Start crop Point End crop Point

1 MSA length = 656 1

G GGA-CTTCTCT- - - TAAGGCACTGCTCACACGGIGATACiIAAATCTCGGAAIGACTGIAATACTC ---------- CClAAACGTCAAGTATCCGAATTTCAITATCCCCGTGTGAGCAGTGCCTAA
A G -~ -TWTTTTTT- - -WCTAAGGCACTGCTCACACGGGGATACICAAATCTCGGAAGGACTGGAATACTC- - - - - - - - - - CCCAAACGTCAAGTATCCGAGATTTCAGTATCCCCGTGTJAGCAGTGCCTAA
A GRAE- - - - - TTTTC- THABETAAGECACTGCTCACACGGMBMATACCCAAATCTCGGAAGHACTGGAARACHC- - - ------- CCCAAACGTCAAGTATCCGAGATTTCAGTATCTliGTGTGAGC|eTGecTTA
A G CAGTCTTCCCT- - - lTAAGCACTGCTCARACGGGGATRIICCAAATCTCGGAAGGACTGGAATACTC - - - - - - - - - CCCAAACGTCAAMTATCCGAGATTTCAGTATCCClGTJlcAGCAGTGCCTAA
A GHAB-------------- TAAGGCACTGCTCACACGGGATACCCAABTCTCGGAAGGACTGGAATACTl- - -------- CCCBAACGTCAAGTATCCGAGATTTCAGTATCCCCGTGTGAGCAGTGCCTAA
A G GGGCC@TTCC-TTIC TAAGGCACTGCTCACACGGGGATACCC - - - - - - - GAAGGACTGGAATACTC----- ==~ - - CCCAJACGTCAAGTATCCGAGATTTCAGTTCCCCGTGTJAGCAGTGCCTTART - AGC - - TAGAA
A G -GATCTITTCTTTABCTTAGGCACTGCTCACACGGGGATACCCAAATCTCGGAAGGACTGGAATACTC - - - == - = - - - CCC AACGTCAAGTATCCGAGATTTCAGTATICCCGTGI!AGCAGTGCCTTA TAAJJcGATAGAA
A TG TTTC-TlA- - TTAGGCACTGCTCACACGGGGATACCHAAATCTCGGAAGGACTGGAATACTC- - - - - - - - - - CCCAAACGTCBAGTATCCGAGATTJCAGTATCCCCGTGTGAGCAGTGCCTTA
A THGEAR- - ------------ TAAGGCABTGCTCACACGGGGATACCHAAATCTCJGAAGGACTGGAATACTC- - - - - - - - - - CCCAAACGTCAAGTATCCGAGATTTCAGTATCTCGTGTGAGCATGCCTAA
T -GATTTT7C-TTABRTTAGCACTCTCACACGGGGATACCCAAATITCGGAMGGARTGGAATACTC - - - - - - - - - CCCAAACGTCAAGTATCCGAJaATTTCAGTATCCCCGTTGAGCAGTGC/TTA
---------- T GGA--------TTAWMCTTAGGCACTGCTCACAJGGGGATACCCAAATCTCGGAARJGACTGGAATACTC----------CCCAAARBGTCAAGTATCGAGATTTCAGTATCCCCGTGTGAGCAGTGCCTAA
TECABT - - - - - - - TCT-TTA CTAIGICACTGCTIACACGGGGATACCCAAATCTCIGAAGGACTGGAATACTC ---------- CCCAAACGTCAAGTATCCIAGATTTCAGTATCCCCGTGTGAGCAGTGCCTAA
TGRAAT- - - - - - - - - - - - CTAAGGCACTGCTCACACGGGGATACCCHAATCTCGGAAGGACTGGAATARTC- --------- CCCAAACGTCAAGTATCCGAGATTTCATATCTCGTGTGAGCAGTGCCTAA
T - - -CTTTTTT--- CTAAIGCACTICTIACACGGGGATACCC ----------------------------------- CCCAAAIGTCAAGTATCCGAGATTTCAGTATCCCC TGTGAGCIGTGCCTAA
T i Y. CTAAGGCACTGCTCACACGGGGATACCCAAATCTC- === === - - GAATACEC---------- iICAAACGTCAAITATCCGAGATTICAGTATCITCG GTGAJJcAGTGCCTAA
T CCAAACGTCAAGTATCCGAGATTTCAGTATCCCCGTGTGAGCAGTGCCTT
T CCCAAACGTCAAGTATCCGAGATTTCAGTATCCCCGTGTOMBC - - = - = - -« - - o s s o m o s oo 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 656 bp

size: 656bp; fragments: 121; full length: 38 (>=590.4bp)
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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)



fastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 956bp; fragments: 121; full length: 0 (>=860.4bp)
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TE: nd_5. family_3880 Before TEtrimmer 659 bp

size: 659bp; fragments: 190; full length: 44 (>=593.1bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF2

ORF3

ORF4

ORF1

100 200 300 400 500 600




[E consensus before TEtrimmer (bp)

Dotplot

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