Start crop Point End crop Point

1 MSA length = 21242 1

AGTTGGTTAGATTCGAAGTTAATTRAAT TR TRCBAAGTACARATBAT TTA- - - -
TGTTGGTTAAAATCGAAATTAATTTAATTCTACAAAATACAGATAATTTA- - -------- TGATACAATGTCCAAAAACTCAAACCAATCGATATTGCCAAAAGATATCG
TGTTGGTTAAAATCGAAATTAATTTAATTCTACAAAATACAGATAATTTA- - -------- TGATACAATGTCCAAAAACTCAAACCAATCGATATTGCCAAAAGATATCG
TGTTGGTTAAAATCGAAATTAATTTAATTCTACAAAATACAGATAATTTA- - -------- TGATACAATGTCCAAAAACTCAAACCAATCGATATTGCCAAAAGATATCG

------------------------------------------------------------ TGATACAATGTCCAAAAACTCAAACCAATCGATATTGCCAAAAGATATCG



End crop Point

Start crop Point

nmm an EE=

| .
nmﬂmn

mmmnmmm

20000

17500

m”mlnlm”m”mlml

““““I

15000

12500

IODDU

7500

5000

2500



2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fz After TEtrimmer 21242 bp
size: 21242bp; fragments: 18344; full length: 0 (>=19117.8bp)
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bed g 2.bed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries

size: 21244bp; fragments: 18091; full length: 0 (>=19119.6bp)

o 2
g S >
— o
ch\'l)_ ) i— g N x<
== 5 X < <
;:;_ § '0‘/ ,’ 7
= = EfFg==--=-=-=-=-=- == = = = V. .- / X < <<
=== g - — s ‘. ‘
Sgol z sHisszz=z=z=z=z:z <= . 5 28y, . - ¥ < < < <
n = . Ei=========== = Q = Q. g ]
> — BJiE s =E==EE=EE= = 3 %_5.’/_,// X < < < < <
a =i === == Z =Z = =Z = = — — = ,"//, k < €< € € K<
) =i BRiE = ========'=% == o Q R <
o | -iggrgsEEEEEEEEE; =M < S kK <<<<<<
O <97 =t R =-Z: = == == == = = == == == T — Q ) /-'//
o 5 == B ol SR ELEEEEEsEr — D 4 n g (- 7
o = s E S EEEEEEEEE E S o] w s+,
+— -z = = =_._= = = = = = = = =:-_= —= o > © ‘ ‘
> - S E EECECEEE-E-oE-Er-E-d = S Q<Y
&} == MG =:=: S: S:S:Z:gF:£:2:5::3 == o c 7
S o - Rl S EEEEEEE 53 = & aQ 4 /
G)‘_'_ _ —:E-:Iz:% - = = = = = = = = _;é — 2 ‘r' R
2 = -k rEEEEEEasE==E . s V.~ -
Q = "Eiz = N —— Oo/'/, /
ro] = Bl E S == === == =" S | w g+ - g 7
T e el S VIL\M — 5 L
L0 -_‘=;.T_________; PR
; = = S L s '// //'// ,

> >>02

oo .f' '/"/' ) '/"/"/ '/",
= = ANNNNNANNNND S LSS F>> Pz
—_— { - ‘/'/‘/‘/‘/‘/'/‘/‘/I‘/‘/‘ | ﬁn?Fdnmamdpfpr‘fpd

e |4

Ll

I I I
5000 10000 15000 20000 0 5000 10000 15000 20000 0 5000 10000 15000 20000
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)

T T T T T T * T (=] T T T
0 5000 10000 15000 20000



divergence to consensus (%)

TE: rnd_5 family 10171
size: 1103bp; fragments: 438; full length: 15 (>=992.7bp)
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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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(windowsize = 25, threshold = 50.00 10/10/25)
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