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MRS 2B E 24T 2 IL-6 & IL2TVEETNVHA A4 YL, AHFA4 P AL Y OZFEEERIL TR LAY
2= T M EF VML E LT F4 b4 > oEBPEH % B O 8RS BEL A REEC LT RNA-
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1. IL6, IL27 IZ & » CTHEINLBETHOERAL.
RNA-Seq#i2& D, IL-6, IL27 CHFEINL +TF v A2 YT+ —2%&ERILL7.

IS OBETH (L193MH) @95, b3h 22 HMoOBEETHSEGHIHE S hTnw/ (K 1B). —2—20i#fx
T2 R Tw &, Ifng % Cclb, Rorc & WV o 2 GBI S ICEEREETAINSDO I V=712 & T h T (K 1B).

Fl&REWT, IL-6, IL271 2L 0¥ A A4 4R 7% STATL, STATS O —EHREE (KRR -~7 o &#1K)
DK RHIZEALE EMSA 2 TN L7z (X 2A, 2B). ZOK%E, 34 b H A4 VRl#E 24 BT, IL6 1%
STAT3-STAT3 DHREF A v —% i FET 57, IL-27 fIIZ X 5 T STATI-STATL DR EF A 7 —A5HE S
NDZEFRWELPIC R o7z, S5, INOHOFEARITHERE 48 K ORI THEAT 2 2 LR sz (X 24,
2B).
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2. IL6, IL27 12k > TiH#E S N5 STATI-STAT3S ~EADERAL.
EMSA HEIZE Y IL-6, IL27 12Xk o THEBEE NS STATISTATI Z2hk0ERILE T 72,

2. STATI1, STAT3HMIC & 2 Ml T- B O AT

BT A 1L, A 2 M AE 3 BIZAIC B 5 STATL, STAT3 O&EIZ N5 HMT, H A4 b I A 2Rl
T2 BERIZ 3B % STATL KIE~ 7 A, STAT3 K~ 7 ZAHKD NV 8= T filld % v 724 > 7V ® RNA-Seq f##T %
fio7z. STATI RIBIZ & - C, IL-6, IL-27 FlICHE S N2 Bz T HMORRELbNI:. —J, STAT3KEIC
LoT, MY A M IA VI DFESNDBIZTRIUPF L HEHLZDNLZ EHNE R 572 (K 3A, 3B). Zhid,
HMIEAYED B B Y 7 F MAEEDE DI 2 G55 2 L ZWRITR L 72RO R TH 5. & 5I1TFHKL 13, B
1% AR TR BIZEIC BT 5 STATL, STAT3 OFHZMNT55HWT, A4 bAoA CflEtE, 6 W, 24 W, 72
WD 4 LKL 2 M2BIFSH STATI RIE~ ™ A, STAT3 K~ 7 AHEKDOANNV = T Hifz w729 > 7o
RNA-Seq fi##r 247 -7z (M 3C). H A b A VHlEtE 6 Kef OB Tk, STAT1 KHHIE, IL-27 FFENEETORE
BKTOEKE %225 —7, STAT3 K, L6 HRIEETORBK T 25 X2 L. STAT RIEOEEIL, HEE
BIZTA DAL VIR TH 57275, BEEFICH D —HDOF A b h A UANBEST LI LRSI -7 (X3C).
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3. STATI1, STAT3 OEEHEAIC & 5 A5 TS HL T HibeHE O T

FRRERE ST R, el RICIL6, IL-27 HIBIC X > THE XA STATIL, STAT3 OREEN BRI EIEZ T3
HIAE 2 i 5 2 5 % HIYT, STATL, STAT3 @ DNA ~OH#EHKiA % ChIP-Seq % H T L 7-.

¥9, 4L, &7 4 LICBIF S STATL, STAT3IDREEZALD Y A F I 7 AIZOWTIENT AT o 72. ZORER,
YA DA VL CHE SN S STATL, STATIHHAEZILIX, TD60%25H 4 A4 YHIETHIRT 52—, 20%i
P A ML VHIPETHEL, YD 20% T4 M A VRIETEAS BV E V) MRS (K4A). ke,
STAT3 D#EEY — 78, STATI OHEY— 7 BERKT L L 2D AT H I L2 /2L (K4B). Th
i, IL-6, IL-27 THEINLBIETRIOZIALO KIS AISTATIIZ L > THIH SN TWDH L) (2) OFEFRE ML
LTWwWh. &5, Frld, BEETREMMICHEITS STATL, STAT3 O&%E 2@+ HMT, (1) THELAEZ
NZENOBEETEE (L6 45 RS T8, ol a8, IL-27 $RRM0EET8) 128135 STATL, STAT3 04
A b L7z, BBREWE &1, IL-6 I CRICT 3 285 THICB W T, STATL A4 STAT3 KA1k L1k
LTWwa I eI (K4C)., oz ki, STATI BRI NS DBIET-HIZOWTHHIBI/EN LT 5 fE
HEZRELTWS, E512, STATI, STAT3 DA M O STAT 23% <L %52 L TED X I ITELT D H 12
DWVWT, TRZNRO STAT KB THEZHVTHRIEL 72, ZO&E, L6 RN EETHTIE, STATI KERRT
IZBWTIE, STAT3 OFEAIIHEIML 720123 LT, STAT3 RIBIRLTIZBWTIE, STAT1 oA IZZEHICEA L7
(K 4C). —7, IL-27 $REMEIETHTIE, STAT3I KIBRHTIZBWT, STATI O#& MR- Twiz (X
4C). oz ki, IL27 4R EME T OBETRBMENL, STATI-STATI O &R TirbhvTw 5 i HEtk % /RIg
LTWw5,
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Network Analysis with the genes (n=3458) which are gained in GOF patients

ID Associated Network Functions Score

1 RNA Post-Transcriptional Modification, Cellular 35
Assembly and Organization, Cell-To-Cell Signaling and
Interaction

2 Developmental Disorder, Drug Metabolism, 33

Hereditary Disorder

3 Cellular Assembly and Organization, Cancer, 33
Immunological Disease

4 Nucleic Acid Metabolism, Small Molecule 33
Biochemistry, Carbohydrate Metabolism

5 Cellular Development, Free Radical Scavenging, Small | 33
Molecule Biochemistry

K2 STATIHAREERARBFICBY 2 HBEB LR T RO v b7 — 7 TR

Network Analysis with the genes (n=573) which are lost in GOF patients

ID Associated Network Functions Score

1 Cellular Compromise, Cancer, Cellular Development | 39

2 Cell Cycle, Hepatic System, Development and 35
Function, Organ Development

3 Embryonic Development, Hair and Skin Development | 33
and Function, Organ Development

4 DNA Replication, Recombination, and Repair, RNA 33

Post-Transcriptional Modification, Gene Expression

5 Immunological Disease, inflammatory Disease, 31
Inflammatory Response
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P A S I A VIFERNTERRAEBER 2GS 50, ZNENOY A NI A VBT 2B ORISR 55
THHE IR 2 5% . SRk~ 1L, EET A A4 Mo Nn5 IL6 EHRREEY A b4 v THDHIL2T %
MWT, Y7 FMEEWE STAT 12X o THE SN B EBIEH O 5 T OMIT 247572, 1L-6 & IL27 1331
STATI, STAT3 ZiHMALT 575, ZNHD STATs BED LS IZHAL TH VTV A 2EAHTH 572, S0k~
DOWFEDMER, 1IL-6, 1L-27 THE SN L BIETHMEIZ ORI 2 STATIIZ X Yl S Twb—, STATI
ZIL-6, IL-27 THE SN L BIZFHMOBREZFIH L CVAI RSN ho. 2F), 4 M4 0k
PREZBLET 5 1T, STATL, STAT3 ZZhENIEAMIERELZ AT 5. 2512, STATI OBFENEELT B 5
STATI1 HEREMEISZE RIBEWRIRDIRNT O#E RS, STAT1 HEREMEISZ RIRE Tl B EE = T OB LB H
BOONDLEFHRA L. T2 &, FENFROBEREZ AT 5 STATSs 2B 2 1> 2 & THRIBEH MM S h
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