Start crop Point End crop Point

1 MSA length = 3588 1

ANRT AGTINEEDEN - - - - -------- AGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG-=-=-=-=-=-=---- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTIATAT
A ANRT ANRT AAATTATTATAAAGITCTATAGATACCAGACTGTGCGGACGTGTTTAGTG —————————— TGGAAIGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A ANRT ANRT AAATTATTATAAAGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG=-=-=-=-=-=-=---- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A ART ARIC AAAT - ------- AGTATGATCGAGTACCGACTGTGCGGACGTGTTTAGTG=-=-=-=-=-=-=---- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A GET ABCHIGIIEN - - - - - ------ - AGTATGATCGAGTACCGACTGTGCGGACGTGTTTAGTG=-=-=-=-=-=-=---- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A ART ART AATTTATTATAIAGTATGATCGAGTACCGACTGTGCGGACGTGTTTAGTG —————————— TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A ART AT - - - - - - - - - - - - - - - - s e o e e et e ittt et e e s s e s s s TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A ANRT ANRT AAATTATTATAAAGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG=-=-=-=-=-=----- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGICTACAGTCATAT
A ANRT ABTIGHIREE - - - - - - - - - TAAAGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG-=-=-=-=-=-=---- TGGAACGATACGGATTTAGAGGGAAGTCTCICGAGTGGCTACAGTCATAT
GET GEICHEEN - - - - - - - - - - - - - - - - - - o et e e et et e e s s s s s s TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
ANRT AATEACG - - - - - - IT.AAAGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG —————————— TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
A GG T ----TTTTATAAAGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG-=-=-=-=-=-=---- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCITAT
A TR - - - - - - - - = = - - - - - - - - e e e e e et e e e e e et e s s .- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT
G TR - - - - - - TTATAAAGTTCTATAGATACCAGACTGTGCGGACGTGTTTAGTG=-=-=-=--=----- TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT

--------------------------------------------------------------------------- CCAGACTGTGCGGACGTGTTTAGTG----------TGGAACGATACGGATTTAGAGGGAAGTCTCTCGAGTGGCTACAGTCATAT






d_uf.bed g 1.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 3588 bp

size: 3588bp; fragments: 206; full length: 36 (>=3229.2bp)
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tastabbed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 3755bp; fragments: 204; full length: 35 (>=3379.5bp)
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TE: rnd_5 family 3757
size: 3398bp; fragments: 85; full length: 10 (>=3058.2bp)
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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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