Attachment 3. Results with L=4 and f = 10% for different datasets

Dataset AEARR values for the aggregated feature selection methods

Al B2 B3 B3 B4 MC1 MC2 MC3
ada_agnostic 1.007 1.001 1.001 1.001 1.001 1.001 1.001 1.001
ada_prior 1.035 1.001 1.016 1.016 1.001 1.032 0.998 1.001
anneal.ORIG 0.998 1.009 1.009 1.015 1.009 0.990 1.009 1.015
anneal 1.001 1.004 1.004 1.004 1.004 1.005 1.004 0.999
arrhythmia 1.014 0.991 0.984 1.008 0.991 1.023 1.008 1.023
audiology 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
autos 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
balance-scale 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
breast-cancer 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
breast-w 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
bridges_versionl 1.054 0.999 0.999 0.999 1.025 1.025 0.999 0.999
bridges_version2 0.950 1.070 0.963 1.070 1.070 1.070 0.963 1.070
car 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
cmc 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
colic.ORIG 1.038 0.986 1.041 0.976 0.986 0.986 1.003 1.003
colic 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
credit-a 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
credit-g 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
cylinder-bands 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
dermatology 1.020 1.004 0.982 0.998 1.004 0.991 1.000 1.010
diabetes 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
ecoli 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
eucalyptus 1.039 1.044 0.919 0.998 1.044 1.037 1.044 1.044
flags 0.997 1.027 1.027 1.027 1.027 0.994 1.027 1.027
glass 0.986 1.014 1.014 1.014 1.014 0.996 1.014 0.996
grub-damage 0.997 1.014 0.997 0.997 1.014 0.997 0.997 0.997
heart-c 1.013 0.986 1.007 0.986 1.007 0.986 1.007 0.986
heart-h 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
heart-statlog 1.013 1.003 1.003 1.003 1.003 1.003 1.003 1.003
hepatitis 1.034 1.006 0.991 1.006 1.006 1.006 0.991 1.006
hypothyroid 1.006 1.006 1.006 1.006 1.006 1.006 1.006 1.006
ionosphere 1.020 1.014 1.014 1.014 1.014 1.021 1.014 1.014
iris 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
kdd_JapaneseVowels_test 0.995 1.007 0.997 1.007 1.007 1.007 0.995 1.007
kdd_JapaneseVowels_train 0.995 1.007 0.995 1.007 1.007 1.007 0.995 1.007
kdd_synthetic_control 1.001 1.003 1.008 1.001 1.008 1.001 1.005 1.001
kr-vs-kp 1.030 1.003 1.003 1.003 1.003 0.989 1.003 1.003
labor 1.055 0.991 0.991 0.991 0.991 1.033 0.991 0.991
lung-cancer 1.017 1.021 0.998 1.021 1.097 1.017 1.017 0.998
lymph 1.008 1.003 1.013 1.003 1.003 1.003 1.003 1.003
mfeat-morphological 0.971 1.024 0.995 1.024 1.024 1.024 1.024 1.024
molecularbiology_promoters | 1.007 0.996 1.007 0.996 0.996 0.996 1.007 0.996
monks-problems-1_test 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
monks-problems-1_train 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
monks-problems-2_test 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000




monks-problems-2_train 0.981 1.008 1.008 1.008 1.008 1.035 1.008 1.035
monks-problems-3_test 1.009 1.009 1.009 1.009 1.009 1.009 1.009 1.009
monks-problems-3_train 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
pasture 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
postoperative-patientdata 1.006 1.017 1.017 1.017 1.017 1.006 1.017 1.017
primary-tumor 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
segment 0.999 1.005 1.005 1.005 1.005 1.003 1.005 1.003
shuttle-landingcontrol 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
sick 1.032 1.033 1.033 1.033 1.032 1.033 0.964 1.032
solar-flare_1 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
solar-flare_2 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
sonar 1.004 1.003 0.996 1.022 1.023 1.009 0.995 1.016
soybean 1.006 0.996 0.996 1.005 1.011 1.007 1.008 1.009
spect_test 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
spect_train 1.013 0.992 0.992 0.992 1.013 0.992 0.992 0.992
spectf_test 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
spectf_train 1.036 0.999 0.975 0.999 1.017 0.999 0.999 0.999
spectrometer 0.985 1.024 1.024 1.024 1.024 1.005 0.968 1.024
splice 1.072 0.994 1.013 0.992 0.993 0.992 0.993 0.992
sponge 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
squash-stored 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
squash-unstored 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
sylva_prior 0.996 1.004 1.004 1.004 1.004 1.004 1.004 1.004
trains 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
vehicle 0.977 1.034 1.034 1.034 1.011 1.038 1.034 1.034
vote 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
vowel 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
white-clover 1.000 1.000 1.000 1.000 1.000 1.000 1.000 1.000
Wine 1.016 1.010 0.991 1.010 0.991 1.010 0.991 1.010
Zoo 1.006 1.008 1.012 0.997 1.021 0.974 1.008 1.008

This table has the following notation:

e A1—Best algorithm, selected by the recommender system;
e B1, B2, B3 u B4—Borda methods with different functions;

e MC1, MC2 u MC3—Markov chain methods.




