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1 MSA length = 7994 1
TTTATTTCCTAAGGGTAGTTTAAGATTTTTATAAGTCTCGTGAAAGATTGAACAATCATGCGCAACAGTAGGCCAATAACT CAAAAT CT A = = s s s s o o o s o o o o o o o o ot ot o o o ot o ot o o o ot oot f oo oo oo o oo ooooom oo
TTTATTAACGTAGGAAAGT TAAAGATTTTTATAAGTCTCGTGGAAGATTGAACAATCATGCGTAACAGTAAGCCGATAGAT TAAAAT AT A - - = o o s o o o o e o ot o o o et ot o o o ot o ot o ot ot oot f oo oot oo o oo oommom oo m o
TTTATTAACTTAGGAAAATTAAAGATTTTTATAAGTCTCGTGGAAGATTGAACAATCATGCGTAACAGTAAGCCGATAGAT TAAAAT AT A - - = s o s o o o o e o ot ot o ot ot o o o ot oot o ot oot oot oo oo oo m o oo oommom oo m o
------------------------------------- I
---------------------------------------------------------------------------------------------------- TTAAATTTTGGATGAAAACGTTCAAAAAACTTATTTTATAATACCTTAAAATTAAATACTATTAAT
TTTATTAACTTAGGAAAATTAAAGATTTTTATAAGTCTCGTGGAAGATTGAACAATCATGCGTAACAGTAAGCCGATAGAT TAAAAT AT A - - = o o s o o o o s o o ot o o o ot ot o o o m ot ot o o f ot oot f oo oot oo m oo mommom oo
-------------- AAGATTAAGGA———————AAGTTTCITAGAAGATTGAGTGATCGTGCCTGACAATAAGATGATAGATTAAAATATA————————————————————————————————————————————————————————————————————————————
---------------------------------------------------------------------------------------------------- TTAAAGTTTGGATGTAAACATTTAAGAAATTTATTTTATAATATCTTAAAATTAAAGATTATTATT
---------------------------------------------------------------------------------------------------- TTAAAGGTTGGATGTATAGATTTATAAATTTTGCTTCATATAATCTGGCAGTTGAAGTTTATTCTG
---------------------------------------------------------------------------------------------------- TTAAAGTTTGGATGTAAACATTTAAAGAATTTATTTTATTATATTTTAAGATTAAAGATTATTATT
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bed fm_1.bed 0 O n.bed g 1l.bed fm _2.bed 0O O bcIn.fa aln.fa _c
size: 7994bp; fragments: 135; full length: 0 (>=7194.6bp)

divergence to consensus (%)

15

10

5

2000 4000
TE consensus (bp)

I
6000

coverage (bp)

20

40 50

30

10

After TEtrimmer 7994 bp

|

I
2000

I
4000

I
6000

TE consensus genomic coverage plot (bp)

6000

4000

2000

TE consensus self dotplot (bp)

2000 4000 6000
TE consensus self dotplot (bp)

No TE domain detected

2000 4000 6000
TE consensus structure and protein hits (bp)




d g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_a
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divergence to consensus (%)

size: 351bp; fragments: 28; full length: 17 (>=315.9bp)

TE: Itr_1 family 94
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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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nsus before TEtrimmer (bp)
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