
Start crop Point End crop Point

MSA length = 2803
C T T T T C - - - - - - - - - - - - - - - - - A T T T T A T T TGT A T TGAGT CAAAA T AAA T T T T A TGAA T A T ACA T A T T ACCC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGA T A T T AC T T A T T AAA T C T T A T TGAAGA T C TGC T TGA TGT C T C T T A T AAA T T T AAA - - - GT AGGT T AGT T CGT T TGGA
- - T T A T T CCAAAAAAA TGT T TGT T AGAGGT A T CCAGT A T ACAA T AAAA T A - - T - - - - - - - A T T AGT AGT AGCC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T A T AAGGGT AGT AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T AAA T T T AAAAGA - - - - - T A T ACC T T T A T A TG
A T T TGC T T T AACA T ACAG - - CGAA T TGAAAA TGT AAC TGT T T AGAAGACA T T T T AAAAA T T T C TGT T AAAACC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGGT T AAAA T - A T T AAAAC T T AA T A T AAGCGT AAA T AA TGA T T C T T T T AGA T T T A - - - - - - - - - - - - - C T T T CCA TGGA
T T T TGC - - - - - - - AA T T A T T TGAAA T ACGCAAA T AA T AAGT TGTGT AA T C T T C T A T AGACA T ACA T A T T ACCC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGCA T T T T ACGGA
GCC TGT T T ACACA T AC TGCC T ACAACA T A T A T ACAA T A T AGT A T A T AGAA - - - - - - - - - - - T AAGT AGT ACCC T TGT T T A T A T A T T - - - - AAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGGT AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACA T A T A T A T C T - - - - - T A T A T T T - - - - - - -
AA T T T T T T CAAAAAA TGAGCAGAACCAA T T TGCC T A T T AGC T TGA T CGT C - - - - - - - - - T - GA T A T AA T A T CC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGA T AA T A TGT AC TGAGTGA T A - - - - - - - AAAAGGAGAAGC T T C TGAAGT AC T T C T AGC T A T AAGTGT AA T T TGA TGGA
CC T TGT T T TGAAAGCCGGGACGAAAA T AAGCCACGA T T A TGT AAGT AC T CC T T T A T AAA T - - - - GT T T T A T T C T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGGT T - - - - - T A TGAAAAAA T AA T AAAAA T AAGAAAGT CAAAAC T TGT AAA T T T AAAA T T A T AAG - T A T A T TGT T T AGA
T T C TGT T CCAGCC T T AGAC T TGAAAA T AA T ACACAAAAAC T T CGGCGAA T T T T T C T AAC T - T ACC T A T T ACCC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T AGAAGGC T A T T AC T - - - - - - - - - - - - - - - - - - - T C T AAACAAAAC T C T C T A T AGGT A T A T AC T - A T AAG - T CAA T T CCACGGG
T T T T T T T CGA T CA T ACGGT ACA T A T A T T A T T AA T AA T AA T A T CAAC T A T - - - - - - - - - - - - T AGA T A TGACCC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGA T A TGAC T AACGAAAA T T CGA T AAAAA T T T AAGCAGCGT A T T T A T AA T A T ACGAAA T - - - - - - - - - - - - - - - - - - - -
AGT TGT T ACAGCA T - - - - - - - - - - - - - - - - - - - CAA T AA T CAAAAAAC T - - - - - - - - - - - A T T AGT A T AA T CC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGGT A T AA T - T A T TGGGTGT CAA T AAAAA - - - ACCCGA T T CGAC T CGAA TGCA TGAAAA - AAAAG - AAGA T TGT A T AGG
A T T T AAAGT A T CAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC T ACCC T TGT T T A T A T A T T C T T AAAGT T AC T CA - - - - - - - - - - A T AC T T T AAA T ACA T A T ACAAGGA T A - - - - - T AC T AA T A T T T A - - - - - - - A TGAACCGGT AA T A T T T T AA TGC TGAAAA T T - - - - - - AA T T C T CCA TGAA
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TE: rnd_5_family_1079.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_ce.fa_gs.fa_bc.fa
 size: 2803bp; fragments: 629; full length: 6 (>=2522.7bp)
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No TE domain detected

After TEtrimmer 2803 bp
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TE: rnd_5_family_1079.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: 3106bp; fragments: 552; full length: 0 (>=2795.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1079
 size: 2660bp; fragments: 616; full length: 5 (>=2394bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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