Start crop Point End crop Point
1 MSA length = 3062

TTCGTATTTGAAGGCTTATTTTCTTGGACTA-TAAATG ATATIT— THEAATGT
TTCGTATTTGAAGGCTTATTTTCTTGGACTATTAAGTA ATATATTITIAGTGT
TTCGTATTTGAAGGCTTATTTTCTTGGACTATTAA- - - ATATAT - = = - - = = = = = === = - -
TTCGTATTTGAAGGCTTATTTTCTTGGACTA - - - - - - - - - - - - - - - - - - - oo - - - - - - - - - - - - - - - ATAAAFATGEEEGATAT - - - - - - -
TTCGTATTTGAAGGCTTATTTTCTTGGACTAT.AATA ———————————————————————————————————
TTCGTATTTGAAGGCTTATTTTCTTGGACTATTAAATA AATATTT
TTCGTATTTGAAGGCTTATTTTCTTGGACTA------ - AIA— --T GATGTTT

TTCGTATTTIAAGGCTTATTTTCTTGGACTA ------------------- AGTGTTCOTIMCA - - - - - - - - - - - - oo oo - -

TTCGTATTTEAAGGCTTATTTTCTTGGACTA-----=----=---=----=-~-- AGTGTTC
TA TAGTCCAAGAAAATAAGCCTTCAAATACGAATGTTTGGGAAAAACITGAA TTCGTATTTGAAGGCTTATTTTCTTGGACTATTAIAGA ATATAT - AAIATTT
TARMTAGTCCAAGAAAATAAGCCTTCAAATACGAATGTTTGGGAAAAACTTGAA TTCGTATTTGAAGGCTTATTTTCTTGGACTA------- GATGTTT

4 4 4 4 4 4 -4 < -




) | SE—
ﬂ“ll

End crop Point

Start crop Point

|

3500

3000

2500

2000

1500

1000

500



).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

divergence to consensus (%)

Lo
N

20

15

YT I

10

i

size: 3062bp; fragments: 8614; full length: 0 (>=2755.8bp)

!

l

.

|

I

|

|‘> '

| { it

| o

'

il

I I I I
1000 1500 2000 2500

TE consensus (bp)

I
0 500

I
3000

coverage (bp)

After TEtrimmer 3062 bp

1500 2000
| |

1000

500
!

7

I I I I 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

0

1000 1500 2000
TE consensus self dotplot (bp)

—> —>
> ———
= <

< 3 < <_>

» >»>

Lk

—
>

e

No TE domain detected

0

I I I I I I
500 1000 1500 2000 2500 3000

TE consensus structure and protein hits (bp)



fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries

size: 3365bp; fragments: 6666; full length: 0 (>=3028.5bp)
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size: 713bp; fragments: 3010; full length: 156 (>=641.7bp)
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