
 
Figure S1. Nucleotide sequence of the cDNA cloned from the skin secretion of Pelophylax fukienensis 
and its predicted peptide sequence. The putative signal peptide and temporin-PF (TPF) are 
indicated by single underline and double underlines, respectively.  
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Figure S2. Identification of TPF derived from the skin secretion of Pelophylax fukienensis: (A) RP-
HPLC chromatogram of skin secretion of P. fukienensis monitored at 214 nm. The arrow indicates 
the retention time of QUB-1434. (B) Annotated MS/MS spectrum of QUB-1434. Predicted b- and y-
ions arising from collision induced dissociation of the mono-charged (1435.56 m/z, [M+H]+) 
precursor ion. The observed b- and y-ions are indicated in red and blue typefaces. 

 

 

 

(a)      (b) 

Figure S3. The fluidity of (a) PBS and (b) 10 mg/ml TPF in PBS. The peptide is dissolved in PBS and 
formed hydrogel-like morphology.  

 

 

825.5728
8
1+b

1028.9889
10
1+b

972.2260
9
1+b

1157.2152
11
1+b

1270.4009
12
1+b

1417.4541

400 600 800 1000 1200 1400
m/z

0

50

100

150

200

250

In
te

ns
ity

 [c
ou

nt
s]

     ITMS, CID, z=+1, Mono m/z=1435.56000 Da, MH+=1435.56000 Da, Match Tol.=0.8 Da

#1 b(1+) Seq. y(1+) #2
1 148.076 F 13
2 261.160 L 1287.819 12
3 358.213 P 1174.735 11
4 471.297 L 1077.682 10
5 584.381 I 964.598 9
6 655.418 A 851.514 8
7 712.439 G 780.477 7
8 825.523 L 723.455 6
9 972.592 F 610.371 5
10 1029.613 G 463.303 4
11 1157.708 K 406.281 3
12 1270.792 I 278.186 2
13 F-Amidated 165.102 1



 

Figure S4. The chromatogram of the mixture of TPF analogues. The retention time of each peptide 
is indicated by arrow. The gradient of mobile phase is presented by a blue line.  
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Figure S5. The energy analysis of TPF and the analogues monomer during 100 ns MD simulation.  
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Figure S6. Mass of TPF and its analogues identified by matrix-assisted laser desorption 

ionization, time-of-flight mass spectrometry. 
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Figure S7. Synthetic yield of TPF and its analogues. The yield of TPF, des-Phe1 TPF, W-des-

Phe1 TPF and dW-des-Phe1 TPF were 71%, 76%, 64% and 60%, respectively. 

 


