Start crop Point

1 MSA length = 146
------------------------------------- AGGTCTGTTCCAGAAGAATCTCTGACTAGTCAGCGCGTTTCTTATTGGTTGA----------ACCAATGAGAAACGTGCTGACTAGTCAGGGATTCTTCTG
AGGTCTGTTCHCAGAAGAATCTCTGACTAGTCAGCGCGTTTCTTATTGGTTGA---------- ACCAATGAGAAACGTGCTGACTAGTCAGHEGATTCTTCTG
AGITCTITTC CAGAAGAATCCCTGACTAGTCAGCGCGTTTCTTATTGGTTGA- - - ----- - - ACCAATGA AAACGTGCTGACTAGTCAI!GATTCTTCTG
AGGTCTGTTC CAGAAGAATCCCTGACTAGTIAGCGCGTTTCTTATTGGTTGA ---------- ACCAATHABAAACGTGCTGACTAGTCAGGGATTCTTCTG
AGGTCTGTTCHlICAGAAGAATCCCTGACTAGTCAGC CGTTTCTIATTGGTTIA ---------- ACCAATGElIGAAACGTGCTGACTAGTCAGGGATTCTTCTG

CECTGTTC
GICTGTTC
AGGTCTGTTC
AGGTCTGTTC
AGGTCTGTTC
AGGTCTGTTC

CAGAAGAATCCCTGACTAGTCAGCGCGTTTCTTATTGGTTGA - = = = = = = = = -
CAGAAGAATCTCTGACTAGTCAG
AGAAGAATICCTGACIAGTCAG

CAGAAGAATCCCTGACTAGTCAGCGC TTTCTTATTGGTTIA ---------- li
A

> 4 -4 > 4 > - > > >
4 4 0 4> > 0 - - -

CAGAAGAATCCCTGACTAGTCAGCGMGTTTCTTATTGGTTGA - - - - - - - - - - ACCAATGAGAIACGTGCTGACTAGTCAGGGITTCTTCTG
CAATGAGAAACGTGCTGACTAGTCAGGGATTCTTCTG
CAATGAGA-GT - -TGACTAGTCAGGGATTCTTCTG

GCGTTTCTTATTGGTTGA - - - - - = = = - - ACCAATGAGAAACGTGCTGACTAGTCAGGGATTCTTCTG
!ICGTTTCTTATTGGTTGA ---------- AICAATGAGAAACITICIGACTAGTCAGGGATTCTTCTG
CAGAAGAATCTCTGACTAGTCAGCGCGTTTCTIATTGGTTGA ---------- ACCAATGAGAAACGTGCTGACTAGTCAGGIATTCTTCT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 146 b P

size: 146bp; fragments: 556; full length: 450 (>=131.4bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



tastabbed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 446bp; fragments: 394; full length: 0 (>=401.4bp)
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divergence to consensus (%)

15

10

5

TE: rnd_5_family 2297
size: 148bp; fragments: 520; full length: 416 (>=133.2bp)
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