - TGT T C TGTGGTGGAAGC TGAA T T A T AGT - - A T T AGT A T A T T T A T T - - - - - - - GGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAGAAGA T - - - - - - AA T AAA T T AA T - - - - - - C T T A T T T A T T T T - AA T C T A T TGT T AAC T T T AC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGA T AC T A T T T - T AAAGGCCAA T T - - T AACAGA T T T C T T A T CAA T TGGGTGT TGTGAA T - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T C TGGTGC TGGA
- - - - - GC T CCAAAGGACGAGA T TGT T T T A T AAGT C T C TGGT A T A T - - - - - AA T T T C TGGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGCA T T T T CCGT AGAAAGACAG - - AA T CGAA T T TGT A T - - - - - - - - - - - - - - - - - - - - -
CA T C T - - - - - AAAAAAGGC T AAA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - AGT T T T T T T C T CGT - - - T T AA T T T T CGA T A T T A T T
AAA T AAA TGCAAAGAGGGT AACAA T AA T C T T A T T CC T T AA TGT C T T T A T T AA T T T T T TGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAC TGAGGG - - - - - T AA T AA T T AGCAC - - - - T A T T A T T AGCA T AAA T CGAGTGCC T A T AACAGT
T AA T C T A T T CAAAAC T TGT AAAAA T AC - A T T A T - CCC TGGT A T A T T T A - - - - - - - - - GGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGCC - - T C T CA TGAA T A TGT ACA T AC T ACAC T CA T T T T - - - - - - A T T T A T AGC T A T A T T
T T T T T AA T TGACAAGAAACAA T AAC T A - - - - - - T AAC T AA T A TGT - - - - - AA T T T TGGGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGAA - - - - - - - - - - - - - - - - - - - - GA T T T AAC T AA T A T TGAA T T AACGT T AA T CA T AAC
T AA TGT CCC TGACAGAGA TGGAAA T A T T AAAC T T AAAAAGAACAAC T AC T - - - - - - - AGGTGCAAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGAA - - - - - - - - - - - - - - - - - - - AAA T CCA T - - - - - - - T AAAC T AA T A T T C T CAC T AA T
TGC T C T ACCCCGAA T T TGT AGCA - - - - - - - - - - - - CCC TGT A T A - T TG - - - - - - - - - GGGTGT AAGGGGTGA TGGCAAGAAA T ACAAAA TGCCGACCCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CGA T T T C T AACGT AACCAAAAAAAA - - - - - - - - AA T A T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGAA - - - - - - - AAGC T C T ACACA T AAACGA T CAAA T A T T AA T CCC T TGT T C T CAA TGT C
T T CGA T T T C T AACGT AACCAAAAAAAA - - - - - - - - AA T A T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAAGAAGAA - - - - - - - AAGC T C T ACACA T AAACGA T CAAA T A T T AA T CCC T TGT T C T CAA TGT C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCC T ACGCAGGAA T C TGCACGGCAC T AAAAGAAGAA T A TGA T T T T T T T AAAACAAAA T ACA T AAACCA T C T T T T - T T T AA T ACA T A T T T AAAA T ACA
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TE: rnd_4_family_1612.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 3326bp; fragments: 547; full length: 13 (>=2993.4bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3326 bp
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TE: rnd_4_family_1612.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: 3636bp; fragments: 547; full length: 10 (>=3272.4bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1612
 size: 900bp; fragments: 2; full length: 0 (>=810bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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