&El 25.

i & %7 O N BUBESARYT

100

%intensity
[4)]
(=]

2512.0002

2526.0431
| Znatosr
{ 3w2zen

i L .1
2500

1500

3500

.4500 (M/z)

N7 2V X=T7DHEIED
REFHTHmEED & 23
7 O N BUIGEGEMIZ DV TR
Mz BHHic., BESW
(MALDI-TOF-MS) % il \» T %
SEBIDFEHINT 24T o T2, %
DFER 35 FEEOFEHNED
nr

MALDI-TOF-MS |Z & 5 FEGHARNT & 5 S 7= 35 FEE O

1287.0 | ND 2490.0 | ND
1301.0 | (Hex)2 (HexNAc)2 (Deoxyhexose)2 24940 (Hex)1 (HexNAc)S (Deoxyhexose)1 + (Man)3(GlcNAc)2
1496.0 | (Hex)2 + (Man)3(GIcNAc)2 24980 | (Hex)3 (HexNAc)2 (Deoxyhexose)1 (NeuAc)? + (Man)3(GlcNAc)2
1658.0 | (Hex)3 + (Man)3(GIcNAc)2 25100 | ND
17020 | ND 2512.0 (Hex)2 (HexNAC)2 (NeuAc)2+ (Man)3(GlcNAc)2
1724.0 {HexNAc)2 (Deoxyhexose)1 + (Man)3(GlcNAc)2 2520.0 ND
1740.0 | (Hex)1 (HexNAc)2 + (Man)3(GlcNAc)2 2526.0 | (Hex)1 (HexNAc)3 (Deoxyhexose)2 (NeuAc)1 + (Man)3(GIcNAc)2
1842.0 (Hex)2 (HexNAc)1 (Deoxyhexose)1 + (Man)3(GIlcNAc)2 2528.0 ND
1886.0 | (Hex)1 (HexNAc)2 (Deoxyhexose)1 + (Man)3(GIcNAc)2 2534.0 | (HexNAc)6 (Deoxyhexose)1 + (Man)3(GlcNAc)2
19802.0 (Hex)2 (HexNAc)2 + (Man)3(GIcNAc)2 2556.0 {Hex)3 (HexNAc)3 (NeuAc)1 + (Man)3(GicNAc)2
1927.0 (HexNAc)3 {Deoxyhexose}1 + (Man)3(GIcNAc)2 {Hex)3 (HexNAc)3 (Deoxyhexose)2 + (Man)3(GlcNAc)2
20430 (Hex)2 (HexNAc)2 (Deoxyhexose)1 + (Man)3(GIcNAc)2 25720 (Hex)4 (HexNAc)3 (Deoxyhexose}1 + (Man)3(GIcNAc)2
2089.0 | (Hex)t (HexNAc)3 (D 1+ (Man) ) 2658.0 | (Hex)2 (HexNAC)2 (D (NeuAc)2 + (Man)3(GIeNAC)2
21220 | ND 2748.0 | ND
21440 (Hex)1 (HexNAc)4 + (Man)3(GicNAc)2 2861.0 (Hex)2 (HexNAc)3 (Deoxyhexose)1(NeuAc)2 + (Man)3(GIcNACc)2
22050 | ND 2877.0 | (Hex)3 (HexNAc)3 (NeuAc)2 + (Man)3(GIcNAc)2
2207.0 (Hex)3 (HexNAc)2 (Deoxyhexose)1 + (Man)3(GlcNAc)2 31820 (Hex)3 (HexNAc)3(NeuAc)3+ (Man)3(GIcNAc)2
2221.0 | ND
2353.0 (Hex)3 (HexNAc)2 (NeuAc)1 + {Man)3(GIcNAc)2
(Hex)3 (HexNAc)2 (Deoxyhexose)2 + (Man)3(GlcNAc)2
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Bt 26. 2534 $EGH L HAFE (PD) . MEBYEA TR (PFS)

40
35
30 - 2534 T b T AV XA~ T HMRIEERE
95 - $h#I(PD B)T 4.33+8.13, non-PD BT
& 9 u| 16.0711.60 TH Y . PD BICBV THEIC
%’f 15 4 EVRERSB LN
& 107
5]
0 -
-5 —.
-10 - .
nonPD PD
11 :
—_ | — High group
X . —— Low group
)
o
. .61
C b > 4
)
n -4
0
o)
| .
D .21
o
o - p=0.039
0 100 200 300 400 500 600
Time (days)

2534 BESIC BV TCITEREAEHRICE O THHEESRD b, 2534 FEGIME B
(High group)i3 &\ B (Low group) & il USEHEAFHMOFTERER PR D N
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BEL 21, ~A 70T LA T —FOKEHRITEE

1. fEHTOBR

REE~OHBEFETHD Z L.

B b F RV X TROBIEICEET 2 BGFRE Y VR ERTS.
CEEF#p L0 bEREM 0 2/NENW T L REEHRITOBBESA TH S, )

2. BTy XA
WRE TN —T ODBEKRIERE <A 70T LA RRTHEONLT - EBRBTELREL,
INEBRREBTET LA TS LS. ZOLEROFEFHREERD.

2. BHREBOEROBRIMORKERE T IV ALVEHTTINNT B,

2B. #3 54,000 DBLFD D BT, £ TOHREIZD/ > T DetectionCall P° THB LS
TN EEF OB TG EEIRT 5.

2C. A7 v 7 2B TERRENICEBEEFICHLT, 2 LPEREIN—TITBT HEFORY
HET L L ORBREERD D, WICHBEREOEIEDO K & & DIEICEEF %3 0% x
B. S

2D. WOBRTBIEFO LM Ak ETOEGFORBELFE> THRR 27 —%25HET 5.

wiZoT—42€y Mo TTFHIERER2T A 5. FRMHEEDOEME LT, #AFn
DHHIA 2T —IZ LD AUC (ROC HiBRDO TRIEM) 2#HET 5. k=1, B.

2. A7y 72D THEK, BHE S NRRHAEASB/N R D RETE v 2R T

3. FRITOXR
2OWERE I N—T MEBIZN—TENERI I N—T) OBEKRIERFTET LA T —% 2545
LD, RIELRBEBIIET b T RAY X TREORIETH .
M fE 61 '
FERBNEZ %2 2BV BELL. 1BEBOT UL 6ME (1,-,6) TROL S ICHE
LL7=.

CR (Complete Respond) = 6, PR (Partial Respond) > 5

LSD (Long-Stable Disease)-> 4, USD {(Unknown-Stable Disease) = 3

SD (Stable Disease)=> 2, PD (Progressive Disease) 2> 1
2EBDOT~NAIZ2ME G,+1) T

{CR, PR,LSD,USD’ } - +1, {USD” ,SD,PD}->"1
LLf. ZZTUSD & USD” ik USD BB ZDEILI-bD LT 5.

.40.



N fE B

WHIEDM S ~LiL. 248, +1) T
{pCR} > +1, {cCR,PR,SD,PD}>"1

L7

F— A OY A RIIABXBEFH P-callOR) LT ERD I IS,

NIEB 7 V— T

BBN -— 26 x 16611

BLN 1 --— 27 x 17457

BLN 2 -— 27 x 17548

BLN 3 —— 27 x 17607

MEF] 7 V—F

BLM 1 -— 21 x 19463

BLM 2 -— 21 x 19707

BLM 3 -— 14 x 19559

4. fRTORE

FEOBTTATY LD 24, 2B, 2CIZL-TZ T AZ Y 7 (bl LEE) 21T,
Wiz 2D, 2EiC ko T QME{LLE) BT ~VVICEET 5B FREDOERA 2 RKE ¥
CEMMETAHO0ONRE R (BEHVEE) 2iTol. 2O00HBREIN—SITL ST
7 LA EB% (BLM1, BLM 2, BLM 3) (BBN, BLN1, BLN 2, BLN 3) X3 JTHEBE LK.

4.1. 7722V 07

MEEFI TN —T BRI ENTZ3IMDT LA EB (BLML, BLM 2, BLM 3) I K 5 RB#=
FIEEHME T OO TURITEE 2 7 T A — %R T AR L > THaEEn Ty
5. EEL, £4DRBEBLFOERVII—HTHo7

NFEFI T N—TIZ DWW TIREIET )V pCR DY T R EZ —{LIZIZRTI LT3, =71,
DS _NZONTOBEITZE L TV, Thid H2 Bt - B W TiIER I
TiRWeHELEBbhd., S%OBEL Lz,

27 7 A4/ : clusteringl. ppt correlationl. xls

4. 2. RN¥ B
BT CHIBIRNT) ORRFFFIEE LT 6 DOFER B L. BETFERERE T~
& OHEBENEWVIEIZNERIC L BT oM T U RBEETo. F VT 2HEOBED
HEEHT L=, 6 DDEDHES AADBELFREAERI MM it g= (g, g)eTHLE
BRI a7 —
F(g) = .4 gttt e

.41.



EEHELT, EREZROIEH, ARGIDEFRTD. PR - o - 1, o 4 3
WICE>TRRD (F—= 77— 2KV EETIHERRRD.) TORE, REmk
R#Aroxtfa7 4 vrv— (BRE) ¥RlE OF) BEMHCTREREREZRLEZOT, L
C OBWEIIDFICLBHROBERA L.

MIEBI S N—T BRI SN 3 DT v A5 —4 (BLM1, BLM 2, BLM 3) ®O—-D>—D|Z
FLUTDFIZLBREZ VBB EEZEALE. Wb I8N RO TRERE
o Tx=T—LA baHETHEIODT—REBIZZT—L A MR 0IZR-T-. Bis
FREAT —ZIIEBICTFREABRB N EBGhof. TZTIHOT—F DT~ )vitdk
BTHDHZELIZEBLT, 12007 —FTEEHEELT, BVD2-507—F %7 X MR
AL THELEE LE. flxiE, PIHIZBIML F—4 2538 L CHBIBIKDF 2185, K
(2 BLM2 77— 4 XL BLM3 7 — & DB FRBUME, O DFEZHE L TTFRILE 7 X0 & ERB
DTSN O—FEEZRDZ LICX>TIF OMEERFFELE. T VO—HKEFZTT— L
A MIXoTElLE. X1 DX DIZBIML & BIM2 F—# 1 6%E &7~ DF DEFED T R
MERIZEZIZESFS THY, BIM3 F—F DFEF TR0 5.

1. MEFIBEDT X MER (=5 —VLA )

Test / Train BLM1 BLM2 BLM3
BLM1 Fokok 0.095 0. 238
BLM2 0. 048 Aokok 0. 143
BLM3 0.071 0.071 Hookok

NFEBI SN —TD 4T —F DR TIHDT LA5F—4 (BLN1, BLN 2, BN 3) L ThH
FIFRR RSSO, MEN»D E 5N BN F—Z 2 oW Tidd LTFRIMRENET
T HEBNBR LN,

F2. NEFBEOT A MER (=25—LA }F)

Test / Train BBN BLM1 BLM2 BLM3
BBN ok 0.115 0.077 0.038
BLM1 0.111 Kook 0.037 0.111
BLM2 0.185 0. 037 sokk 0.074
BLM3 0.111 0.074 0.111 *okok

INODEERET D EMEGIREE NEFIREL LIZ2ERNT L & ORY BEITENL,
REBHIICL L TEET 2ECFREOEFIL, 1ZIFEDLLRW. LMLELIRSEM
FEFIEEIZI\VTIE (BLML, BLM2} & BLM 3 IIBSEEMGEFOEATITBPR0R2 5. RERICN
FEFIFEC IV TiE {BLN1, BLN2, BLN3} & BBN iHMEAMMARLR S & Bbhnb.

M7 7 AL : PatternRecognitionl. ppt
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5. HrOBER

5. 1. Detection call {IZ DO\ T

BIEIIHSRE D 7/ F A hS detection call P’ LB BEFETFERALTNS. ZOL
— VIR EETFE RETBRARSH D, 4%1L, FlxiX, detection call P’ AIHERE
TN—=70 20—y MAEZFRALT, BT~ & OBBREBIC L 5BIR LRI
detection call ZERETH Z L ERETLIZV .

5. 2. HEBEEEIZONT
BEEATRONTWAET Y ORBREICOVWTRET 2 LERDH S, MEATEETF
REBDO Y JFNEIEGRICK L TED T I A T IY WVEROTHIER BX DHLE
BHb.

5.3. 77 AF_NUZDONT

TREFIE b7 AT IINEFET SNV TH BN, F BTV TAEBR DRIz 2
BTSNV L TITo TV 3. BRIES LR TRMERENTRINI-OTIERF 7 ~/ViZxtd
BN RO ETTEL L EDNS.

5.4. H2 Bt & BHEICONT

N FEG 7 N— o 31T D H2 BBt - BREIZ W T OERIIELTH S, filxiE, H2 Btk
27T ATV LTHEBTFRBACL > TEBTFDIFAZY 7RG BEET-T
FrToNN,

5.5. RO - HOBETFRBEOKL

T LA ERITTEFRAT & IAFROIH & IBRBEHO 3 SOBICER b h - ikicx L TiThbh
T3, ZOBREFENHE X TERIZEOBGFRREOE/NS L BRRICEDN -3
FIEohit L OB A ERT DI I VFELVBITALETHS. FITERAIROE L
L LTRBREMEE (Up-regulation), B # (Down-regulation), AZEE (Sable) 2k 5
REBELCFORFORENKERRA o MLl b.

/J— k1. HEFREIZ SN T
&)69“/1/—700)&)5:1%{2{%%%%/\’: (Xl,"', X/v) &5'/\“/]/},: (yly“'r y/\’) (‘:-?‘6 (E*EF;Q
T

Z(x -x)(y; -
px,y)=
\fzu ~x)? \/Z<y,--—f)?
i=1

.43.




KESTEHETD. AT v 7 20 BV CIBEF OB T~L & OISR ZSHE L.
J— k2. HBIRaFT—{z2o\T

HOWRED kEBOBEFREENS MM E g= (g,, gt THLX

DF B A 2 7 —i%
k (/1+1j -/u—lj)

F@=2———8;

j=1 O'j

TEHETH. ZIT - & -, 3BHERBRI oI N—T LB o S N—TD jEBOD
BETREEFEHERL, - FEoBERT.

/—F3. BT Y OHEBREDHIE
BEFRBABE Y= (o, x) ET NV y= (5, ) &T5EHBREDIZONT X2
EREE L D, yHOBEBIEEZ L DO TROMENPEZEZOND. #IE S EBEGRET

K

2 F — Dk - F)p;

k=1

P (x,3)= =
\/Z(fk - J7)21% \/Z(k - y)zpk
k= ,

k=1

N N N
LEgEns. ZoTE =210 =k)x, /D 1y, =k) £ p, =2 1(y;=k)/N
i=1 i=l

i=1

E¥B. ZokE, —c —1<p () S BT R, HBIEK - F L s BIHEL

T
%, =ak+p (k=1,..,K)

PRI EXICBYRRITS. B2 - >0 biE, x(xpy) =1 T, - <0 &b,
ck(x,p) =1 ERBEIIEETS.
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B 28, w4 7 nT LA BETFREAN

1. HRMEFRE N ES] : TR X< TEFRED S
—pCR & DRI T T TAZ Y 7

BBN _ (tHRAfR¥ D%t {EAS 0.8 LA L)
51 genes
E2HD

alanine-glyoxylate aminotransferase 2-like 2

glutathione S-transferase M2 (muscle)

cleavage and polyadenylation specific factor 2, 100kDa
regulator of telomere elongation helicase 1

glutathione S—transferase M1

interleukin 28 receptor, alpha (interferon, lambda receptor)
coiled-coil domain containing 50

glucuronidase, beta

transmembrane protein 118

alcohol dehydrogenase 4 (class II), pi polypeptide
UDP-GlcNAc:betaGal beta-1, 3-N-acetylglucosaminyltransferase 2
src kinase associated phosphoprotein 2

transmembrane 4 L six family member 18

dual specificity phosphatase 22

coiled-coil domain containing 22

BLN1 _(FEBIfRER D#fasctfiEAs 0.8 LAE)

13 genes

homeo box All, antisense

potassium channel tetramerisation domain containing 1
late cornified envelope 3D

Transcribed locus

Clone JkA5 mRNA induced upon T-cell activation, 3’ end
CDNA clone IMAGE:5289071

FK506 binding protein 1A, 12kDa

CDNA clone IMAGE:5275263

hemochromatosis

regulator of calcineurin 2

-45-



CDNA: FLJ23108 fis, clone LNG07742

echinoderm microtubule associated protein like 2

hook homolog 3 (Drosophila)

BBN & BLNI, 2, 3: FBBERE DOHERHED 0.6 LL L

BBN
IEFARS 771
=Ll 590
Total 1361
BBN, BLN1 L@ =18 6
BBN, BLN2 3tiEi {8 31
BBN, BLN3 #tif@ =18 24
BBN, BLN1, BLN2, BLN3 it@@{=FEf 2

BBN, BLN1 ftif@{s 8 (FEEIGRE DX A 0.6 LLE)

Probe Set ID Gene Symbol Gene Title

212730 DMN desmuslin

214012 ERAP1 Endoplasmic reticulum
aminopeptidase 1

225331 CCDC50 Coiled—coil domain
containing 50

228268 FM02 Flavin containing
monooxgenase 2

232372 EST cDNA DKFZp434K1111

236806 EST Transcribed locus

BBN, BLN1, BLN2, BLN3 3ti@i# =B (FHESFREDIEXHEAS 0.6 LA E)

Probe Set ID

Gene Symbol

Gene Title

214012 ERAP1 Endoplasmic reticulum
aminopeptidase 1
225331 CCDC50 Coiled-coil domain

containing 50

.46.




BLN1 & BLN2, 3: fHBEfREOHMaxHEDS 0.6 LU E

BLN1 BLN2 BLN3
EABES 94 254 177
X 240 587 397
Total 334 841 574
BLN1, BLN2 tifit{=-F&% 16
BLN2, BLN3 #tifit{s 78 42
BLN1, BLN2, BLN3 3Li@@E T8 8

BLN1, BLN2 3Li@ififs T8 (FRBECRER DAt A% 0.6 LA E)

Probe Set ID Gene Symbol Gene Title

1552557 ZDHHC15 zinc finger, DHHC-type

containing 15

1553992 NBR2 neighbor of BRCAl gene 2
1562529 EST Homo sapiens, clone
IMAGE:5747561, mRNA
204774 EVI2A ecotropic viral
integration site 2A
208886 H1FO H1 histone family, member 0
214012 ERAP1 endoplasmic reticulum
aminopeptidase 1
215096 ESD esterase
D/formylglutathione
, hydrolase
217778 SLC39A1 solute carrier family 39

(zinc transporter), member

1

218174 Cl0orfs7 chromosome 10 open reading
frame 57

219648 MREG melanoregulin

220784 UTS2 urotensin 2

225331 CCDC50 coiled-coil domain

containing 50

227168 MIAT myocardial infarction

associated transcript
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230110 MCOLNZ mucolipin 2
237628 EST Transcribed locus
36545 SFI1 Sfil homolog, spindle

assembly associated

BLN1, BLN2, BLN3 3tifi#t{msF#f (FEBIRE D #ExHEAS 0.6 LA E)

Probe Set ID

Gene Symbol

Gene Title

1553992 NBR2 neighbor of BRCAl gene 2

1562529 EST Homo sapiens, clone
IMAGE:5747561, mRNA

208886 H1FO H1 histone family, member O

214012 ERAP1 endoplasmic reticulum
aminopeptidase 1

217778 SLC39A1 solute carrier family 39
(zinc transporter), member
1

220784 UTS2 urotensin 2

225331 CCDC50 coiled-coil domain
containing 50

227168 MIAT myocardial infarction

associated transcript

2. WEHEFEENIES : b7 R Y X< T &EERF+ b T 2V X< 7 IR SIEH]
-pCR & OFEBEMEICTT I REZ Y T

BBN & BLNI, 2, 3: +ABIRECOMasHES 0.4 AL

BBN
1E+EBS 653
A FEEE 405
Total 1058
BBN, BLN1 fkifii{s-7-#f 22
BBN, BLN2 #LiBE =T 11
BBN, BLN3 $ti@BixTH 16
BBN, BLN1, BLN2, BLN3 $tifiifcFEf 0
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BLN1 & BLN2, 3: fARMREIOMEXHMEL 0.4 LA E

BLN1 BLN2 BLN3

IEFERS 176 161 398
=il 259 305 347
Total 435 466 745
BLN1, BLN2 3ti&i&{= 78

BLN2, BLN3 3tifiiifmv¥ 30

BLN1, BLN2, BLN3 ftifiigt{=TEf 4

BLN1, BLN2 3&5@iE{m 7B (FEBIfR S oMt {EAs 0.4 LAE)

Probe Set ID Gene Symbol Gene Title

1556700 EST Unknown

1556982 EST Full length insert cDNA clone YQ28C05

203200 MTRR 5-methyltetrahydrofolate—homocysteine
methyltransferase reductase

209444 RAP1GDS1 RAP1, GTP-GDP dissociation stimulator 1

212739 NME4 non-metastatic cells 4, protein

218637 IMPACT Impact homolog

218978 SLC25A37 solute carrier family 25, member 37

219119 LSM8 LSM8 homolog, U6 small nuclear RNA

, associated

227244 SSU72 SSU72 RNA polymerase 11 CTD phosphatase
homolog

235164 ZNF25 zinc finger protein 25

241704 ZNF320 zinc finger protein 320

244741 MGC9913 Hypothetical protein MGC9913

244835 Cl6orfb2 Chromosome 16 open reading frame 52

BLN1, BLN2, BLN3 3t@:E=FEE FEEIRE OMERHESS 0.4 LA E)

Probe Set ID

Gene Symbol

Gene Title

1556982 EST Full length insert cDNA clone YQ28C05

203200 MTRR 5~-methyltetrahydrofolate—homocysteine
methyltransferase reductase

218978 SLC25A37 solute carrier family 25, member 37

244741 MGC9913 Hypothetical protein MGC9913
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3. 1T - BRWEMERF : M52V v T 5EH
~CR + PR + Long SD & DFHEMIZCr o2& Y v F

BLM1 (FHBEGREG DAt {EAS 0. 7 LA E)

5 genes

dual specificity phosphatase 18
Glucocorticoid receptor DNA binding factor 1
iron-responsive element binding protein 2
ribosomal L1 domain containing 1

aldehyde dehydrogenase 6 family, member Al

BLM3  (HEBHMRELDMEXRIMEAS 0.8 LA F)
14 genes

major histocompatibility complex, class II, DQ beta 1
Thrombospondin, type I, domain containing 7A

SH3-domain GRB2-like 1

Lipoma Li—-294 ectopic sequence from HMGI-C fusion mRNA, 3’ sequence,
CDNA FLJ14090 fis, clone MAMMA1000264

collagen, type IV, alpha 3 (Goodpasture antigen)

potassium voltage—gated channel, subfamily H (eag-related), member 7
solute carrier family 35, member F3

zinc finger protein 519

signal transducer and activator of transcription 3

glutaredoxin 3

CDNA clone IMAGE:5284367

DnaJ (Hsp40) homolog, subfamily C, member 5

MRNA full length insert cDNA clone EUROIMAGE 2362292

BLM: FRBIFRERDMEXHEDS 0.5 LA E

BLM1 BLM2 BLM3
IEAEBE 104 258 717
AARE 230 366 674
Total 334 624 1391
BLM1, BIM2 3ti@i#{=18f 29
BLM2, BLM3 3Li@iE{mFBf 58
BLM1, BLM2, BLM3 3ti@&fsF8E 8
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BLM2, BLM3 dtifigi=Fi

58 genes
F2bo

iron-responsive element binding protein 2

CKLF-1ike MARVEL transmembrane domain containing 3

TAF11 RNA polymerase II, TATA box binding protein (TBP)-associated factor,

beta—transducin repeat containing Serine/threonine—protein kinase PRKX

ubiquitin specific peptidase 22

integrin, alpha.S (fibronectin receptor, alpha polypeptide)
killer cell lectin-like receptor subfamily K, member 1
ectonucleoside triphosphate diphosphohydrolase 1
glyceraldehyde-3-phosphate dehydrogenase (GAPDH)
similar to TSG118.1

phosphatidylinositol 4-kinase

PAS domain containing serine/threonine kinase
cytochrome P450, family 2, subfamily B, polypeptide 6
SMAD family member 3

Rho GTPase activating protein 24

BLM1, BLM2, BLM3 3ti@@&{s1if (FHEAMRE DX {EAS 0.5 LAE)

Probe Set ID Gene Symbol Gene Title

1555476 IREB2 iron-responsive element binding
protein 2

205821 KLRK1 killer cell lectin-like receptor
subfamily K, member 1

211474 SERPINB6 serpin peptidase inhibitor, clade B
(ovalbumin), member 6

211656 HLA-DQB1 major histocompatibility complex,

A class II, DQ beta 1

219892 TM6SF1 transmembrane 6 superfamily member 1

224825 DNTTIP1 deoxynucleotidyltransferase,
terminal, interacting protein 1

224901 SCD5 stearoyl-CoA desaturase 5

243882 EST Not reported
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BER29 7T RAEY TR

1. NEB] (R o RV X< 7 E55E45)

BBN

13 patients

343 probes : 1B F DO H#ERHEH0.7 L1 E DProbe

Hierarchical Clustering -

Average Linkage

Similarity Metric: Pearson Correlation ﬁf,!

é?

BBN 039 DCR =
027 oCR =
019 pCR -
EBH 015 pCR =
BB 026 PR -
BEN 012 SD — “’g
BBN 017 cCR  — —
BEN 002 PR .
EBN 020 PR — =
BBN 021 cCR — s
036 BR ~ —] S
013 cCR
022 PR S —

!

ql'll JL‘

s
b
1
) i
' L

l: 1

%,
[

Wil

rIWJI

- nivs i
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BLN1

14 patients
334 probes : fHEA{RE DX EHY0.6LLE DProbe

Hierarchical Clustering
Average Linkage
Similarity Metric: Pearson Correlation

015 oCR

006 DCR
022 PR
036 PR
009 cCR
020 PR
013 cCR
017 cCR
010 cCR
021 cCR
002 PR
026 PR
008 cCR

M‘I{l

REEEEEEEEEEEEE
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BLN2

i

e

| i
[}
11 L

14 patients
841 probes : BRI DMEFEH0.6LLL DProbe

[
I

|

1

Hierarchical Clustering
Average Linkage
Similarity Metric: Pearson Correlation

BLH 020 PR
BLH 026 PR
BLH 008 cCR
BLN 013 cCR
BLH 009 cCR
BLH 010 cCR
BLH 036 PR
BLH 021 cCR
BLH 015 oCR
BLH 027 oCR
BLH 006 oCR
BLH 017 cCR
BLN 022 PR
BLH 002 PR

1 1L
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BLN2 Zoom

PAMASA /// FAMASB /// LOC731832

RYNUO
CcD302
229393
FCGR2C'

ORI
238714_at
RAB12 —
CSorral
ASAHL

HIATL2

COTL1

FAM4SA /// FAMASB /// LDC731632
C9orfls

ATG10
EIF2A
MOBRL1B
PDCDEIP

MBD2
225356_at
DCTD

SESTD1
HLA-DRB1 /// HLA-DRB3 /// HLA-DRB4 /// LOC730413
Clorr3a
Clorf38
4]

226541 _at
YPEL2
CTHNAL

Caspase®¥

RAB6IP1
238041 at

CD46
224346_at
IMSR
234596 at
Cl0orf57
PER2

MLF1IP

_55_



t I.:i

NN W

| T}

BLN3 |

14 patients
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