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CLUSTERING?

the task of assigning a set of objects
Into groups
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-
CLUSTERING?

useful method to analyze BigData
-SNS analysis

—(Gene Sequence analysis
—Business and Marketing

NEED VARIOUS APPROACHES!



-
DIFFERENCES

Fresh approach that has not been
tried before

Allowing overlapping and hierarchical
clustering

Improvement of performance
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GRAPH CHARACTERISTIC

Go—Along
Propagation
Conversion

Meaningful Edge?
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CANDIDATE DATASET

YZ2H_Union
I LC_multiple

APMS_Collins

&?W@ﬁ%@?u%%ﬁﬁ%w%mm

- Rl YRS ¥ P Vel el e e I § TR
RN R R R RS R R S Sl

APMS Collins






-
VALIDATION

N X LOD~ P P_adj Gene-Ontology-ID Gene-0Ontology-Attribute
& & 1874 3.067e-7 <(}.001 |:| GO:0030127 COPIl vesicle coat
T 9 1.220 000005413 0.04300 |:| GO0 0005579 regulation of glycogen biosynthetic process
11 20 0.8273  0.00004755 0.03700 Dgn;uumgﬁ core mediator complex
18 35 0.7F09 6722e-T <(}.001 |:| GO:0000085 G2/ transition of mitotic cell cycle
19 45 05571 0.00001M585 0.01&00 Dgn;umgzur kinaze regulator activity
18 44 0.5500  0.00003332 0.03300 Dgn;umgggr protein kinase regulator activity
20 459 05887 0.00001485 0.01500 |:| GO 0046953 protein dimerization activity
21 56 05285 0.00004203 0.03300 Dgn;uuugﬁqg nuclear pore
22 21 0.4745%  0.00001413 0.01500 |:| CO-0000377 RMNA =plicing, via transesterification reactions with bulged adenosine a...
27 &l 04585  0.00003277 0.03000 |:| GO:0000358 nuclear mRNA splicing, via spliceosome
28 &3 04582 000002373 0.01500 |:| G0:0000558 nuclear-transcried mRNA catabolic process
28 24 0.4510  0.00003047 0.02500 |:| CO-0006402 mRNA catabolic process
73 T8 0.3104  0.000001198 =0.001 Dgg;umﬁuﬁ mRMA metabeolic process
N Nb}.mb Al @1{& Ir@tntltles 1n quers&g 0.2935 0.000001173  <0.001 [ co-000704s cell cycle
A dle comoted 54 211 0.2510  0.00006451 0.04500 [ zo:0051128 regulation of cellular component organization
0.28%4  0.000002379 0.004000 |:| G0-0005835 intracellular protein transport
P & P adJ null hypothesid, wie 9@ than=0:05 @1 0.0 1rcomnnne  coteydeprocess
02707 §.085e-8 =0.001 DGD 0015031 protein transport



http://llama.mshri.on.ca/funcassociate/
http://llama.mshri.on.ca/funcassociate/

-
PROBLEM

Cluster 1s too big to be meaningful!
-GO(Gene Ontology)




-
DIVIDE SET




LC_Multiple




-
WHAT IS LEFT?

Decide overlapping node

IOutput small, overlapping group
Validate with GO

ICompare with known algorithm
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