
Start crop Point End crop Point

MSA length = 2111
CAA TGAAGGTGCGCACACA T AGAC T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGCA TGT T CCAAAAAA T C T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T C T AAGT C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - GTGCGCACAC T AGCCAGAGC TGGAGGT C TGG
TGGCGGTGT AAGA TGT ACA T CAA T AAA T AAA T ACA TGT T T CAA T A T T AA T A T AAA T ACAA T T AA TGGGCA TGT T CCAAAAAA T C T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T AAAAA T AAAACGT - A - - C T CC T AA T T AAA T A T T T AA - - - - A T T CA T C T CA T AAA T C T T AGGGT T T CA
AGGT A T CC T T T AGCC - - - - - - GGT A T ACAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T - - - - - - - - - - - - - - T T CAAAAAAC T - - - - - - - - - - - - - - - - - - - -
CGA TGAAACAGGAG - - - - - - - - GTGACCAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T TG - - - - - - - - - - - - - - - - CGT C - - - - - - - - - - - - - - - - - - - - - - AA T T - - - - - - - - - - - - - - - - - - AA
T T A T T CACA T T AC - - - - - - - - - - - GAACAAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T A T AAA TGT AA T T AAAAA T T T T T - - - - - - - - - - - - - - A T T T AAAAA T TGCGAAGAG - - - - - - - - - AAA
GGAGAGAGAGAGAGAGAGAGAGT A T AAAAAA T A T T T T T T C T CA T T T T AA T - - - - A T ACGA T T AA TGGGCA TGT T CCAAAAAA T C T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T A T AAAAA T A T T A T - - - - - - - - - AA T T AAAGA T TGAA - TGAAA T T A T CC T A T T AAGC T - AAGGT T T AG
T A T T AACA T T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T TG - - - - - - - - - - - - - - - - CGCC T - - - - - - - - - - - - - - GT T C - - GAA T T - - - - - - - - - - - - - - - - - - C T
C T T TGCA TGT T - - - - - - - - - - - - - - - - - - - - T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T TG - AAA T T AAC T AAAAAA T T CCA - - - - - - - - - - - - - - GT - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
T T T TGGGGAAAAA T C T AAAAAAAAACAAAAA T A - - - T T T T CAAGAACA T CA T AGCGA TGA T T AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T A T ACAA T C T T CA T A - - - - - - - - - - - - - - - - - - - - - - T TGACACAA T T TGC T ACA T C T T - - TGGT AAG
A T A T AAAACCAAGCA T T T AC TGGGGAAAA T - - - T T T T T CACAA T AA T AC T A T AAA T A - - - - - AA TGGGCA TGT T CCAAAAAA T A T AAA T T TGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T AC T TGGT A T T AA T AGAA T C T T T T A T T AAAGA T T T AAA T ACA T A T ACA T A T AAAAGC T T AAGGT T T AA
CAACGGA TGCAGA T A T AA T AC T T CGAGAAA - - - T T T T C T T T AGCAAC T A T A T AAA T A - - - - - AA TGGGCA TGT T CCAAAAAA T C T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T A T AAACGA T C T AGAAAAC T C - - AA T CAAAGC T T T T A T CGTGT A T A T T T T T TGT AGCC - AAAGT CGGT
AGC TGGT A T ACAGT ACA T AGGT ACACAGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGCA TGT T CCAAAAAA T A T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T A T AGACC T AGT ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAACGGT AGT AGACCGAGC TGGGAAAACAG - - - T T T T C T T CAGT AA T AA T - T T AA T ACGA T T AA TGGGCA TGT T CCAAAAAA T C T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T T CGA T T T T CCCC T - - - - CCC T T AAC T AAAGAGGT AGC T A T A T A T AAC T A T T AGAGGC T - - GGT T T AG
A T T T CGAA T AGGAAAGT T A T T TGCAAAAAA - - - - - - - T C T CAA T T A T AAAA - - - T AACGAGGAA TGGGCA TGT T CCAAAAAA T C T AAA T T CGCAAA T AAA - - - - - - - - - - CGTGGAAA T TGAAAAACA TGAAACA TGCCCA T T AAAA TGCCAGCAAAAAA T T CGA - - - - - - - - - - - - - - T T T T T T T TGT T T ACAAGAA T T T AAGT T T TGA
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TE: rnd_1_family_71.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: 2111bp; fragments: 1190; full length: 40 (>=1899.9bp)
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TE: rnd_1_family_71.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: 2415bp; fragments: 1148; full length: 0 (>=2173.5bp)
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TE: rnd_1_family_71

 size: 811bp; fragments: 602; full length: 228 (>=729.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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