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Figure 1: Eisen plots of clustering solutions found by di®erent algorithms on ¥ast Sporulation data
(a) SIMM-TS, (b) VGA, (c) IFCM, (d) average linkage, (e) SOM, (f) CRC
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Figure 2: Cluster pro e plot for Yeast Sporulation data for SIMM-TS clusteri ng
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Figure 3: Cluster pro e plot for Yeast Sporulation data for VGA clustering
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Figure 4: Cluster pro le plot for Yeast Sporulation data for IFCM clustering
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Figure 5: Cluster pro le plot for Yeast Sporulation data for average linkage clustering
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Figure 6: Cluster pro le plot for Yeast Sporulation data for SOM clustering



log2(R/G) --->

log2(R/G) --->

time points --->

o

log2(R/G) --->
AN

'
N

[y

2 4 6
time points --->

cluster 5

2 4 6
time points --->

cluster 8

time points --->

log2(R/G) --->

log2(R/G) --->

cluster 3
1
0
-1
-2

2 4 6
time points --->

2

cluster 6

time points --->

Figure 7: Cluster pro le plot for Yeast Sporulation data for CRC clustering
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Figure 8: Similar clusters found on Sporulation data by di®erent algorithms &) Cluster 1 of SIMM-
TS, (b) Cluster 6 of VGA, (c) Cluster 6 of IFCM, (d) Cluster 4 of average linka ge, (e) Cluster 3 of

SOM, (f) Cluster 4 of CRC
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Figure 9: Part of the FatiGo results on Yeast Sporulation data: (a) Cluster 1 of SIMM-TS, (b) Cluster
6 of VGA, (c) Cluster 6 of IFCM, (d) Cluster 4 of average linkage, (e) Cluster 3 of SOM, (f) Cluster

4 of CRC
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Figure 10: Similar clusters found on Sporulation data by di®erent algorithms(a) Cluster 2 of SiIMM-
TS, (b) Cluster 1 of VGA, (c) Cluster 7 of IFCM, (d) Cluster 3 of average linka ge, (e) Cluster 5 of

SOM, (f) Cluster 1 of CRC
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Figure 11: Part of the FatiGo results on Yeast Sporulation data: (a) Cluster 2 of SIMM-TS, (b)
Cluster 1 of VGA, (c) Cluster 7 of IFCM, (d) Cluster 3 of average linkage, (e) Cluster 5 of SOM, (f)

Cluster 1 of CRC
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Figure 12: Similar clusters found on Sporulation data by di®erent algorithms(a) Cluster 4 of SiIMM-
TS, (b) Cluster 4 of VGA, (c) Cluster 5 of IFCM, (d) Cluster 1 of average linka ge, (e) Cluster 4 of

SOM, (f) Cluster 7 of CRC
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Figure 13: Part of the FatiGo results on Yeast Sporulation data: (a) Cluster 4 of SIMM-TS, (b)
Cluster 4 of VGA, (c) Cluster 5 of IFCM, (d) Cluster 1 of average linkage, (e) Cluster 4 of SOM, (f)

Cluster 7 of CRC
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Figure 14: Similar clusters found on Sporulation data by di®erent algorithms(a) Cluster 6 of SIMM-
TS, (b) Cluster 3 of VGA, (c) Cluster 2 of CRC

ribosonal subunit assembly

pyruvate netabolic process

glycolytic fernentation

anino acid catabolic process

Binlogical process. Level:

H phase of meiotic cell cycle

7

telomere organization and biogenesis

.75
| 0,788
5.7
| R

[ RER
| B

| s
loi

| JEEE]
B .62
| Bk

| 1562

1
100

p-values ()

0.00003 0.00169
0.00183 0,07149
0.00¢14 0.12474
0.01192 0.27115
0.01453 0.29758

0.03162 0.41653

@)

(b)

Biological process. Level: 7 P "L L L L TS

I 2.8t
ribosonal subunit assenbly | o788

N s
telonere organization and biogenesis | R

[ Rk
cell grouth | 1522

| R
translational elongation | 0,388

| R
serine famnily anino acid metabolic process | 0.767

| ]
 phase of meiotic cell cycle | EEE

p-values (x)

le-05 0.00040
0.00128 004383
0.00233 1,08031
0.02212 0.39387
0.04179 058040

0.06047 0.71660

(©

Figure 15: Part of the FatiGo results on Yeast Sporulation data: (a) Cluster 6 of SIMM-TS, (b)

Cluster 3 of VGA, (c) Cluster 2 of CRC
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Figure 16: Similar clusters found on Sporulation data by di®erent algorithms(a) Cluster 5 of SiIMM-
TS, (b) Cluster 5 of VGA, (c) Cluster 2 of IFCM, (d) Cluster 2 of SOM, (e) Cluster 6 of CRC
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Figure 17: Part of the FatiGo results on Yeast Sporulation data: (a) Cluster 5 of SIMM-TS, (b)
Cluster 5 of VGA, (c) Cluster 2 of IFCM, (d) Cluster 2 of SOM, (e) Cluster 6 of CRC
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Table 1: Maximum selectivity of di®erent clusters produced by di®erent algorithms onYeast Sporu-

lation data
Algorithms Maximum selectivity of clusters (%)
C-1 C-2 C-3 C-4 C-5 C-6 C-7 C-8
SIMM-TS  61.36 29.33 46.38 31.43 58.39 30.84 - -
VGA 20.70 1594 17.97 2741 43.67 52.42 - -
IFCM 28.53 54.45 10.08 14.86 23.73 34.50 21.60 -
Avg. Link  3.91 - 536 10.95 4.57 -
SOM 16.26 50.34 3450 18.11 22.69 15.73 - -
CRC 21.60 22.32 32.04 56.55 29.68 46.29 22.68 20.00
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Figure 18: Boxplots showing the range of best selectivity values for di®erentlgorithms

Sporulation data
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Figure 19: Boxplots of ARI index values produced by di®erent algorithms for AD40010_.10 data set.
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Figure 20: Boxplots of s(C) index values produced by di®erent algorithms for Sporulation data set.
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Figure 21: Boxplots of s(C) index values produced by di®erent algorithms for Serum data set.
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Figure 22: Boxplots of s(C) index values produced by di®erent algorithms for Rat CNS data set.
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