Electronic Supplementary Material (ESI) for Molecular BioSystems.
This journal is © The Royal Society of Chemistry 2015

Table S2 The most 50 important CKSAAP encoding mRMR feature scores and their corresponding
amino acid pairs are presented.

Ranks Scores Pairs Ranks Scores Pairs
1 0.03 ExL 26 0.011 NxxXXW
2 0.018 AxxxY 27 0.011 GxxxG
3 0.017 PxF 28 0.011 MxxxxxG
4 0.017 MF 29 0.011 KxY
5 0.016 Y xxxxV 30 0.011 PV
6 0.016 KD 31 0.01 AxxxxY
7 0.015 VxxxV 32 0.01 KxK
8 0.015 GxxxP 33 0.01 RxxxxF
9 0.014 DL 34 0.01 QxxxxE
10 0.014 ExxxxE 35 0.01 FxxG
11 0.014 RI 36 0.01 MxxxxK
12 0.013 SxxxxH 37 0.01 TN
13 0.014 MxxS 38 0.01 LV
14 0.014 GxxxxxE 39 0.01 IxxxxxA
15 0.013 DxA 40 0.01 GxxxD
16 0.013 VF 41 0.01 MxxxxM
17 0.013 Y xxxA 42 0.009 RK
18 0.012 PxxD 43 0.009 KxxxV
19 0.012 LN 44 0.009 KxxxD
20 0.012 TT 45 0.009 PE
21 0.012 KxxxxD 46 0.009 MxxL
22 0.011 GxD 47 0.009 QxN
23 0.011 TxxD 48 0.009 DxV
24 0.011 EW 49 0.009 SM
25 0.011 PxxxxF 50 0.009 NxxXT

For example, the feature 'EXL' represents a 1-spaced residue (any amino acid) pair of 'EL', where x stands for

any amino acid. And the same representation was applied to other k-spaced residue pairs.



