Start crop Point End crop Point

1 MSA length = 1258
TATGTC CATAAACHGGGCCGGATTTAGGGGGG TG TAGTGGTACTAATAGCACCCGG- - - - - - - - - - GCGTTGTTTAAAATTAGCACCIGGCGGTAGCTAAGGTAAATCC|GCACTG
----TC TATAAACAGGGCCGGATTTAGGGGGGTGCTAGTGGTACTAATAGCACCCGG--=--- == - - GCGTTGTTTAAAATTAGCACCCGGCJGTAGCTAAGGTAAATCCGGCACTG
TATGTCECAARG T TIRE TC T T ARG T T T THRRE T T AGHE - TR ARG T - - - - - - - - - - - - - o o m oo i e e e e e e e GCGTGTTTAAAATTAGCACCCGGCGGTAGCTAAGGTAAATC
------ TEBAGACAGGGCCGGATTTAGGGGGGTGCTAGTGGTACTAATAGCACCCGG - - = == m s s e m e me e e e e e e e R

----CC T----- CAGGGCCGGATTTAGGGGGGTGCTAGTGGTACTAATAGCACCCGG-=-=-=-=-==-=-=-- GCGTTGTTTAAAATTAGCACICGGCIGTAGCTAAGGTAAATCCGGCACTG— - - —AA.A

TATTCT TATAAACAGGGCCGGATTTAGGGGGGTGCTAGTGGTACTAATAGCACCCGG--=--- == - - GCGTTGTTTAAAATTAGCACCCGGCGGTAGCTAAGGTAAATCCGGCACTG
---------------------------------------------------------------------------------- GCGTTGTTTAAAATTAGCHCClGGCGGTAGCTAAGGTAAATCCGGCACTG
TACGTT TATAAACAGGGCCGGATTTAGGGGGGTGCTAGTGGTACTAATAGCACCCGG--=--- == - - GCGTTGTTTAAAATTAGCACCCGGCGGTAGCTAAGGTAAATCCGGCACTG

> > 0O > > > O > >

TATGTC CAT - -ACAGGGCCGGATTTA-GGGGGTGCTAGTGGTACTAATAGCACCCGG-=-=-=-=-=-=---- GCGTTGTTTAAAATTAGCACCCGGCGGTAGCTAAGGTAAATCCGGCACTG

GCGTTGTTTAAAATTAGCACCCGGCGGTAGCTAAGGTAAATCCGGCACTG
GCGTTGTTTAAAATTAGCACICGGCGGTAGCTAAGGTAAATCCGGCACTG
GCGTTGTTTAAAATTAGCACCCGGCGGTAGCTAAGGTAAATCCGGCACTG

TAC---CTCTACACEACAT - - - - -
TA----CTC
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 1258 bp

size: 1258bp; fragments: 220; full length: 17 (>=1132.2bp)
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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)
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size: 1573bp; fragments: 221; full length: 0 (>=1415.7bp)
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divergence to consensus (%)

TE: rnd_5 family 7042

size: 1244bp; fragments: 223; full length: 17 (>=1119.6bp)
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After TEtrimmer ORF and PFAM domain plot
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ORF2

ORF1

Dimer_Tnp_hAT

)

Bl ORFs

B PFAM domains

200

400

600

800

1000

1200




[E consensus before TEtrimmer (bp)
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