
 

Supplementary Materials  

S1: Mass Spectrometry Analysis.  

a)  Amino acid sequence, derived by de novo analysis, that cannot be directly traced back to known proteins of the investigated database.  The score Reported refers to the Average Local 

Confidence (ALC %). PEAKS assigns a local confidence score for each amino acid in a de novo sequence. The local confidence score ranges from 0% to 99%, indicating how confident the algorithm 

considers a particular amino acid as the correct assignment. So that, ALC is the average of the local confidence score of all the amino acids in the sequence.  

 

 

N. Description Protein (Acc. No.; Taxa) N. Peptide 
Score   

(-10lgP) 
Mass AA Length ppm m/z z RT (min) Scan 

1 Ribosome-inactivating protein charybdin (P84786; C.pancration) #1 ILDISYNKNALQD 61.82 1505.7726 13 1 753.8943 2 32.03 F1:7037 

2  #2 SEPVKLPQWMQND 71.62 1570.745 13 0.7 786.3803 2 34.24 F2:10073 

3  #3 VDIANHFAFN 67.31 1146.5458 10 0.6 574.2805 2 33.28 F2:9627 

4  #4 ILDISYNKNALQDAVSK 65.74 1891.005 17 0.5 631.3426 3 31.43 F2:8731 

5  #5 LPQWMQNDLEKN 60.46 1514.7188 12 −0.1 758.3666 2 33.24 F1:7607 

6  #6 LEKNWVRFSF 57.24 1324.6927 10 0 663.3536 2 33.26 F1:7615 

7  #7 VDIANHFAFNLE 57.6 1388.6724 12 0.2 695.3436 2 37.02 F2:11377 

8  #8 DILDISYNKNALQD 46.72 1620.7994 14 0.3 811.4072 2 35.88 F1:8795 

9 Elongation factor 1-alpha (Multisepcies identification) #9 VVTFGPTGLTTEVK 67.89 1447.7922 14 −0.3 724.9032 2 33.09 F2:9535 

10  #10 IERSTNLDWYKGPTLL 56.9 1904.9995 16 −0.3 636.0069 3 35.05 F2:10458 

11 Superoxide dismutase [Cu-Zn] 2 (Multisepcies identification) #11 QIPLTGAHSIIGRA 54.47 1432.8151 14 1 478.6128 3 28.96 F2:7531 

12 Superoxide dismutase [Cu-Zn], chloroplastic (Multisepcies identification) #12 IPLSGPNAVIGRA 57.98 1263.7299 13 −0.4 632.8719 2 30.69 F1:6408 

13 Allene oxide synthase 4 (Multisepcies identification) #13 LHTFRLPPFL 37.94 1239.7128 10 0 620.8636 2 36.34 F2:11040 

14  #14 LEELLLHT 41.29 966.5386 8 −0.3 484.2764 2 33.41 F1:7684 

15 RTM3−like protein  (Multisepcies identification) #15 LSRSMKEAGFKLDW 42.22 1666.8501 14 −3.8 834.4291 2 32.22 F1:7130 

16 Photosystem P700 chlorophyll (Multisepcies identification) #16 VSLPINELLD 41.81 1111.6124 10 0.1 556.8135 2 36.15 F1:8917 

17 Unknown (De novo sequence) #17 FVCPLNLLAE 92% a) 1117.5842 10 −3.4 559.7975 2 36.09 F2:8889 
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