Figure S1a

LOCUS : 59g23.1, Chromosome: 5; NC_000005.9 (118604418..118730294) (Genomic TNFAIP8, 125,877 bp)
MRNA ACCESSION No: NM_001077654.1 (Transcript Variant 2); NM_014350.2 (Transcript Variant 1)
Protein Accession No:NP_001071122.1 (Protein Isoform b); NP_055165.2 (Protein Isoform a)
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=25816#

5. —— - - - - ——3
*Exons # (bp) 1(215) 2(1850) 3 (457) 4 (3254) 5(1511) 6 (620) 7 (267) 8(2088) 9 (119) 10 (1784)
*http://www.ncbi.nlm.nih.gov/sutils/evv.cgi?taxid=9606&contig=NT_034772.6&gene=TNFAIP8&lid=25816

Transcript Variant 2 (2012 bp, includes Transcript Variant 1 (2017 bp, includes

5'UTR 214 bp and 3’UTR 1233 bp) 5UTR 190 bp and 3'UTR 1233bp)
5 -l =—PolyA tail- 3’ 5. PolyA tail- 3’
12 12
Exon# 1_ 10 Exon# 7% 10

(**lacks 5’- 46 nt)

Protein Isoform b (188aa, 21.8 kDa) Protein Isoform a (198aa, 23 kDa)
***SCC-S2, GG2-1, NDED, MDC-3.13 (Uniprot: 095379-3) MDC-3.13-2 (Uniprot: 09%379_1)

*** Kumar et al., J. Biol. Chem. 275:2973-2978, 2000 ' prot:
MATDVFNSKNLAVQAQKKILGKMVSKSIATTLIDDTSSEVLDELYRVTREYTQNK MHSEAEESKEVATDVFNSKNLAVQAQKKILGKMVSKSIATTLIDDTSSE
KEAEKIIKNLIKTVIKLAILYRNNQFNQDELALMEKFKKKVHQLAMTVVSFHQVD  VLDELYRVTREYTQNKKEAEKIIKNLIKTVIKLAILYRNNQFNQDELALM
YTFDRNVLSRLLNECREMLHQIIQRHLTAK SHGRVNNVFDHFSDCEFLAALYN EKFKKKVHQLAMTVVSFHQVDYTFDRNVLSRLLNECREMLHQIIQRHL

PFGNFKPHLQKLCDGINKMLDEENI TAKSHGRVNNVFDHFSDCEFLAALYNPFGNFKPHLQKLCDGINKMLD
EENI



Figure S1b
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Figure S2a (contd.)

29

log2 median-centered intensity

Finak Breast Mas Liver Wurmbach Liver Segara Pancreas
Nat Med 2008/05/01 505 Mol Med 2008/12/21 ~55 Hepatology 2007/04/01 Clinical Can Res 2005/05/01
' - B £ : . 20 :
S 2 2.0 . 25.0 L2
2= C 235 S
; £15 EL gl
i 10 - p— - ‘E1o
L — O A °
g o5, ; - 825 — ¥
S 00 5%) N — "800
L == C Ee £
£-0.5. . | £1.0 _ %nj
810 ] ~0.5 2
. o Lo . i 80.0 E_1 0
Liver Hepatocellular = Liver Cirthosis S
Grade 1 Grade 2 Grade 3 (n=19) Carcinoma (n=10) (n =13) 2_1_5
(n=3) (n=23)  (n=27) (n=38) Pancreas Pancreatic
(n =6) Carcinoma
Garber Lung (n =11)
Proc Natl Acad Sci USA
10 2001/11/21 Toruner Head-Neck Ginos Head-Neck
Cancer Genet Cytogenet 35 Cancer Res 2004/01/01
> 10 2004/10/01 >
0s i =
g 09 E 25
£ 3
£ 0.0 fojnl
B 0s 815
T e c
05 § 5 1.0
8 -1.0 — g
-1.0 805 < 00
- - I . . —
Lung Large Cell Lung ) Buccal Mucosa Head & Neck
(n =5) Carcinoma Sql_Jamous Cell Oral Cavity (n =13) SCC (n =41)
(n =4) (n=4) SCC

(n =16)



GDS2865/208296_x_at
(Wong et al., Proc Natl Acad
Sci USA 2007,104:12784)

P=0.002

Relative TNFAIP8 mRNA level

0 T T
e e
B ‘\\AQ

QO //r‘b\ \e\\g //(b\
NN NN
PC-3 prostate
tumor xenografts

GDS1965/210260_s_at
(Hoek et al., Cancer Res
2004,64:5270)

300 -
P=0.039

2950 -

K

< 200

x

: 1

150

<

< 100 -

'_

o —

£ 50+

&

0Ll :
2
<
& \,booi\
@e’\(b//\ @6(\,/6
< N\

GDS505/210260_x_at

( Lenburg et al., BMC
Cancer 2003,3:31)

3
[
=Cc
QT
502 9
3¢S |
ES £ 6
REC 4 -
QT
Z59
|—2.&2*
23
se 0 -
-
¥l o
S QRS

TP vy »
Q

Patient ID

Figure S2b
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Figures S3a- S3c
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Figure S4a-S4c

a. In vitro C.
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Figure S5b
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Figure S5¢
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Figure S6a

Immunohistochemical analysis of TNFAIP8 in prostate tumor TMA

PAC Grade Cytoplasmic TNFAIPS8 Nuclear TNFAIPS
Weak Moderate to Intense | Weak Moderate to Intense

Low (n =26) 15/26 (58%) | 11/26 (42%) 0/26 1/26 (4%)

Intermediate/ 4/38 (11%) | 34/38 (89%) 0/38 5/38 (13%)

High (n =38)




Figure S6b
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Figure S6¢

Patient ID

0=Non-Recurrent
1= Recurrent

Nuclear
TNFAIP8
(Tumor vs
Adjacent
Benign)*

1

1

[elle]le]lellelle]Ple} e} Plel P (ol o} (e} P P B (o] (o} (o B (e f EL EEN E (o f o} ED ERN Tael B PU P EE EE Eo (o N E (o)

[=llells}ellNe}e]le]lle}l«]E (e} le]le]le} P}l le}e] e} g N PPN PN [« BN P (ol o] Pl (ol o] (o} (o} (o3 E EE

N
N

N
N




_LNCaP
IS ~
o o
4] ]
> ' o
o ($)
S
s s &
- - <4— LaminB1
— —— |¢—a-Tubulin
TNFAIP8 expression
Xpress| ND 255 3.29

(fold internal marker)

Figure S7

—PC-3 _DU-145
S o 3 @
- W 2 g 2
(] O w
5 & 5 S 9 5
o 3 o = =2
| S vears —
s 4— PARP —» —
— e 4—0-Tubulin —p| s — |
292 470 1.07 3.01 279 1.35



Final Network 10

Figure S8
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Figure S9
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