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oL

16 | Life Science & Biotechnology



—_
~—

MYEEHY
TEAETL SA3] 23 mm oo 2712

@A (angiogenesis)o] sttt AAEHR P FFAZY FFU
AT ASAEAA 2] Es AF A Brlv AP AAA
Ao} 2Adel| o) Fe=Ert "’ﬂﬁﬁé/‘éc’dx}i-‘i o dg <zt
(VEGF), A frRAZA714t (bFGF), &

7297412k (EGF) o] et 6*43“4011}91 2802 Fo| 71 At}
A3} 71 o] B WA 27t EHE P A=A T olF, T4,

gEatel A2 BAE o] vhEofzict,

RPN R A RIA ] Er2E 7L oA &+
oup FEFAAL FEAAFAATL B, Do) 9
4144441» = v*‘*l?lﬂur nAd e B ST
3 . FEFAAFRAA ps3 FAE AU
b =2 '6‘}?}_3%’3}04 g gAsta, AR S
12 FFzdsto] 24 AFAAE ARG,
= p53rAte] au|adgelate] o7

o
3;

HU

A

.,d
O, of

pN|
ﬂl‘,'

b
e 2 o o ox ot §2

A
10

S o
R R )

o o>4

i

thrombospondin-
#o ps3 HARE ps

B,

Foe] AHTAE AR BE FPATA} FBeto 2 Solrke Bt
L, S8 24ane Jlee) Qa2 71Ate] Behale] 5%

A7} B2 SolRe Aol ol et 5991 19T B4

2hAs gzl

(o3
ofr (&

tlo 2

ox

%
s e ekl 19 @A o
Fog urEgt aeRe o] AT b Fad S48 AE7)
& pasas 5
A

o} ] Atz o] FrIAR o

2+ 7—21@}_“—]9._%1?— 1 *OJM WoHNEE BEthe 5%
zal E'Eﬂgé} 1

g=lo] et Al4 63 %
WA o] GO%E i}zl's}%
et gy JJr JEEﬂ Zejzhel =2 3Ago] 9t
w3 v A E o] f‘ézﬂdc gHd #8A1 8 B3l Al Eete sl
AgEo] glet, ZeH e Zegte] F Ve AAZRA ] B By F
bk le 3 AolH, JJrolH*ﬂ SRS Jé 21‘4 Tﬁfx}ﬂﬂr 2}]

P

l

A2, A3etA o 2=
Liotta 5ol (1997) w29 A& o Al
BEUE} e /)8 o) FPAEY
of o) Z1AARe] A WA % ), AE7 A WA
(degraded zone)2&] FFA| XL o]F, olefgh Al TAlY A&H] v
o=z 101:/11]47]_ PP 7‘51%-@_}\:]__

3) MZLI7IH0 SYAM =z 25

FPAT FEAZ A il 9

1t

53k Aol At Aol

_ ) Edy
olo] ZRal Moje| ERMMESIE 7l T = -

s @5olh. the F7H Z1do] By FPALE AT EH
ool 58418 F3) 714 eholds) e ofe FPAEE Be
ool erldg Bulste] el S8 AP olefat 1] o)

ool e AEERe) ey 58319} 71 4uel A48 @Y Aol T
212 QAo ARAA 20 ol FRATI) 7| Al There) A
5jojo}, Th&<] A9l 7] 2] #ei7h 4F o dofint,

4) HIZe|71= o 25

Z1Agolu} ZhA o] A E )71 E ARl B2E FYAELE o] F317] 3
FRE wEojor At} 7)de] gL 94X FEHd e gEs &
B2 a1, 7| d RS a4 7o 7 He|ste]o} st}

Z\Aate] 2EFZE A4E addel 93] o] Fofx gl o= A4
WY B andt Belfe FEdy AR ah o3 Bt # <
B AZ ] A EolT-S HlwEPE, Mol 7HsAdF} HZell ols) FAE
= A48 adARH T A ¢ Ato]oll= v|HBATL Qivt. A frolEE
Al FelA et AR o83kl WHA AL u], T2 Ho] AFE 7}
2 YA EE B g A4y wgd B3laag B)dh vbdd), Wy
2 HYo "ol gl AEE Al43 ndd Bajaie Buyl e
S|t A4y wgAE FHe 71-S Balsta 59 e F
SN EE doldl| AFslF o, o] 71 AL BH3A] £8 HEE ol

219ja 3t (Liotta %5, 1997).

A4 wPdd Baak o]d tfE FFo oA B gl (elastase,
cathepsins, plasmin)% 7] 2Fe] 23] of] A €}, 227 (plasmin) &
e o3 ety dild FAlolut grda 22 71 BAE ReE
T 31‘:} ‘ﬂ:r”/} }‘"“ﬂﬁjﬁﬂ 94511 HZge] def 2 2 A4d wadd
W&o Zglan| A activator (PA)] <

A o1 9729 Eeherle o myH B, ras] Ho o
8 AN AF AT, pAE Fehanizt Al4E WY ol

o] @AstE 24T F gl Yol 7] WE FHAEY AeolN F
8% 9g-g strpal AZHE, 7154l DX 71 gl of 73 of Fof3t
=, T 825 71814 D7F el 22 = B Aeel ™
=0, 1 194 A13% 33)L 1 wgdd Faadel ofs) 23 =]
], B2 FUAEE 1 w9l T EAE FHetY, EAE A
&7 Hd W B 5 Aboldlw A3 o] ok $AEE
gl g Bal 542 BHjghs g, &3 AREAEY T2 714 A
TEo| udd B EAE HH|SIeE 23}, 71 g3 7P 2y
& 24 FUAEY A& A% T2E T AR F4H0
2 uddol ZrH e Zejzto] e Eo] A1 Hal e AE A
A& FIAM7IM, B WA

5) ZYHMES 0l

oA AT 4 AT AA ARl okt AeH £FE Aol
S P Fofol AR EREl THERY Zeld A Ax
E& GA AT At ol2d Ade A FEAET 540
AtkE AE onjgtt, AEe] LF54L THAZZRE FHlHE
autocrine motility factore]l 2|3 F7}€t}, Autocrine mobility factori=
55kd Z7]9] DM AT A FRNZoA HHEH, FUHEY FEA
At TG ST FFAES o)FL 7He] Rl A&
7HAE et FAel| Sa ke W, o] Eal Aheo] FEAE
B 71E ZO R o]FstER T gtk

Life Science & Biotechnology | 17

155



A

lti:i'_ ;'__:g: oo

20| Fizat Holo| 2AtY=Sty J1N

6) UM =2 & utE 2 A (homing)

G eto R Sole FYA = U7 93] g =77t et 53
22 HE (NK cel)7} ZoFe] A Aol oA|sh=d] =93},
A ko 2 50 FYMEE T2 (dumps) HE|Z Bol= o] 9l
th FUAEE 2T T Y2} AFsAY SUAEE Bl ©
oelg WE7|= gt Fe] iy At AlE dojels JA5)
W ZEAE AET o)2)Fo] F/HE Faud B4 FdNEE
YA AEo) o5t FAoTHE B3 E Aotk AEA F oA
a3 S TUA LI CEAR Sojto i A7|E dldole]
£ AAN7IE, ol 43S ol g M TG ET AT 4
ks Zlo] frElsithe AM S SHstke Adolch 3t GAE
ofg|7t d# vto = o) Fatew WA Ul A Eel| Fztx|ofof gt o] F
Aol el 2, ghuld 84 Fo| ZHg3l=t, o]& F CD440] FUA
zo] AoFAelA Fast H3hg 3}

& TR RARRE T8t o)aA Y S g Fae
ko] R3] f1x]oF #™o| Ut o] e Falg B to 2
HolEZ figete] 2o g Holehe A7t Bt 1Eu Hoje] £EE
Azl oo ety mvto 2= AW £ Qi) 2 B9, A-A
U2 &3] F (bone)Z FolatH, 7| #A G2 F2l7 X2 Holsh= A
o] Qi NARAEZEL 73} F2 Ho|akA|ul, o] 5 Alo]d] 2 2¢]
galo] 3k gk 4] FF/ol vt 54 71 Mot A=e d
2 (tropism)2 Th23F 22 E71A] Qlxte] o3 A et £ A7]9]
A WA Zol| FUAE} F22 & 5 e AV EE . 54
F716A et BAS 2late] FEANEE EojEQITt ofH 7]
T Fgo] F AdohdA] Bk A4S 2T . o Fde A2
F uollE & HolHA gt ofEdt 2ol Tl d i a4 o
AAZE QAY, XA} oA EA ool =84 Az 2Hg-o] ARG
AL Q& Ao F5H0 o)y BE AR nEstuts $hate]
Pkl o= 7ol Hold AHE ofd Felo M E 5T

S Aolso] B2 dAEFe} o]EY olgom A
o]5o] G M EF2] cDNAE H]W3}Y (subtractive hybridization of
cDNA libraries) W73} Gitt, oldAhks dolsol] 2 dAFlA 7
S A E, do|AfdAE 2 wholrt, tiiEAQ] HoldAlfH
AFE NM23, KAI-1, KISS1 5] )t}
NM23% A 2] 5F9] AT AE A Z oA A=), Holgo] v
EFNME A A E, Aolge] 2L AEFIAME oFstA Ld
Hh (Steeg 5, 1988). AFEo] Fetol M= vlsek AobE HYlo), o
£ 7 gelME ol BFe] gk Bevilacqua 5, 1989). NM23-&
NME1, NME2, NME3, ¢} NME4 9] 4] ¢}& o] glt}, NM23% nucleoside
diphosphate kinase o]t} (Gilles 5, 1991)
KAI-1-2 AR 11p11-29] §x]8kH, Al AEAge] ol JAgt
(Dong 5, 1995). o]= AF 2] leukocyte surface antigen R22} H|5=3}H,
G233 T Al Z oA ZslA wd
KISS1-& Ak A 11 ol SAI8kaL )lom, obg SAFollx
Aol Al FAA I} (Lee %, 1996). KISS1 9] truncated form
‘metastin’ 0], 0]5-< in vivo2} in vitrod| A Al X9 H-H3} Ho|=

A&} (Ohtaki 5, 2001).

12 ro

18 | Life Science & Biotechnology

4.cDNA array= 0| 8¢t H 0| RHAIS| =4

Clark % (2000) Ho'5o] & o} ZA%-S DNA array2 HA8}e]

olgol =& AFoIM AE7IE B actin®] 2ol AAH o] fdA}
o] a7 WAlEE 7g AU, o) F Rhoce] Bl F71}

2
7]
lo,
)
i
ofr
L
ofy
N
)
ofr
ol
B
i
o
19
Y
hul
g,
)
£
ofr
o
o
>.
ol
o
=

© FAAE AR tES S sk

MacDonald % (2001)-& %A £% (medulloblastoma) oA & =)=
AR BAgte] $%e Holsd wet B EE fA4 tES w4
3+t % platelet-derived growth factor receptor @@} Ras/mitogen-
activated protein kinase (MARK) A1 S AG 7| o] &}5Lol| $]23l= A=k
Eo] Holgo] 72 &F oM A3 waEE EstArt.

Hippo & (2001) Atghe] $]49kel| A, Dong 5 (2001) A< 9]
HGA A QA g3 Holbge] FH4 T2 Po] NE TES
B 9rh. De Lange 5 (2001), Hegde 5 (2001)-& Alehe] thAeteo] A X3
oA, 18]l Yanagawa 5 (2001)2 AFES] thAd 22 el|A] & Ho]e
#e Az Z2ES Baskgir

R, Qg o, BOIAFS FAAE T g3 T RS
9 Zlole} (29 2), 129} 1] HAE EYlS BAE §
oW, T 7oA} ddd FHxtelv}, ML VL&
ApolH, VI VIT-& ¢ Hoje} i d -4k ot

</
2
=z

Cl —
u k

n IS

. —
v |

< (T2aNOMO)

guanine-monophosphate synthetase, aryl hydrocarbon receptorr-
interacting protein, holocytochrome C synthase, low density
lipoprotein-related protein 1 F-ZAFE 1458 2] T2aNOMO 43} 11 5
¢ T3N1-3M0 ¢FZ0llA] quantitative real-time RT PCRE &A1&}
cDNA microarray 2] A¥}e} X3S Eelakltt (19 4), $141< 150 o
Z ¥ 33 tissue microarrayol]lA] GSTM1, decay accelerating factor for
complement (DAF), calpastatin®] &4 of] th3h M 223} st AR 319
o, I A3}% cDNA microarray 2] 23} =3}t (28 5).



T il S it ol e
[ S, e R ——————

Hx olall califen & alfuen smme”s"s"uen"sendafamm

a0 25 20 45 10 05 00 05 10 15 20 25 30
Normalized Expression High

Figure 3, Clustergram based on SAM-selected genes significantly different between
metastatic primary adenocarcinoma (MT) and non-metastatic primary adenocarcinoma
(NT) of stomach, Horizontal axis, samples included in the study; vertical axis, the 125
the most significantly differentially expressed genes, For each gene and a specific
sample there is a thin colored band, which visually describes the expression of that
gene in the sample, Green bands represent under expressed genes; red bands,
overexpressed genes,
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Figure 4, Real-time RT-PCR verification of SAM-selected clones, The expression
of GMPS (guanine-monophosphate synthetase), AIP (aryl hydrocarbon receptor-
interacting protein), HCCS (holocytochrome C synthase), and LRP1 (low density
lipoprotein-related protein 1) genes were verified with real-time RT-PCR in
metastatic primary adenocarcinoma (LN+) and non-metastatic primary
adenocarcinoma (LN-) of stomach, The LightCycler system was used to generate
and display real-time PCR products from 11 metastatic and 14 non-metastatic
primary adenocarcinoma of stomach amplified from (A) GMPS, (B) AIP, (C) HCCS,
and (d) LRP1, identified by cDNA microarray as overexpressed in metastatic
versus non-metastatic primary adenocarcinoma, Each result was expressed as
the expression ratio between the sample and the reference cDNA used for
making a standard curve,
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Figure 5,

A. The glands of well differentiated adenocarcinoma are positively stained with
anti GSTM1 (glutathione S-transferase M1) antibody. (X 150)

B. The glands of moderately differentiated adenocarcinoma are not stained with
anti GSTM1 (glutathione S-transferase M1) antibody, (X 150)

C. The glands of well differentiated adenocarcinoma are positively stained with
anti DAF (decay accelerating factor for complement) antibody, (X 150)

D. The glands of moderately differentiated adenocarcinoma are not stained with
anti DAF (decay accelerating factor for complement) antibody. (X 150)

E. The glands of moderately differentiated adenocarcinoma are positively stained
with calpastain antibody. (X 150)

F. The glands of moderately differentiated adenocarcinoma are positively stained
with calpastatin antibody, (X 150)
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Table 1A, The 64 up-regulated clones with the highest metastatic primary carcinoma/non-metastatic primary carcinoma mean ratios () 1,5 fold) are liste

Function/Title Gene IMAGE_ID GenBank_gi UniGene_ID -fold p-value
Adhesion/migration/motility
neural cell adhesion molecule 2 NCAM2 1343468 2719189 Hs 177691 216 *

Cell cycle-regulation

microspherule protein 1 MCRS1 824728 2218581 Hs 25313 228 *
serine/threonine protein phosphatase catalytic subunit LOC51723 826459 2261626 Hs 356739 1.67 *
Cell death/Apoptosis
BCL2-related protein A1 BCL2A1 814478 2184170 Hs 227817 232 *
CGI-39 protein LOC51079 321389 1328950 Hs 279574 177 *
adenosine A2a receptor ADORA2A 279970 1201443 Hs. 1613 1.68 *
Cell proliferation
phosphoserine phosphatase-like PSPHL 299679 1237606 Hs 369508 218 *
CDC28 protein kinase 2 CKS2 725454 2051021 Hs 83758 2.06 *
multiple endocrine neoplasia | MEN1 685371 1874435 Hs 423348 2,00 *
low density lipoprotein-related protein 1 LRP1 810551 2189450 Hs. 89137 1.89 *
PDGF associated protein PAP 824426 2219473 Hs 423 178 *
mature T-cell proliferation 1 MTCPA1 470175 1496741 Hs 3548 1.68 *
DNA repair
RAD51 (S, cerevisiae)-like 3 RAD51L3 259579 1148285 Hs, 125244 179 *
APEX nuclease (multifunctional DNA repair enzyme) APEX 740907 2206907 Hs 73722 1.7 *
polymerase (RNA) Il (DNA directed) polypeptide G POLR2G 740672 2206062 Hs.14839 1.70 *
alkylation repair; alkB homolog ABH 1031747 2458037 Hs 54418 1.63 *
DNA-binding/transcription factor
LPS-induced TNF-alpha factor PIG7 745347 2538053 Hs. 76507 1.90 *
estrogen-related receptor alpha ESRRA 489553 1645062 Hs 110849 1.87 *
N-methylpurine-DNA glycosylase MPG 269606 1141117 Hs.79396 177 *
aryl hydrocarbon receptor-interacting protein AlP 814731 2177702 Hs, 75305 176 *
MADS box transcription enhancer factor 2, polypeptide B MEF2B 704760 1925452 Hs 78881 178 *
zinc finger protein 143 ZNF143 783836 2156334 Hs 374355 1.7 *
Golgi or ER associated
glucosidase | GCSH1 724893 1939511 Hs.83919 1.99 *
low density lipoprotein receptor defect C complementing LDLC 825296 2240615 Hs 82399 1.91 *
vesicle docking protein p115 P115 825451 2240502 Hs 325948 1.81 *
Integral membrane
endothelin converting enzyme 1 ECE1 704290 1920894 Hs 287115 232 *
solute carrier family 16, member 4 SLCBA12 282501 1191022 Hs.82535 2,02 *
claudin 10 CLDN10 810761 2180459 Hs.26126 1.99 *
major histocompatibility complex, class Il, DQ beta 1 HLA-DQB1_1 809598 2183379 Hs,73931 1.77 *
decay accelerating factor for complement DAF 128126 761484 Hs 1369 1.60 *
Intracellular signaling and GTPase
sarcoglycan, delta SGCD 666829 1858141 Hs. 151899 168 *
G protein-coupled receptor 30 GPR30 1367900 2879584 Hs 113207 2,09 *
amyloid beta (A4) precursor protein-binding, family B, member 2 APBB2 1470333 2958389 Hs 324125 1.99 *
DEAD/H (Asp-Glu-Ala-Asp/His) box binding protein 1 DDXBP1 32565 821438 Hs.75251 1.89 *
Ric (Drosophila)-like, expressed in many tissues RIT 469686 1493936 Hs 96038 1.79 *
growth factor receptor-bound protein 7 GRB7 236059 993850 Hs 86859 1.66 *
interleukin 10 receptor, alpha IL10RA 757440 2142140 Hs.327 1.63 *
Others
vertebrate LIN7 homolog 1, Tax interaction protein 33 VELI1 2805033 Hs 178215 217 *
surfeit 1 SURF1 433474 2703707 Hs 3196 2,04 *
guanine-monophosphate synthetase GMPS 248531 1203654 2.03 *
carboxypeptidase Z CPz 770462 2111540 Hs,78068 1.99 *
syntrophin, alpha SNT1 435330 2702889 Hs.31121 197 *
glutathione S-transferase M1 GSTM1 713922 1938595 Hs 301961 196 *
ubiquinol-cytochrome ¢ reductase, Rieske iron-sulfur polypeptide 1 UQCRFS1 782800 2161854 Hs.3712 194 *
polymerase (RNA) Il (DNA directed) polypeptide E POLR2E 469369 1493232 Hs 24301 193 *
GCN5-like 1 GCN5LA1 230218 1102490 Hs 94672 186 *
holocytochrome ¢ synthase HCCS 712577 1924227 Hs.211571 1.83 *
proteasome subunit, alpha type, 1 PSMA1 134544 783720 Hs.82159 1.81 *
chaperonin containing TCP1, subunit 6B CCTeB 1376827 2883037 Hs.73072 1.76 *
protease inhibitor 9 PI9 769948 2111102 Hs. 104879 174 *
S100 calcium-binding protein A1 S100A1 810612 2189615 Hs 433503 1738 *
carbonic anhydrase Il CA2 838856 2211332 Hs. 155097 1.71 *
ITBA1 gene ITBA1 810040 2178048 Hs.23119 1.70 *
ubiquitin carboxyl-terminal esterase L3 UCHL3 257445 1141538 Hs 77917 1.68 *
calpastatin CAST 730002 2076998 Hs.359682 1.66 *
ataxin 2 related protein A2LP 470179 1496220 Hs 43509 1.65 *
triadin TRDN 758366 2059017 Hs.23926 1,59 *
peptidylprolyl isomerase E (cyclophilin E) PPIE 302310 1241544 Hs 379815 1.56 *
Unknown
glucosidase, beta; acid, pseudogene GBAP 878406 2631846 2,01 *
EST EST 167032 954542 176 *
KIAA0019 gene product KIAA0019 711826 1923737 Hs 278526 1.71 *
EST EST 263836 1124434 1.7 *
EST EST 35483 793472 1.62 *
DNA segment on chromosome X 522 expressed sequence DXS522E 810264 2188808 Hs 387463 1.61 *

* p-value < 0,05
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Table 1B, The 61 down-regulated clones with the lowest metastatic primary carcinoma/non-metastatic primary carcinoma mean ratios () 1,5 fold) are listed,

20| EFa} Ho|2| EXMESY J[H

Function/Title Gene IMAGE_ID GenBank_gi UniGene_ID -fold
Adhesion/migration/motility
actin, beta ACTB 34357 821261 Hs.288061 167
PTPL1-associated RhoGAP 1 PARG1 884783 2552214 Hs.70983 165
spectrin, beta, non-erythrocytic 1 SPTBN1 362483 1481846 Hs, 107164 1.65
integrin, alpha L ITGAL 154015 810822 Hs. 174103 1.60
Cell death/Apoptosis
voltage-dependent anion channel 1 VDACA 486221 1521917 Hs. 149155 157
tumor protein p53 TP53 24415 796812 Hs 1846 154
ubiquitin-like 1 (sentrin) UBL1 843094 2216057 Hs 81424 146
Cell proliferation
macrophage stimulating 1 MST1 71432 649793 Hs 349110 172
peroxiredoxin 1 PRDX1 878259 2835137 Hs. 180909 168
DNA-binding/transcription factor
TATA box binding protein (TBP)-associated factor TAF2| 306444 1265020 Hs.83126 1.62
high-mobility group protein 14 HMG14 138139 815791 Hs 251064 1567
synovial sarcoma, X breakpoint 3 SSX3 1031748 2458027 Hs 178749 1561
Golgi or ER associated
adaptor-related protein complex 3, sigma 2 subunit AP3S2 135085 788874 Hs 154782 1567
Integral membrane
erythrocyte membrane protein band 7 2 EPB72 138936 834696 Hs. 160483 1.62
membrane fatty acid (lipid) desaturase MLD 324891 1337922 Hs 185973 1.60
interferon (alpha, beta and omega) receptor 1 IFNAR1 287687 1203040 Hs 1513 168
CD24 antigen CDh24 204335 1012748 Hs. 375108 157
coated vesicle membrane protein RNP24 770675 2204493 Hs. 76914 1.54
melan-A MLANA 272327 1152598 Hs. 154069 153
solute carrier family 16, member 4 SLC16A4 141562 847640 Hs 351306 1.50
exportin 1 XPO1 74566 660892 Hs.79090 148
Intracellular signaling and GTPase
ADP-ribosylation factor 1 ARF1 323474 1329653 Hs, 74571 174
protein tyrosine phosphatase, receptor type, N PTPRN 33941 824274 Hs. 89655 1567
guanine nucleotide binding protein, alpha stimulating activity polypeptide 1 GNAS1 23019 821503 Hs 374523 155
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide YWHAH 292996 1225268 Hs 349530 165
FK506-binding protein 8 FKBP8 308588 1267902 Hs. 173464 153
protein kinase, CAMP-dependent, regulatory, type |, alpha PRKAR1A 854760 2553118 Hs 183037 152
CcAMP responsive element binding protein 1 CREB1 148444 877140 Hs. 79194 1.50
cell division cycle 10 CDC10 858292 2557207 Hs.184326 148
Metabolism
aspartoacylase (aminoacylase 2, Canavan disease) ASPA 295137 1228365 Hs 32042 1.49
phosphoenolpyruvate carboxykinase 2 (mitochondrial) PCK2 625923 1775003 Hs 75812 1562
glucose-6-phosphatase, catalytic G6PC 122636 748624 1567
Nuclear
topoisomerase (DNA) | TOP1 43129 830855 Hs 317 1.70
nucleophosmin (nucleolar phosphoprotein B23, numatrin) NPM1 884301 2631257 Hs. 355719 1.50
nucleosome assembly protein 1-like 1 NAP1LA 595604 1745507 Hs.302649 1.49
SET translocation (myeloid leukemia-associated) SET 950607 2456976 Hs 145279 1.47
RNA processing/modification
heterogeneous nuclear ribonucleoprotein H1 HNRPH1 358457 1426022 Hs 245710 1.61
small nuclear ribonucleoprotein 70kD polypeptide SNRP70 124261 752082 Hs 174051 1567
heterogeneous nuclear ribonucleoprotein R HNRPR 842861 2216566 Hs 15265 155
heterogeneous nuclear ribonucleoprotein A/B HNRPAB 345833 1382513 Hs. 81361 1.51
Others
neuro-oncological ventral antigen 2 NOVA2 321734 1317347 Hs 33021 184
survival of motor neuron protein interacting protein 1 SIP1 268876 1140374 Hs 102456 174
ubiquitin-conjugating enzyme E2G 2 UBE2G2 771295 2156309 Hs 192853 1.67
heterogeneous nuclear ribonucleoprotein A1 HNRPA1 26099 794742 Hs 376844 164
lysozyme (renal amyloidosis) LYz 293925 1211772 Hs 234734 1.61
lysosomal-associated membrane protein 1 LAMPA 49710 899883 Hs 150101 1.60
v-yes-1 Yamaguchi sarcoma viral oncogene homolog 1 YES1 273435 1158024 Hs. 194148 1.60
histamine N-methyltransferase HNMT 265645 1151851 Hs. 81182 158
transcription termination factor, RNA polymerase | TTF1 385003 2719061 Hs 54780 153
cystatin B (stefin B) CSTB 51814 891614 Hs.695 153
glycoprotein 2 (zymogen granule membrane) GP2 1412344 2931381 Hs 53985 1.61
Opa-interacting protein 5 OlP5 202958 994540 Hs 116206 1561
chaperonin containing TCP1, subunit 5 CCT5 884425 2552303 Hs 1600 1,561
ubiquinol-cytochrome ¢ reductase binding protein UQCRB 855843 2618275 Hs 131255 1.47
zinc finger protein 36 ZNF36 562115 1810162 Hs 356344 147
Unknown
putative gene product Smex 46284 873933 Hs 181304 158
putative gene product SMCX 148225 878508 Hs 283429 158
GW128 protein GwW128 208161 1016873 Hs, 182238 157
PRO0195 protein PRO0195 297061 1231046 156
EST EST 773290 2106110 155
hypothetical protein DKFZp58601922 293859 1267430 Hs. 155090 1.48
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