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1 MSA length = 21245 1
-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGT TAGTGGACAGG - - - - - - - - - - - o o o oo o oo o o o o o o o o oo o oo o oo oo oo oo

- -GTGATAATAATCTATCAGTTATGGCAGATGCAGAAGT TAGTGGACAGG - = = = = = = = = = = & = & & & o o o o f b f ot oo i o i o i oo ioiioiio o

TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGT TAGTGGACAGG - = = = = = = = = = = = & & & & oo f o f o oo oo i o i oo oot o oo

TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=-=-=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGG-
-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGT TAGTGGACAGG - = = = = = = = = = s s o o e e o e o o o o m e o o o o e e o e e o o e o o e o oo o m e o - o - - - - -
TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=--=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=-=-=-=-=-- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT

------------------------------------------------------------ TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT

-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=-=-=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=-=-=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
- -GTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=-=-=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGG-

------------------------------------------------------------ TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGG -
TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGT TAGTGGACAGG - = = = = = = = = = = = & & f ot & f o f f o f o f ot f o f o f oo f o f i f i d o i e i oo i oo

TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=--=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=--=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGG-
-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG-=-=-=-=-=-=-=--- TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
———————————————————————————— GATGCAGAAGTTAGTGGACAGG----------TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT

------------------------------------------------------------ TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
------------------------------------------------------------ TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGGT
-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGT TAGTGGACAGG = = = = = = = = = = = = = % & e & @t & f e & f e & f e m ot e mf e mf e mm e e m e m o e o eme e o e ao s
-AGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG - = - = = - = - - - TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCG - -

TAGTGATAATAATCTATCAGTTATGGCAGATGCAGAAGTTAGTGGACAGG - ----- - - - - TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCC- - -
------------------------------------------------------------ TCGAAACGATGCCACCCAAAACTAGCGGTAAAGCAGCTAAGAAAGCCGG -
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After TEtrimmer 21245 bp
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size: 21245bp; fragments: 87983; full length: 16 (>=19120.5bp)
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y 522.fastab.bed ufbed g Lbed fm Lbed 0 0 belnfa ainfa cl After TEtrimmer Extended plot Blue lines are boundaries

size: 21245bp; fragments: 87983; full length: 16 (>=19120.5bp)
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divergence to consensus (%)

TE: rnd_1 family 522

size: 6852bp; fragments: 956; full length: 131 (>=6166.8bp)

20

15

10

5

I
0 1000

I I I
2000 3000 4000
TE consensus (bp)

I
5000

I
6000

coverage (bp)

200

500

400

300

100

Before TEtrimmer 6852 bp

I

I I I I I I
1000 2000 3000 4000 5000 6000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

0

I
1000

2000 3000 4000 5000
TE consensus self dotplot (bp)

I
6000

No TE domain detected

0

I I I I I I
1000 2000 3000 4000 5000 6000
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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