
Start crop Point End crop Point

MSA length = 3433
AA T AC T ACA T AAAAAAGTGCAGA T T AA T AAACA T T T T CA T ACA T AA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAACA T CCA T T AA TGGA T C TGCAC T AGAA T AAGAAGAA T AAAAAA T T T A T CAA T T AA T CC T AA T T CA T A T T CGTGGT ACAA - - GCA T TGGT A T C T CGGA
GA TGT AC T T TGAGT AAAGT T T TGT T T A TGGT CCC T T T TGCC T T TGT T CGTGC T TGT T CGTGGCA T CA T ACACGAACA T T AACCCGGCC T A TGGGAAA T CA - - - - - - - - - - CAAACA T CCA T T AA TGGA T C TGCAC T AGAAGAAGAAGAAGA - A T CGT C T A T CAAC T ACC T AC T A T T T AAAC T T CC TGCGAAC T TGC T T CACAA TGCA T AG
GAGGGAGT C TGGGAGGGGT AGTGT T AA TGA T - T T T T CCAGCC T T T T CCAGCC T TGT T CGTGGCA T CA T ACACGAACA T T AACCCGGCC T A TGGGAAA T AA - - - - - - - - - - CAAACA T CCA T T AA TGGA T C TGCAC T AGAAGAAGAAGAAGA - - - - A T T T - T T T A T T ACA T AC T - - - T AAA T T C T C TGT AAA - - - A T T T T A TGA T T T T TGA
AAGT T T A T A T AGA T TGCC T TGT T - - - - - - - - T T A T A T AG - - - - - - - - AAACC T TGT T C T TGGAA T CA T ACACGAACA T T AACCCGGCC T A TGGAAAA T CA - - - - - - - - - - CAAA T A T CCA T T AA TGGA T C TGCAC T AGAAGAAGAAGAAGT T - - - - - - - - A T AACAAGA T AGT AA TGGAA T T AGAAGAAAAGT T A T AGAGAA T T CCACGG
- - - - - - - - - - - - - - - - - - T T A TG - - - - - - - - AAA T A T T A T T A T AA T AA TGCC T TGT T CGTGGCA T CA T ACACGAACA T T AACCCGGCC T A TGGGAAA T CA - - - - - - - - - - GAAACA T CCA T T AA TGGA T C TGCAC T AGAAGAAAAA T AAAGT AAAA T T TGA T AA T CA T C TGC T A T C TGCGT CCAGTGT AAAA T TGC T T TGT T C T T TGTGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T T ACGT CC T CAC T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAACA T CCA T T AA TGGA T T CGCAC T AGAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACC T AAC T AAGT C TGA
GAGAGT A TGTGAGGGAGGC T ACAA T AA TGA T TGA TGA TGGT A T A TGAAAGCC T TGT T CGTGGCA T CA T ACACGAACA T T AACCCGGCC T A TGGGAAA T CA - - - - - - - - - - CAAACA T CCA T T AA TGGA T C TGCAC T AGAAGAAGAAGGT A T T AAAA T T T AAGAC T T A T T T AC T - - - T AAA T T T - - - - T AGAGA TGCA T T AGT A TGTGTGG
GGT T C T CC TGAAAAGT AGCAGAA T AAGCGA T T A T T C T C T A TGT TGTGT AACC T TGT T CGTGGCA T CA T ACACGAACA T T AACCCGGCC T A T TGGAAA T CA - - - - - - - - - - CAAACA T CCA T T AA TGGA T C TGCAC T AGAAGAAGAAGT T C T TGAAA T T T A T T A T T CAACCA T T A T - T A T T T T CC T CACA T AC T T T A T T T AGT T T T T T TGG
G - T C T AA TGT AAGCAGTGCCGCGT - - - - - - - CGA T T T CGT T T T AA T ACGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAACA T CCA T T AA TGGA T T CGCAC T AGAAGAAGAAGAAGG - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T T A T T CACAAAA - - - - - - - - - - - - - - - - - -
GA T A T AGT T T AAA T A T A T T T T T T - - - - - - - - T T A T A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAACA T CCA T T AA TGGA T C TGCAC T AGAAGAAGAAGAAGA - - - - - - - - - T TGT T AACC TGA T A T T - - - - - - - - - - - CAAAAGTGCCC T AACAGC T A T T A
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TE: rnd_5_family_10596.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 3433bp; fragments: 1170; full length: 6 (>=3089.7bp)
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TE: rnd_5_family_10596.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: 3735bp; fragments: 1156; full length: 3 (>=3361.5bp)
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TE: rnd_5_family_10596

 size: 929bp; fragments: 68; full length: 0 (>=836.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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