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2ol OgZ EHW™ BC(Betweenness Centrality)?t CC(Clustering Coefficient)2| H3ZI0f| 2t F1
Scoreo| HstE £ 4+ UCh BCE &0|B £U+E FHAE(L Scores S7Iots FBg =&
HE ZQICHH =HA[ZH0] ZO{X| 1, BC &2 20%0|&0|M= F1 Scoredf & Ha7t 97| WE0f

fEle 2 =EOM EHAHES g R {0 BC 9 20~30%F=0AM +dst= 40| =

Lok 7|ES ug|EEne 95 Huk TASIACE ofgfel e Azl En2FS0f et

Recall, Precision, F1 ScoreE H O{&C}.

Number
PPI Network Reference . . . ..
Algorithm = Optimal parameters  of protein Recall Precision = F1 score
Dataset Dataset
complexes

CC=0.51, BC = 20% 76 0.3210 0.4605 0.3783 |

MIPS Ahn et al. Partition_density = 0.30 1,177 0.7037 0.1427 0.2373

MCL Granularity = 2.00 614 0.5679 | 00739 | 01298

DIP MCODE Node_score = 0.10 83 0.2930 0.2530 0.2729
ours CC = 0.38. BC = 20% 888 0.3898 0.4114 0.4003 |

- iy = 1,179 0.5932 0.2858 0.3857

CYC2008 Ahn et al. Partition_density = 0.29

MCL Granularity = 2.40 639 0.4746 0.1690 0.2493

MCODE Node score = 0.10 83 0.2119 0.5542 0.3065
ours. ‘ CC =054 BC = 20% 69 0.2346 0.3623 0.2848 |

MIPS Ahn et al. Partition_density = 0.30 10,463 0.5926 0.0893 0.1552

MCL Granularity = 3.60 216 0.2099 0.0556 0.0879

— 120 0.086 0.0500 0.0633

BioGRID MCODE Node_score = 0.10

Ours ‘ CC =0.43, BC = 30% 324 0.2500 0.2160 0.2318 |

i iy = 10,915 0.5297 0.2802 0.3697

CYC2008 Ahn et al. Partition_density = 0.28

MCL Granularity = 3.00 225 0.1144 0.1111 0.1127

MCODE Node score = 0.10 120 0.0593 0.1167 0.0787
ours ‘ CC =0.41. BC = 20% 1132 0.2961 0.2491 0.2706 |

12D CORUM Ahn et al. Partition_density = 0.21 8,033 0.4576 0.1595 0.2378

MCL Granularity = 1.60 750 0.0623 0.0587 0.0604

MCODE Node_score = 0.10 251 0.0469 0.1076 0.0652
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Microarray= f{0|lA 23t A 20| 2 Conditiono| Mo FHA Zoigkt 4 Samplel

Ratio®f =1 ZtS Fot CIOIHE Lottt [MatM, 22l 7|sHe=z At Gene Complexs

MicroarrayOl Al £7 Condition®| A InhibitO|& ActivateO|& 4 disizginte CHE Hogs 29

A0|2t O] $otRLt.

Table A. Absolute Measurement Table B. Relative Measurement
C1 C2 C3 C4 Cl/C4 | C2/C4 | C3/C4
Gene A 10 80 40 20 Gene A | 0.50 4.00 2.00
Gene B 100 200 400 200 Gene B 0.50 1.00 2.00
Gene C 30 240 60 60 Gene C | 0.50 4.00 1.00
Gene D 20 160 80 80 Gene D | 0.25 2.00 1.00
Table C. Log,(Relative Measurement) Table D. Discrete Values
Log, Log, Log, D[Log, D[Log, D[Log,
(C1/C4) (C2/C4) (C3/C4) (C1/C4)] (C2/C4)] (C3/C4)]
Gene A -1 2 1 Gene A -1 2 1
Gene B -1 0 1 Gene B -1 0 1
Gene C -1 2 0 Gene C -1 2 0
Gene D -2 1 0 Gene D -2 1 0

29| Table COA EO|= Zddt Z0|, Microarray0Ol Al Condition C20| M= T2 sample0f H|3|

Gene AQ} Gene C7} activate E|QUCHD LPELLCE 2tA, 22|7F 222 MethodZ 3lE Organism

of CHo§ ¢t Subgroupof CHSH A, Ceob &2 Zutyt Eot ZSE X Countsty, £73

Threshold O|Ato| AR ==X} SFQULC
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Microarrayi= Target2 2 ot GeneOf CiSHAMEF ZntE 7| M0 HHHQA Z2aE 7] flhM=
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Further Work

— Differentially Expressed Gene Method& 7{/$l Microarray Gene Regulatory Network 3%
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