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[bookmark: _GoBack][bookmark: _Hlk532626747]Additional file 5: Figure S5. Bioinformatics analysis of BnPDFL. (a) BnPDFL secretion signal peptide predication by web tool SignaIP 4.0 server. The signal peptide prediction cleavage site is between position 25 and 26 amino acids. (b) Phylogenetic relationship of defensin proteins in rice (CAL1), Arabidopsis thaliana (AtPDF2s) and Brassica napus (BnPDFL, Q58QQ0). The 0.1 scale shows substitution distance.  

image1.png
Score

10

08

06

04

02

0.0

C-score
S-score
Y-score

(IS

1A KFAS | IT LLFAA LV LFAA L EASA LRGGKRC EKRNPST SFSGYCQYDNACHNOG | NL EGAQDGKCNNA!

0

10 20 30 40 50 60 70
Position

AtPDF2.1

ol eor2s

AtPDF23

68 AtPDF2.4
g eore

74

32

CAL1

AtPDF2.5

’7Q58QQ0

0L——— BnPDFL

0.1





 


Additional 


f


ile 


5


:


 


Figure


 


S


5


. 


Bioinformatics analysis of BnPDFL


.


 


(


a


) 


BnPDFL


 


secretion signal peptide 


predication by web tool SignaIP 4.0 server. The signal peptide prediction cleavage site is between 


position 2


5


 


and 2


6


 


amino acids.


 


(


b


) Phylogenetic relationship of defensin proteins in rice (CAL1), 


Arabidopsis thaliana


 


(AtPDF2s) and 


Brassica napus 


(BnPDFL, Q58QQ0). The 0.1 scale shows 


substitution distance.  


 


 




  Additional  f ile  5 :   Figure   S 5 .  Bioinformatics analysis of BnPDFL .   ( a )  BnPDFL   secretion signal peptide  predication by web tool SignaIP 4.0 server. The signal peptide prediction cleavage site is between  position 2 5   and 2 6   amino acids.   ( b ) Phylogenetic relationship of defensin proteins in rice (CAL1),  Arabidopsis thaliana   (AtPDF2s) and  Brassica napus  (BnPDFL, Q58QQ0). The 0.1 scale shows  substitution distance.      

