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1 MSA length = 10179 1
------- TTCTTA----c-eecemaeo - AATTATTAATCTTTTAATTTTTTAACATATTTCGTGGT TAAATGTAGT TT = = - = = = = & & & s m o m ot m ot e m e o e ot o oot m o e f e ot ot e m i d i e e e oo memoeoaaeaoeaoo
------- TTCTTA----c-eecemaeo - AATTATTAATCTTTTAATTTTTTAACATATTTCGTGGT TAAATGTAGT TT = = - = = = = & & & s m o m ot m ot e m e o e ot o oot m o e f e ot ot e m i d i e e e oo memoeoaaeaoeaoo
- cATATTTCTTA- = - e s e me e e e e - AATTATTAATCTTTTAATTTTTTAACATATTTCGTGGTTAAATGTAGT T T -=----=--- ATTAATAACATTAAATAATEEARTACGTTTCCATGCCCTTTTTATTTATETTGTTA- - - - -
---------- TTAAAATATACT TATTGGG = = = = = = = = = = = % @ & & e & o e f e o m f e o et e ot m f et f ot e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e eeieeaeoa-
BT BT BT T T BT TGABTGA T AR T T BT TG - - - c o m e m oo L L e e R
- TATATTTIRT TG T AT ACEBIBAR T GGA - - - - - - oo it b ittt e it i e ottt e et e e e e e e e e e e e e e e e e ieiaaeoo
----------------------------------------------------------------------------------------- GCTGATTAAATCAGTCACTTATATATETTT-----------cocoo- - ARTTRETRATGTT
------- T T AAAAT AT CT TAT - - - - - - o oo o e Lo
BCTATATTACTTAAAATATACTTATTGGGAATTATTAATCTTTTAATTTTTTAACATATTTCOTGGTTAAATGTGGTTT -« - - o« o x o x o m o m oo oo oo
----------------------------------------------------------------------------------------- ATTAATAAAATTAAACAATTATATTACGTTTAGTTGTCCTTTTTATTTTTATTTGTTATTGTT
-GTATATTACTTAAAATATACTTATTGGGAATTATTAATCTTTTAATTTTTTAACATATTTCGTGGT TAAATGBAGT TT - -« -« - oo e oo oo ot e e oo
----------------------------------------------------------------------------------------------------------- TTATATTTCGTTTAGTTGTCCTTTTTATTTTTATTTGTTATTGTT
----------------------------------------------------------------------------------------------------------- TTATATTTCGTTTAGTTGTCCTTTTTATTTTTATTTGTTATTGTT
-GTATATTACTTAAAATATACTTATTGGGAATTATTAATCTTTTAATTTTTTAACATAT TTCGTGGT TAAATGT GG T TT = = = = = = = = = & s s o e m e m e & oot f ot f m et f ot e m ot e m et e m e m oo i e mieoemiaoeoaaaao
----------------------------------------------------------------------------------------- ATTAATAAAATTAAACAAT TATATTAC = = = = = - s m o e m e e e i e o e e e o mmememae o s
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.b.bed _uf.bed g 1l.bed fm _1.bed O O bcIn.fa aln.fa _cl.fa_gs.fa ce After TEtrimmer 10179 bp

size: 10179bp; fragments: 2400; full length: 0 (>=9161.1bp)
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3.fasta.b.bed uf.bed g 1.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs¢
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size: 10592bp; fragments: 687; full length: 0 (>=9532.8bp)
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divergence to consensus (%)
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TE: rnd_5 family 13853
size: 3382bp; fragments: 25; full length: 3 (>=3043.8bp)

I
500

I
1000

1500 2000
TE consensus (bp)

I
2500

I
3000

coverage (bp)

12

10

8

Before TEtrimmer 3382 bp

I |

I

500 1000 1500 2000 2500 3000

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000 1500 2000 2500 3000

500

I
500

1000 1500 2000 2500
TE consensus self dotplot (bp)

I
3000

No TE domain detected

I I I I I I
500 1000 1500 2000 2500 3000
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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consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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