
 

Table S1. Embedded AMP found in GAPDH in Saccharomyces cerevisiae 

 

Experimental AMP Protein ID Predicted 

VSWYDNEYGYSTR G3P2_YEAST Concatenated 

ISWYDNEYGYSAR G3P1_YEAST No 

VSWYDNEYGYSTRV G3P2_YEAST Concatenated 

ISWYDNEYGYSARV G3P1_YEAST No 

VSWYDNEYGYSTRVV G3P2_YEAST Concatenated 

FRVPTVDVSVVD G3P2_YEAST, G3P1_YEAST Concatenated 

FRVPTVDVSVVDL G3P2_YEAST, G3P1_YEAST Concatenated 

ISWYDNEYGYSAR G3P1_YEAST No 

VSWYDNEYGYSTR G3P2_YEAST Concatenated 

VSWYDNEYGYSTRV G3P2_YEAST Concatenated 

LVSWYDNEYGYSTR G3P2_YEAST Concatenated 

ISWYDNEYGYSARV G3P1_YEAST No 

ISWYDNEYGYSAR G3P1_YEAST No 

VSWYDNEYGYSTR G3P2_YEAST Concatenated 

ISWYDNEYGYSARV G3P1_YEAST No 

VSWYDNEYGYSTRV G3P2_YEAST Concatenated 

 

Experimental ID column refers to the peptide sequence that was experimentally identified as AMP 

from the glyceraldehyde 3-phosphate dehydrogenase protein in yeast [9]. Protein ID refers to the 

Uniprot accession ID of the protein that embeds the AMP identified. Predicted corresponds with the 

prediction as AMP by our method; there are 2 different classes of predictions: No, this AMP was not 

predicted as AMP by our method; Concatenated, this peptide sequence was concatenated to other 

AMP that were overlapping with it and predicted as AMP. 

 

 

Table S2. Embedded AMP found in the proteome of Saccharomyces cerevisiae 

Experimental AMP Protein ID Predicted 

PVGDQPPDIERQIK VPS1_YEAST No 

PVGDQPPDIERQIKD VPS1_YEAST No 

TEDPAKNFQPDTGRIE PYC1_YEAST Embedded 

PVGDQPPDIERQIKDM VPS1_YEAST No 

APPLPPSAPPPP VRP1_YEAST No 

APPLPPTAPPPP VRP1_YEAST No 

LPPPPPPSVATSVP VRP1_YEAST No 

GAPAPPPPPPPPALGGSAPKP VRP1_YEAST Exact 

TRPGDLPEKDF WTM1_YEAST No 

IIDNAGKPGEILRT WTM1_YEAST Exact 

IAAIGADLIDERIIDQ EF3A_YEAST Embedded 

IAAIGADLIDERIIDQQ EF3A_YEAST Embedded 



IVLDEPTNYLDRDSLGA EF3A_YEAST/EF3B_YEAST Embedded 

AEPISSENGVLEPR YG3A_YEAST No 

GGFGGPGGPGGQGFGRQGPQG YNU8_YEAST Exact 

KEGDDAPESPDIHF YRB1_YEAST No 

LEETKESLQNKGQEVKEQ ZEO1_YEAST No 

 

Experimental ID column refers to the peptide sequence that was experimentally identified as AMP 

[30]. Protein ID refers to the Uniprot accession ID of the protein that embeds the AMP identified. 

Predicted corresponds with the prediction as AMP by our method; there are 3 different classes of 

predictions: No, this AMP was not predicted as AMP by our method; Concatenated, this peptide 

sequence was concatenated to other AMP that were overlapping with it and predicted as AMP; 

Embedded, this peptide sequence was found as part of another larger AMP identified by our method. 

 

Table S3. Peptides molecular descriptors 

 

Index Molecular descriptor name Index  

1 Sequence length 27 Average hydrophobicity TOSSI2002 [50] 

2 Phenylalanine composition 28 Distribution of “EALMQKRH” at 50% [51,52] 

3 Net charge at pH 9.0 29 Distribution of “EALMQKRH” at 100% [51, 52] 

4 Distribution of “MHKFRYW” at 50% 

[51, 52] 

30 Distribution of “CLVIM” [53] 

5 Methionine composition [54] 31 Distribution of “DE” at 0% [51, 52] 

6 Distribution of “NVEQIL” at 75% [51, 

52] 

32 Distribution of “FWY” [53] 

7 Glutamine composition [54] 33 Distribution of “KR” at 100% [51, 52] 



Index Molecular descriptor name Index  

8 Hydrophobic moment [55] 34 Distribution of “MHKFRYW” [51, 52] 

9 Distribution of “PATGS” at 0% [51, 

52] 

35 Distribution of “ALFCGIVW” at 0% [51, 52] 

10 Distribution of “LIFWCMVY” at 0% 

[51, 52] 

36 Distribution of “MPSTHY” at 0% [51, 52] 

11 Average sequence composition [56] 37 Distribution of “RKQEND” at 0% [51, 52] 

12 Distribution of “HQRKNED” at 25% 

[51, 52] 

38 Distribution of “RKQEND” at 25% [51, 52] 

13 Net charge [57] 39 Distribution of “KMHFRYW” [51, 52] 

14 Average hydrophilicity [58] 40 Distribution of “DE” [51, 52] 

15 Average hydrophobicity CIDH920102 

[59] 

41 Distribution of “KR” [51, 52] 

16 Average hydrophobicity CIDH920104 

[59] 

42 Distribution of “VIYCWFT” at 50% [51, 52] 

17 Average hydrophobicity CIDH920105 

[59] 

43 Distribution of “ALFCGIVW” [51, 52] 

18 Average hydrophobicity 

MANP780101 [60] 

44 Transition from “CLVIMFW” to “RKEDQN” 

[51, 52] 



Index Molecular descriptor name Index  

19 Average hydrophobicity 

PONP800105 [61] 

45 Composition of tripeptide composed by 

[RKEDQN][GASTPHY][CLVIMFW] [51, 52] 

20 Distribution of “GASDT” at 75% [51, 

52] 

46 Composition of tripeptide composed by 

[CLVIMFW][CLVIMFW][GASTPHY] [51, 52] 

21 Average hydrophobicity 

PRAM900101 [62] 

47 Transition from “ALFCGIVW” to “RKEDQN” 

[51, 52] 

22 Average hydrophobicity 

SWER830101 [63] 

48 Distribution of “GASPHY” at 0% [51, 52] 

23 Distribution of “GASDT” at 100% [51, 

52] 

49 Distribution of “CLVIMFW” at 0% [51, 52] 

24 Average hydrophobicity ZIMJ680101 

[64] 

50 Composition of tripeptide composed by 

[CLVIMFW][CLVIMFW][CLVIMFW] [51, 52] 

25 Average hydrophobicity 

WOLR790101 [65] 

51 Distribution of “GASPHY” at 75% [51, 52] 

26 Average hydrophobicity CASG920101 

[66] 
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