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O|O|X|OM HS S=stH sfiT FHX} 0|50 EA|EICE RTX 0|52 OIRA REXR HES
SE5IH siY HAIE X2 = /ULCL oH 7He| RFTXE SAIOf EHSH D ACHH Gene Select (ID
input)dl |EX ID E EASH & Add HES t=2| O|&0| O[OjX| Atof
HA|EICEH H ZSZtO|A OA QEZ HEZ &S O|0|X| 40| EAE ZE |HX 0|52
=2 H
= —

X2 %= UL} Image Save HE
3.2.2. Venn Diagram

Venn Diagram & Of2f Hlm =g 72to| {olot {FHX}

Diagram 2 13 H|W Zgt Fold change, P-value & MEiSH = Diagram View HES Z2/5tH
A0E oy = flon, v =2 i 4 | AENK| MEiE £ Ak 28 3-8 2 Cluster
1/Others, Cluster 3/Others, Cluster 6/Others Al 1 &0 CHS} = 0052
XYt Venn Diagram O|LCt,

N+=& H|5t7| %l O[OJX|O|Et. Venn
s

_9

Fold change & 2, P-value

[ venn Diagram Analysis - [m} X
A - Cluster 1/ Others 0 up-regulated Venn Diagram Tool
B-Ous\er3/0\hers C|I.|shr 1 I mhen 0 contra-regulated
C - Cluster 6 / Others 0 down-regulated Sample Comparison

[/] Cluster 1/ Others
[] Cluster 2 / Others
232:2 [#] Cluster 3/ Others
- [7] Cluster 4/ Others
[7] Cluster 5/ Others
1 % [¥] Cluster 6 / Others
g 0 é Fold change
519 2.00
209 p-value
0.050
2659 85
171 8 5
102
1 ;
Diagram View ‘
Diagram All Data I
Cluster 3 / Others Cluster 6 / Others
13 3-8. Venn Diagram
13 3-8 0| A Venn Diagram O|0|X[0f #A|Z|l= =XAt0i| CHet "efl= ChE21 2Lk
J|20/& =X} : Up-regulated FHXtS| 5=
‘B =X} Regulation O] CHZEEl= F&ALS[ = (Of: Cluster 1/Others OA+= Up-

regulated O| A Cluster 2/Others O Al = Down-regulated 91 ST}
UE ¥ =X} : Down-regulated FHX}O| ==

Venn Diagram O|O|X[0fM s HHo| 0L QEZE Z&E St Up-regulated, Down-
} =

re] o
regulated, Region All H{EZ =Qlg &= ULt Up-regulated = ST H|W ZTH0JA Up-regulated

ol-'o
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2 SHXE EHEY, Down-regulated £ ST Hlu ZT0|A Down-regulated B |FHXE ZHEY,

Region All 2 dljg Bl EZO|A HEE Up-/Down-regulated XS ZEZSHCL

3.3. Third Part Support

. = =
Third Part Support = FAZb MEHSH REXAE 7|82 Clustering heatmap 1F KEGG =4,
. . = .
DAVID =45 =d3dt7| flet ¥ HOIHE MIetth (A8 3-9). ¥ HIOIE MZEH %M
= [ i ol o H o <)
FEXE MEst= 17go| ZRsiCh A ME2 Category 2 DE Analysis & O|83510] MET
A O
T ALt
(=) Third Part Support (~) Third Part Support (~) Third Part Support
[T KEGG Input  DAVID Input Clustering Input [[GEeAl"Tq DAVID Input Clustering Input | KEGG Input [ (Ol
Export Data Select Export Data Select Export Data Select
! - = - Cluster 1/ Others
Cluster 1/ Others Cluster 1/ Others Cluster 2 / Others
ACIuster 2/ Others | .Clus‘ler 2 / Others Cluster 3 / Others
Cluster 3 / Others Cluster 3 / Others Cluster 4 / Others
Cluster 4 / Others Cluster 4 / Others ‘ Cluster 5 / Others
Cluster 5/ Others Cluster 5 / Others I Cluster 6 / Others
Cluster 6 / Others Cluster 6 / Others | Cluster 7 / Others |
Cluster 7 / Others Cluster 7 / Others Cluster 8/ Othess -
Cluster 8 / Others - Cluster 8 / Others -
. . - Data Export (ExDEGA Graphic Plus Input)
Data Export Data Export Data Export (DAVID Input)

3-9. Third Part Support (2 EE Clustering Input, KEGG Input, DAVID Input)

Clustering Input 2 H|u Z2t°| Fold change € 0|83t XNZEICt Ast= Hln xg2 MEisH
= Data Export HES F2 o oA = = O{MT[7F SO{7HX] HEE

Z=9|StCt, Clustering Input T2
THECE Clustering Input I

o
—_
Clustering heatmap & &g = QUCt.

<
o
<
A
rir
m
X
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m
n)]
>
0]
-
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e
=
=
n}
c
w
[H
Hu
W
o
o
ke}
o
of
2

1 Clustering_input txt - Windows B2%
ODEE BIO AANQ 2/ E8%
Gene Symbol Cluster 1 / Others Cluster 2 / Others Cluster 3 / Others
Pigr 2.412656 0.3338233 0.09458916
Phgr1  0.2832479 0.3560095 0.08909768
Serf2  0.4505849 0.5958751 1.317955
B2m 0.4114005 0.7285938 1.820078
Dstn 0.4570626 1.244223 0.1060638
AtpSe  0.4355506 0.3025525 1.517178
Tmsb4x 0.1468177 0.3535689 4.820166
$100a6  0.09239034 0.1359687 0.1436486
$100a10 0.2138821 0.5718173 0.491002
Fabp2 0274729 0.562046 0.1061139
Clcadb  0.4021292 0.8994936 0.07165406
Spink4  0.1114207 0.1497428 0.0844293
Txn1 0.2667113 0.2091366 0.2780316
Guca2a 0.2133063 0.2566306 0.06780826
Plac8  0.385346 0.2835954 0.1872116
Cycs 0.3875297 0.4196959 0.3136992
Fabp1  0.4988641 0.277174 0.09452607
Tmsb10 0.2360803 0.3562078 1.550741
Reg3b  0.3487499 0.4446786 0.08138297
Reg3g 0.2104861 0.2088951 0.07882152
Tpil 2.030389 1.104762 0.2382583
Gapdh  0.4746698 0.4283723 0.7407911
Ftl1 0.3149678 0.3639748 0.8072144
Zg16  0.1162529 0.1698134 0.07674919

a3 3-10. Clustering Input T}
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KEGG input 2 24 ZI0|A Up-/Down-regulated & SHAHS0| O{H Pathway Of &35I=X|
2toIstnxt g I KEGG Mapper £ 0|83%t7| 23t 28 HlO|HE M-I KEGG Input Ol =
StLtol Hlw =t MEH JbSSICE Hlw X ME{ T Data Export & MEASIH 18 3-11 1t
Z0| FHX O|En Hln X, & +=F0f| E M ACZ FAHEICL KEGG Input IHYES KEGG
Mapper 2| 23 CIO|HZ AE3I0 Pathway &0 &3t= Xt O|EQ & &2 &0

% ok,

1] KEGG_input.txt - Windows 0 2%

IO BEO ANNQ 27y E£s%
Gene Symbol Cluster 1 / Others
Pigr #FF6347 black

Phgr1  #87CEEB,black

Serf2 #87CEEB,black

B2m #87CEEB,black

Dstn #87CEEB,black

AtpSe  #87CEEB,black

Tmsb4x #00BFFF,black

S100a6 #1E90FF,black

S100a10 #00BFFF,black

Fabp2  #87CEEB,black

Clcadb  #87CEEB,black

Spink4  #1E90FF,black

Txn1 #87CEEB,black

Guca2a #00BFFF,black

a3 3-11. KEGG Input I+

DAVID & Ct&oh H|OJEHO[AE 7|Htoz RHAS| HEASE SAHLE 24510 FHAL
=8 7|52 O|&st= Analysis tool O|CE DAVID & 38 7§ O|&e fXAts 2M% £+ gleo=z
38 7 olst2 |EAE MYBHOF B DAVID input 2 3A Data Export (EXDEGA Graphic Plus
Input)2t Data Export (DAVID Input)2 T EICt Data Export (DAVID Input)= DAVID 0| A F X}
O|§2 YHsl= F&20| AHEEl= MYOICL O] M2 FHA O|EL2 FEELCH (AE 3-12).
7t O|5= DAVID 9| &3 H|O|E 2 A83t0] &43te{= GO L& Pathway Off Cih HIO[EE
Ch22E 2h=C} Data Export (EXDEGA Graphic Plus Input)&= ExDEGA Graphic Plus == 12 0j| A
DAVID &M& ¥3}7| ?I5t0] ML= IS F=TiCh 0] M2 |FTAL Ol Hlw =g,

Fold change 2 T+ =ICH (A& 3-13).
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| DAVID_input.txt - Windows H 2%

oeEE RO MY Eflv E22
Pigr
Phgr1
Serf2
BZ2m
Dstn
Atp5e
Tmsb4x
S100a6
S100a10
Fabp2
Clcadb
Spink4
Txn1
Gucala
Plac8

13 3-12. Data Export (DAVID Input) i

) Graphicplus_input.txt - Windows H2%

DeE BT M40 =270 S3
Gene Symbol Cluster 1 / Others Cluster 2 / Others Cluster 3 / Others
Pigr 2.412656 0.3338233 0.09458916
Phgr1  0.2832479 0.3560095 0.08909768
Serf2  0.4505849 0.5958751 1.317955
B2m 0.4114005 0.7285938 1.820078
Dstn 0.4570626 1.244223 0.1060638
Atp5e  0.4355506 0.3025525 1.517178
Tmsb4x 0.1468177 0.3535689 4.820166
$100a6 0.09239034 0.1359687 0.1436486
$100a10 0.2138821 0.5718173 0.491002
Fabp2  0.274729 0.562046 0.1061139
Clcadb  0.4021292 0.8994936 0.07165406
Spink4  0.1114207 0.1497428 0.0844293
Txn1 0.2667113 0.2091366 0.2780316
Guca2a 0.2133063 0.2566306 0.06780826
Plac8  0.385346 0.2835954 0.1872116

& 3-13. Data Export (EXDEGA Graphic Plus Input) T+

3.4. Target Gene Plot View & Gene Search

MdEHE REXA E= AL S VMKl REAE Y22 HlW ESOICE Fold change 2

DXt & [ Target Gene Plot View & A2 SHCE 12| 3-14 2 20| Mst
Target Gene Plot View 0| 20 d1 Expression Plot View HES
log 2) o2 =7t MHE=lCt

rz
Ral
10
o
il
Jh
=
-~ &
2

- 15 -



[ core Goah 7o

§ 4]
13 3-14. Target Gene Plot View
£ |AUXNE ZMED 42 M= Gene Search &2 0|83tH EILCL |HALl 0|ES s
Search HHES ZSEStH FAN CIOIH JoM siE FHAO| Ciet YETE =tolgh = JCt

Filter: 1

E3= Huzsateaes -

i)

G
0 | oo |Featurem

4084[Clecadb

nmmu! ci-zﬂl Uulu‘!l Clustera/
- Other:

0.89)

- | Other - Other: - Other - Other: - Other -
0.798]

)/ Other -/ Other -/ Other -/ Other -

Cluster 5/ Cluster 6/ Cluster7/ Cluster8/ Cluster9/ Cluster10 Cluster11 Cluster12 Cluster13 Cluster 14 | Cluster1

J Othes - | Other
0.0

\ D Analysis
() sigrcant setection

(%) Anaysis Graph

() Thir Part Support

() setces cene Pt 0 e

7o) e o

Cleadt

71 2h

Match Count: 1

oHyaN)

3-15. Gene Search
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