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J7EA (1) Katz 5¥E  (2) Random Walk 73 (3) Hetesim J5¥%  (4) 45 Random Walk
FE, Zastksiaba.

HAlsniR:

(1) HFKEBTTERIETHIE ML (network based methods), KL FE E /e /4H F 3T
PR 28 J5 3 ) — Se S A e S R, R M XS IR AR BE A o B, A 58 o R i Al
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Disease phenotype network

disease | miRNA Related

name name (YES)
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R— (ETHLHENE):
(1) Katz H¥E
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MATLAB fUhG:



load(’ weights. mat’) ;

W = weights;

% % ETHEEEHFIT—L

% WHEGESH, BHREWHEFI+2+3+4 +1(1able)
% 1E R E A2

Fl1 = RSmat*RDTrain;

F2 = RDIrain*Dimat ;

EEIEREAS

Al = Fl#DSmat;

A2 = RDTrain * EDTrain’ * RDTrain;
A3 = RSmat*FZ;

KIEIERE A

Bl = Al % DSmat;

B2 = RSmat = Al;

B3 = RSmat # A2:

B4 = A2 % Dimat;

% 1E5)F—b B EEr%

Q = normalize (RDTrain) ;

Fl = normalize(Fl);

F2 = normalize (F2) ;

Al = normalize (A1) ;

A2 = normalize (42);

A3 = normalize (A3) ;

Bl = normalize (B1);

B2 = normalize (B2);

B3 = normalize (B3) ;

B4 = normalize (B4) ;

ScoreMatriz = W(1)#Q + W(2)«F1+ W(3)*F2 +W(d) =Al+ W(5) A2+ W(E) A3 + W(T)=B1+ W(8)«B2 +W(9)«B3+ W(10) «B4;

(2) Random Walk /7%

JEAR LR AT ORYIME, BMZAHR) , 5 EMNIX L S EE AL FIA 2 At
AR SRR, AWHEATHE, FERE R IR IRE, MR NP5 S 3%
R AR AT BE UK

MATLAB 1{fi5
% #i5{k s(0)

50 = EDmat (:, d) ;

50 = S0/length(find(S0)): % M&¥IG#IZE(E

I =50.% HEEANESY

¥ EMidIE

1=0;

31 = 50;

52 = 0.4sMqx50 + 0.6+ + 0. 1+Mux50 + 0. 9%X;
while norm{S2-51)>10"-10

81 = 82;
52 = 0.4xMgx31 + 0.6=X + 0. 1=Mux51 + 0. 9=X;
3= i+l

end

score = 52;

(3) 4211 Random Walk



BAE. 0K katz 7711 Random walk AHZE & H0=E, 7F Random walk FFERE |, AN
EREIR RSN PSR, (BRI LIRERMEER (MEKEE A EARKER.
MATLAB fXi%: &4 Random walk J7 AR BRI m]

(4) Hetesim H¥E
——————— K TERFEE
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