Start crop Point End crop Point

MSA length = 859 1
GITTACCATGACTAAAACTGCCCATGCTAAATATGTCT ---------- GTATTTTTGTTTTTTTTTGTTTTCGATGCGCAGTTTTIGTCAGGGGACCC T I I
GGTTACCATGACTAAAACTGCCCATGCTAAATATGTCT ---------- GTATTTTT === m -~ - TTTTCIATGCGCAGTTTTCGTCAGGGGACCC

GTTACCATGACTBAAACTGCCATGCTAATATGTCT - - - - - - - - - - GTATTTTTGTTTTTTTTTGTTTTCGATGCGCAGTTTTCGTCAGGGGACCC
GBTTACCATGACTAAAACTGCCCATGCTAAATATGTCT - - -------- GTATTTTTGTTTTTTTTTGTTTTCGATJCGCAGTTTTCGTCAGGGTACCC
GGTTACCATGACTAAAACTGCCCITGCTAAATATGTCT ---------- GTATTTTTI ------ TTTGTTTTIGATGCGCAGTTTTIGTCAGGGGACCC
GGTTACCATGACTAABACTGCCCATGCTAAATATGCTT---------- GTATTTTT---TTTGTTTGTTTTCGATGCGCAGTTTTCGTCAGG- - ACCC
GGTTACCATGACTAAIACTGCCCATGCTAAATATGCTT ---------- GTATTTTT---TTTGTTTGTTTTCGATGCGCAGTTTTCGTCAGG- - ACCC
TTACCATGACTAAAACTGCCCATGCTAAATATGTTT-----=--- - - GTATTTTTGTTTTTTTTTGTTTTCGATGCGCAGTTTTCGTCAGGGGACCC
GGTTACCATIACIAAAACTGCICATGCTAAATATG——T
GGTTACCATGACTAAAACTGCCCATGCAAA- - - - - - T

AIT.TTTAIAITT.ATTA-TIAIA-TCTTTITIT_AAG - —-T GTTACCATGACIAAAACTGCCCATGCTAAATATGTCT
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size: 859bp; fragments: 632; full length: 68 (>=773.1bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries
size: 1159bp; fragments: 632; full length: 0 (>=1043.1bp)
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divergence to consensus (%)

TE: md_ 4 family_619 Before TEtrimmer 839 bp

size: 839bp; fragments: 628; full length: 70 (>=755.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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