Start crop Point End crop Point

1 MSA length = 1591 1

N TGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG - - - - = - - = - - TGAAAAAGGTAGCATAGTTAAAAAACATGCTACAARTTAAGTCARJAACT - - - - - - TAARAAATTTTTTT
-------------------------------------------- TTGEAACGTAACGTAATAATAATATATAATTTTATTAAAACATTACGGCGACGG- - - - - - - - - - TGAAAAAGGTAGCATAGTTTAAAAGACATGCTACAAMTTAAGACATATTTTCGCAACATHGGTTATT
ACAAATTATIGCTTTAGHATE - Tl "B~ BB ABBG TG TATT T8 T TGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG- - - - - - - - - - TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACARMACGAATCTAATTTCTCAACATIAAGTTATTIET
ATT - - -TTlT!AlTTTAA“C!T“TIGTIGAATT TTGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG - - - - - -~ - - TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACAABTTAAGTAATIATTTCTCA-TATBATATTTTTTT
-------------------------------------------- TTGAAACGTAACGTAATAATAATATATAATTTTATTAAAACATTACGGCGACGG- - - - - - - - - - TJJAAAAAGGTAGCATAGTTTAAAAGACATGCT - -AAl- - - - - - - - - - - - - - - - - -GCTAMAAAGTATTTT
-------------------------------------------- CTGAAACGTAACGTAATAATAATATATAATTTTATTAAAACAJTACGGCGACGG- - - -~ - - - - - TGAAAAAGGTAGCATAGTTTAAAAGACATGCTACAA
- —GGTCAGAIGCATTAAIAICCIAIAIAIA‘AAATTT— - - TGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG-------- - - TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACAA
ARAC CAAAG ARA~AAA T

- - - -GGTCAGABMGCATTAA AAATTT- - - TGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG------- - - - TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACAA
T S TGAAACGTAACGTAATAATAAAATITAATTTTAATAAAACATTACGGCGACGG- - - - - - - - - - TGAAAAAGGTAGCATAGTTTAABAAACATGCTACA
ATT - AflcTATARA TIRA TTGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG - - - -~ -~ - - TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACA
- - -TAGTTAT GCAT!IG TTGAAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG - - - - - -~ - - TGAAAAAGGTAGCATAGTTTABAAAACATGCTACAA
- - -AAGTCATABACATTAA ATATT TIECICBAACGTAACGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG- - - - - - - - - - TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACA - - - - - - - - -
- - —AAGGTITA GCA.AA G-T— - —TGIAACGTAAIGTAATAATAAAATATAATTTTAATAAAACATTACGGCGACGG ---------- TGAAAAAGGTAGCATAGTTTAAAAAACATGCTACAAI
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size: 1591bp; fragments: 417; full length: 18 (>=1431.9bp)
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fastab.bed ufbed g 2.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 1891bp; fragments: 416; full length: 0 (>=1701.9bp)
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TE: rnd_5 family 106
size: 1477bp; fragments: 433; full length: 24 (>=1329.3bp)

I I I I I I I
0 200 400 600 800 1000 1200 1400
TE consensus (bp)

coverage (bp)

150

100

50

Before TEtrimmer 1477 bp

1\

I I I I I I
200 400 600 800 1000 1200
TE consensus genomic coverage plot (bp)

I
1400

TE consensus self dotplot (bp)

400 600 800 1000 1200 1400

200

0

I
200

400 600 800 1000
TE consensus self dotplot (bp)

I
1200

I
1400

No TE domain detected

0

I I I I I I
200 400 600 800 1000 1200
TE consensus structure and protein hits (bp)

I
1400




After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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