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1 MSA length = 4029
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC---=--=---- GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTAETT—TCICAA— —IAT-GIA-—ACT.TTTTITAIA-
TABABATCBATTCGCGAMBT TTGGAACTTTCGTCACAGATTGTCATTCTC -« -« - - - - - GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA
TATATATCHATTCGCGAMMT TTGGAACTTTCGTCACAGATTGTCATTCTC
TATATATCHATTCGCGAMMT TTGGAACTTTCGTCACAGATTGTCATTCTC
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC--------- - GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA
-------- TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC----------GATGACGAAAGTCTGAAIGTTCGCGAATTGGACTTTA GATTTTTTTT--A AAACCAGTT
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC - === ===~ - GATGACGAAAGTCTGAAIGTTCGCGAATTGGACTTTA AGTTETTEATRCA ABACTlGTT
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC--------- - GATGACGAAAGTCTGAAAGTTCGCGAATTGGACT TTANMMT - ATT - - - - - - - - - - - m s o o oo o oo e e e e e e e e e oo e e e e e e o -
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC-------=- - GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA AATTTTRTAT
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----- TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC----------GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA GARTTTTHEAT
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC--------- - GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA
TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTTCATTCTC - - - - - - - - - GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA ATTTTTTAT
--------------------------------------- TATATATCGATTCGCGAGGTTTGGAACTTTCGTCACAGATTGTCATTCTC----------GATGACGAAAGTCTGAAAGTTCGCGAATTGGACTTTA AACT T = - s mmmmmm e e e e e e e -
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 4029 b P
size: 4029bp; fragments: 14625; full length: 10 (>=3626.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries

size: 4339bp; fragments: 14624; full length: 8 (>=3905.1bp)
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divergence to consensus (%)

TE: rnd_5 family 4599

size: 3254bp; fragments: 1153; full length: 35 (>=2928.6bp)
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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)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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