Start crop Point End crop Point

1 MSA length = 949
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ATREABTEACCA- - - - - ATEBGTCCTCACHR - - - - - - - - - - - - - o oo o o e oo IGCAGTTCTTAAIACTCTTAAAAAATAATT!ITGTTACTTGGG TraTAA

ATIAGTTTTTAAAACTCTTAAAAAATTATTTGTGTTICTTGGGT ————————
AGCAGTTCTTAAAACTITTAAAAAATAATTTGTGTTACTTGGGT TTTAT.A

GA.AITIACCATCATA AITITTTIAT GTCGACATG
-------------- AGA THT TTT AhTCIC

TAACACCCTTACAACATCATTATABGGTCAAGCGCCATCTGTGATACATT « = - =« =« s - s m s -t oot i oo

------------------------------------------------ TGACACCCTTACAATACCATTATAAGGTCAAGCGCCATCTGTGATACATT -« - -~ - -ABC-GT@CTTAAAACTCTTAAAAAATAAT TTGTGTTACTTGG - - = - = = -« o s = s - o oot e oottt e oot f oo
e BTGB T T TTA T - - - - - - - - - - - oo ATCAATTTTTAAAARJCTTAAAAAATAATTTGTGTTACTTGGGT
- -WEETC@ccciTT- - - TE@A TR TR TG T THATIC C - - - - - - - - o o o oo o o o e e e e e AGCAGTTCTTAAAACTCJTAAAAAATAATTTGTGTTACTTGGGT



Start crop Point End crop Point

| |
O ~JARN MM TR AR R Ao 10 T AR T A ST R Y AATRR T AT TN AT RTPIRATE R T
| I N R O I AT AT ) CER AR E O 0 A (IR ERARERRRRNAEAN OO LR
TN AT 1 Y0 A v
FANRCTE A AN T RN OO SR ORI A0 N 100 I

AT 00 YR 11 (RO

——
[ —

NI DM AT ORI 100 W T
A e T et T T

I RE 0 N 0 e i
UM RO T e e I T
JAEI VAT IR ORICRR 1 A .
| A O T T A = EoeE i

i
L0 s T M A AT ELTATE IR | W (MO 0oy
ﬂ LR ORI MORT VISR T I 1o VYR AR LT R T

|- i
/UL LTI

0 200 400 600 800 1000 1200 1400

|
0 N T CRORR TEFIE T RN ONTTARAL A T LR E Nt
| UMHERIL I W




b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 949bp; fragments: 365; full length: 28 (>=854.1bp)
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.fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1266bp; fragments: 341; full length: 0 (>=1139.4bp)

divergence to consensus (%)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: nd_5. family 3335 Before TEtrimmer 1138 bp

size: 1138bp; fragments: 473; full length: 1 (>=1024.2bp)
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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)

Dotplot

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

1000

800

600

400

200

7
/
/
/
z
Vs /
/
/
/A4
/2
C
/
y
%
/

0

100 200 300 400 500 600 700 800 900

TE consensus after TEtrimmer (bp)



