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GCCAAAA
GCCAAAA
GCCAAAA
GCCAAAA

Start crop Point End crop Point

1 MSA length = 2112 1

TGAACTTTTTATCCATAGTCATATTJCATATGCCATCCAAGTATGGJGTCACTCAGC
TTTCACATGCCATCCAAGTATGAGGTCACTCAGC
TTTCACATGCCATCCAAGTATGAGGTCACTCAGC
TGlJA- - - TTTATCCATAGTCATATTTCATATGCCATCCAATATGGGGTCACTCAGC
TGAACTTTITElClG TCATATTTCRTATGCCATCCAAGTATGGGGTCACTCAGC
TTTATCCATAGTCATATTACATATGCCATCCAAGTATGGGGTTACTCAGC AATAGAAAGGAAAATTTTTTGGGTGAGACACTTAAAATGATTCTGGAACAA
AATAGAAAGGAAAATTTTTTGGGTGAGACACTTAAAATGATTACATAATAA
AATAGAAAGGAAAATTTTTTGGGTGAGACACTTAAAATGATTCTGGAACAA
AATAAAAAGGAAAATTTTTTGGGTGAGACACTTAAAATGATTCTGGAACAA

AATAGAAAGGAAAATTTTTTGGGTGAGACACTTAAAATGATTCTGGAACAA

TTCTCT
T-CTTT
T-CTTT
T-CTTT

GTAATATT
GATATATT
GATATATT

TTAATGTT
GAIATATT
GAAATGT
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divergence to consensus (%)
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divergence to consensus (%)

TE: md_5 family_3867 Before TEtrimmer 1115 bp

size: 1115bp; fragments: 188; full length: 28 (>=1003.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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