Start crop Point End crop Point

1 MSA length = 1329 1
TEBGTGAGAATBEGEBE T - - - - - - - - - = - == - - o m oo oo - AAABIGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT - - - ----- - - TTGCCAAGTAGACCAGTCGTGAGAATGCGCCAT - - ATAATCAAAAAT TTRAMGAETEMACTT
-TITIAIAATIGITI --------------------------- AAAIGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT ---------- TTGCCAAGTAGACCAGTCGTGAGAATGCGCCATAA ATAATCAAAAAT.TTIAIGAITIACTT
------------------------------------------- TAAAGGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT——————————TTGCCAAITAGACCAGTCGTGAGAATGCGCCATAA R I eI I NI

AAT ———AAT TTTT
AACAAT ATIT _________________

GTI————AAA—— ..........................................

TAAAGGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTAITGGAAT —————————— TTGCCAAGTAGACCAGTCGTGAGAATGCGCCATAA
TTAAGGCGGATTCTCACGAITGGTGTATTTGACAAACATTTGTTATTGGAAT —————————— TTGCCAAGTAGACCAGTCGTGAGAATGCGCCATTA

TTTTTGITAIATATT TAAAGGCGIATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT ---------- TTGCCAAGTAGACCAGTCGTGAGAATGCICCITAA

TATATTGTATATA- - TAAAGGCGGATTTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT - - - - - - - - - - TTGBCAAGTAGACCAGTCGTGAGAATGCGCCATAATAGAAA - - - - - -B- - ABETT---------cea o TA A

--------- TAAAGGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT ----------TTGCCAAGTAGACCAGTCGTGAGAATGCGCCATAA GTAITCA——AATA———————————————— ATA A

TITATGGA—TATITT TAAAGGCGGATTCTCACGAITGGTGTATTTGAIAIACATTTGITATTGGAAT ---------- TTGCCAAGTAIACCAGTCGTGAGAATGCGCCATTA A A ACT.AIA A

TTTTTTGTATATATT TAAAGGCGGAJTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT - - - - - - - - - - TTGCCAAIEAGACCAGTCITGAGAATGCGCCAT ----------------- AT TRGECABTIRAC- - - - - - - - - - oo oo o - - G

TTAAGGCGGATTCTCACGACTGGTGT === - === =~ - - ATTTGTTATTGGAAT - = - = = = = = - - TTGRCAAGEAGACCAGTCGTGAGAATGCGCCATTARABAT - - - - o v o e e A
TAAAIGCliATTCTCACGACTGGTGTATTTGACAAACATTTGTTATT.AAT ---------- TTGCCAAGTAGACCAGTCGTGAGAATGCGCIATAAIT TTT. A

---------------------------- AAGGCGJATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT -« - - - - - - - - TTGCCAAGTAJACCAGTCGBGAGAATGCGCCAT - - - -« - - - - - - - - - - A GTTT A

TCATTG- - BMAGA-T TTAAGGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT - - == = = = - - - TTGCCAAGTAGACCAGTCGTGAGAATGCGCCATTARA - - -« - - o c o e o e e oo A

- TTTATTG- - -ATA- - TJAAGGCGGATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT - - - - - - - - - - TTGCCRABRTAGACCAGTCGTGAGAATGCGCCAT -« - = - o cm e e o - - G
------------- TTTT----@TGTATT TAAAGGCGJATTCTCACGACTGGTGTATTTGACAAACATTTGTTATTGGAAT - - - - - - - - - —TTGCCAAGTAGACCAGTCGTGAGAATGCGCCATAAIAIAAAATCAAAA.A A
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1329 bp

size: 1329bp; fragments: 5148; full length: 235 (>=1196.1bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries

size: 1634bp; fragments: 5147; full length: 0 (>=1470.6bp)
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TE: rnd_1 family 259
size: 1311bp; fragments: 3419; full length: 231 (>=1179.9bp)

divergence to consensus (%)

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

coverage (bp)

Before TEtrimmer 1311 bp

1000 1200 1400
| |

800
|

600
|

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

T
1200

TE consensus self dotplot (bp)

400 600 800 1000 1200

200

N
N N
/ N
/ N AN
I I I I I I \
200 400 600 800 1000 1200

TE consensus self dotplot (bp)

No TE domain detected

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




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)
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