
Start crop Point End crop Point

MSA length = 3884
A TGGA TGAAAA T TGT A T T AA - - GAAAAA TGGT CGT A - - - - - - - - - - TGA T T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T AGGCC T A TGA TGGT TG - - - - - - - CGCAAAA T T TGTGAA T T T T T T CAC T - - - - - T CAA TG - AA - - - - - - T T A T - - - GCCA T AAGGT CAA T T AC T -
C T TGA T ACAAGT CGT CGT TGT TGAGACC TGT T A T AAGT AGCA T T AACAGT T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGC T CA TGT TGCAAAA T C TGTGAA T T T T T T AGT A T T T T T T TGT T TGGACGT T T T T T A T AAA T AAA T AA T AA T AAGAA TG -
C T T AA T CCAA T A T A TGC - - - GT A T AA T T T T A T T T T AA - - ACCGT TGT T T A T T T T AGT A T TGAAAA T AC T T CAGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAC - - - - - - - - - - A T TG - - - - - - - - - - - T C T AC T AAAGGAA T T A T T -
- - - - - - - - - - - - - - - - - - - - - CGGAA T AAAA TGCGGA - - T T T A T AAAACA T C T C - - - - T TGACAGGACA T A TGGC TGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T C T T T T C T A T ACAA T T - - - - - T T T - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT TGT T T AACC T A T CGAC T CAGCGA T A TGGCGGCACG - CGAGAAAAA T A T T T T AGT A T TGAAAA T AC T T C T AGC TGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGA T T T AGT T T AGT AGT T C T CAGT TGGA TG - - - - - - - - AAAGAAAC T CA T A T AAGGA T AA
- - - - - - - - AAAC TGT AAA T AGACAAACACAACAGAGAA T AA T AGCAGT T T T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT T A T AAC T T T T T AGT A T TGAAAA T AC T T C T TGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT C T CA TGACAA TGAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - AAAAA T A T CGT - - - - - - - - - - - - - - - - TGT T T T AGT AA TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T TGT T CCA T T ACAAC TGAA TGT CG - - CGT - - - CAAAC T AAAGAAA TGA T T -
T T CGA TGGGAGC TGT CA T T A - TGGAA T A TGACCGAAA - - - - - - - C T T A TGT T T T AGT A T TGAAAA T AC T T C T AGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T - - - - AGA T AAAGA T AAGGACA -
AGT AA TGGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T TGT T AA - - T T CAAGT - AA TG - - - - T T A T - - - AAAA T TGAA T T A TGT A T A -
C TGGT CC T AAGC TGC T AAGCAAC T AACA TGA T T A T CAAAACAAAAAA T A T T T T T AGT A T TGAAAA T AC T T T TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T CC T CCGA TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T C T A - - - - - - - - - - - - - - AACGT T T T ACA T AGGAAAAGT AAAGT AA T T A T T A
- - - - - - - - - - - - - - - - - - - - T T CAAA T C T CACGCCGA - - - - - - CCAAGAC T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T A T A T T T T C T T C T A T T - - - - - T T T T T T A T - - AGT T A T T TGGCGGGT TGGT -
- - - - - - - - - - - - - - - - - T TGT AA T AACACCA T CC TGG - A T AAGAA T AACA T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T T C T T - - - - - - - - - - AACG - - - - - - - - - AAGACACAAGAGTGGGAGTG -
T T T T TGGGAA T CCA T CAC T TGCGCGACAAAGCGACGAAAAAA T CA TGA T T T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T A - - - - - - - - - - - - - - AA T T - - - - - - - - AAAAAAA T CAGA T T T A T T T CA -
T C TGACCCAA T T CGT T CGACGAGCGAAA T AAA TGT AAACGAGT A T T T T AC T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T A T T T C T T T T TGT T TGGA TG - - - T C T A T AAGGAGC T T AGGA T T T A T T T AA
GTGT A T T T AA T T TGT T T T C T T AAAAGT A T CA T CAGA T A - T AAAAGAA T A T T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T TGT TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CCGC T CCAAA T T T TGCAGGT T AAAA T A T CA T T C T AAA - T T T T T CAAA T A T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGAC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T T T CC - - T T CAACC - - - - - T T T T T T A T - - - GCCA TGA T AGTGA T CACG -
GT CGCCACAAAAAGT CA T T T T CC T AA T AAAACAACAA T ACCC T A T AAC T T T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T A T T T T T T C - - - - - - - - - - - - - - - - - - - - - - CAAAAAACGAGA T T TGGT A T A T
C T T CGTGC T AACGGT AGAC - T T T TGGCA TGA T AAC T AAA T A T T A T A T T AA T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 3884bp; fragments: 5285; full length: 3 (>=3495.6bp)
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After TEtrimmer 3884 bp
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TE: rnd_4_family_557.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 4190bp; fragments: 5224; full length: 2 (>=3771bp)
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TE: rnd_4_family_557

 size: 1929bp; fragments: 3075; full length: 42 (>=1736.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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