Start crop Point End crop Point

1 MSA length = 847 1

AAATACCATTTACGAAGGGTTATCGGTCAATCTACTCTGACATATGAGGA---=-=-=-=---- TTCACCACCCCAGAACATACCATTGTGGTTCA TAI— - CTTGTGIAA —————————————————————————————————————————————————————

------------------------------------------------------------ TTCACCACCCIAGAACATACCAITGTGGTTCA TGETCCTCGCGAAATCAGCGAGTGTATCGGTAATTCGCCGGCCGACGAAGCAGCATTTCGAGACGTC
AAATACCATTTACGAAGGGTTATCGGTCAATCTACTCTGACATATGAGGA - - - == = - - - - TTCACCACCCCAGAACATACCATTGTGGTACARM - - - - - - - o o oo oo o i ot h it ettt e et e e i e e ieeace e cae ot
------------------------------------------------------------ TTCACCACCCCAGAACATACCATTGTGGTACA TGITCCTCGCGAAATCAGCGAGTGTATCGGTAATTCGCCGGCCGACGAAGCAGCATTTCGAGACGTC
AAATACCATTTACGAAGGGTTATCGGTCAATCTACTCTGACATATGAGGA - - - == = - - - - TTCACCACCCCAGAACATACCITTGTGGTTCA -------------------------------------------------------------------

------------------------------------------------------------ TTCACCACCCCAGAACATACCATTGTGGTACA
AAATACCATTTACGAAGGGTTATCGGTCAATCTACTCTGACATATGAGGA - == == - = - - - TTCACCACCCCAGAACATACCATTGTGGTACA
------------------------------------------------------------ TTCACCACCCCAGAACATACCATTGTGGTTCANTGETCCTCGCGAAATCAGCGAGTGTATCGGTAATTCGCCGGCCGACGAAGCAGCATTTCGAGACGTC
AAATACCATTTACGAAGGGTTATCGGTCAATCTACTCTGACATATGAGGA - = - = - = - - - - TTCBCCACCCCAGAACATACCATTGTGGTTCARTA - - - = - = - -« o s s oo oot f oo
------------------------------------------------------------ TTCACCACCCCAGAACATECCAR T NEREASC CC--------------AACTTTTCGACGAT T === - = mmmmmmm e - —AT-GAG.A.EI
------------------------------------------------------------ TTCACCACCCCAGAACATACCATTGTGGTTCAMTGH- - - TCGTGABACCAGTA- - - ------------TTCTTTTTGAGAAAAAAAAATTTCGARBCGC
------------------------------------------------------------ TTCACCACCCCAGAACATACIRATTGTGGT TIARTGE TICT TC- - - - - - - e e e
------------------------------------------------------------ TTlACCACCCCAGAACATACCATTGTGGTTCA
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 847 bp

size: 847bp; fragments: 17; full length: 7 (>=762.3bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 1021bp; fragments: 16; full length: 0 (>=918.9bp)
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After TEtrimmer Extended plot Blue lines are boundaries

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

I
1000

TE consensus self dotplot (bp)

200

600 800 1000

400

I
200

400 600
TE consensus self dotplot (bp)

I
800

1000

No TE domain detected

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

1000



divergence to consensus (%)

size: 221bp; fragments: 15; full length: 13 (>=198.9bp)

TE: Itr_1 family 270

12

10

50

100 150
TE consensus (bp)

|
200

coverage (bp)

12

15

14

13

11

10

Before TEtrimmer 221 bp
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF3

ORF4

ORF2

ORF5

ORF1

DUF5641

100 200 300 400 500 600 700 800




consensus before TEtrimmer (bp)
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