Start crop Point End crop Point

1 MSA length = 380 1
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ATATTTAAGA CCMGGGTCGGACTGGCCATATAGTCAGGGTGHMBG - - - - - - - - - - CACCCGGCClCTlcTCAAATGCCTCCGGCCCCTCTGGCCCAGCCACCTG
AAT - - - AAAA ACAGGGTCAGACTGGCCATATAGTCAGGGTGGCG = = = = = = = = = = = = = = @ o m o @ e m e m e o e m e m e o e ot m e o e o e e e o e emimimio oo
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TTAT - T-TBAATTTCAAAA CCAGGGTCGGACTGGMCATATAGTCAGGGTGGCG - - - = = = = - - - CACCCGGCCCCTCCTCACAATGCCTCCGGGCCCCTCTGGICCAGC.CICT
“TTA- - ———TATAIGG CCAGGGTCGGACTGG CATAIAGTCAGGGTGGCG ---------- CACCCGGCCCCTCCTCACAATGCCTCCGGGICCCTCTGGCCCAGCCACCTG
-------------------------------- CAGGGTCGGACTGGCCATATAGTCAGGGTGGCG——————————CACCCIGCCCCTCCTCACAATGICICCGGGCCCCTCTGGCCCAGCCACC—T
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------ CCAGGGTCGGACTGGCCATATAGTCAGGGTGGCG=- - - - - - - - - -CACCCGGCCCCTCCTCACAATGCCTCCGGGCCCCTTGGCCCAGCCACCTG
ATTETA CCAGGGTCGGACTGGCCATATAGTCAGGHTGGCG- - - - - - - - - - C--CCGGCCCCTCCTCACAATGCCTCCGGGCCCCTCTGGCCCAGCCACCT
ATTATG CAGGGTCAGACTGGCC- - - - AGTCAGGGTGGCG - = = = = = = = = = = = = % & & o o o o o o e e o e e o e o e o e e e oo
ATTARA CCAGGGTCGGACTGGCCATATABMTCAGGGTGGCG- - - - - - - - - - Commm m o m e e e e e e e e e
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 380 bp
size: 380bp; fragments: 673; full length: 78 (>=342bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 689bp; fragments: 664; full length: 0 (>=620.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries

|

I
100

I
200

I
300

I
400

I
500

I
600

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

100

400 500
|

300

200

0

I
100

200 300 400
TE consensus self dotplot (bp)

I
500

No TE domain detected

100 200 300 400
TE consensus structure and protein hits (bp)

I
500




divergence to consensus (%)
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TE: rnd_4_family 2661

size: 300bp; fragments: 897; full length: 118 (>=270bp)
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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)
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