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CHROMATIN STRUCTURE
U26312 heterochromatin protein HP1Hsgamma H +
NM_005196 centromere protein F (350/400kD, mitosin) s @ HENEER
M21339 non-histone chromosomal protein HMG-14 74674 @ W HHEHEN
AF020043  chromosome-associated polypeptide (HCAP) | | < | |
NM_006306 SMC 1 structural maintenance of
chromosomes 1-like 1 (yeast) W 214 868 4 HEEB
DNA REPLICATION
AF128893 telomerase reverse transcriptase 295% o HEHEENNBR
AF181897 WRN 5181170 @ M H H W H B
147276 alpha topoisomerase truncated-form [ ] <
DNA REPAIR
J04718 proliferating cell nuclear antigen W29 4 B EHHENR
AF165088 Rad51 <+ | | [ |
NM_003579 homologous to S. cerevisiae RAD54 [ 4+ EEEEEBR
L47234 ERCC2 [ ] > =
REGULATORS OF TRANSCRIPTION
NM_001675 activating transcription factor 4 + | |
AF161886  myeloid zinc finger protein 1 splice variants 644 @ HEHEHENBRI
M90357 basic transcription factor 3a W &7 + [ ] [ ]
NM_006406 thioredoxin peroxidase (antioxidant enzyme) <+ n HE R
AF060568  promyelocytic leukemia zinc finger protein 208 93 e B EEEER
NM_003146 structure specific recognition protein1 W 20 4+ H N E
U29175 transcriptional activator (BRG1) | | R
M81601 transcription elongation factor (Sl [ | 4 EEER
L11672 Kruppel related zinc finger protein (HTF10) | | #
AF105427  transcription factor RFX-B (RFXB) | | 4+
J05448 RNA polymerase subunit hRRPB 33 H <
AF084530  cyclin-D binding Myb-like protein 80 19 e B EEERER
AF043431  retinoblastoma-interacting protein (RBBP8) w2 o EHEEEERER
AB012286  5' region of integrin-beta 4 gene 3177 @ E HEEENR
AB022785  ASH2L gene, similar to Drosophila ash2 gene 86404 @ W EHEENEDN
NM_014938 Mix interactor (MONDOA) <
NM_015928 androgen-induced prostate proliferative
shutoff associated protein | | <+ EEEER
U22376 c-myb 20 4 m [ ]
AF003530 homeobox protein CDX4 5334+ @ HEEEENENR
NM_003035 TAL1 (SCL) interrupting locus (SIL) 208 93 ® B EEEER
NM_005080 X-box binding protein 1 Wis3ses 4 HHME ]
RNA TRANSPORT AND PROCESSING
us7279 splicing factor SRp30c <
M16342 nuclear ribonucleoprotein particle C W03 4 W HE
NM_014280 splicing factor similar to dnaJ (SPF31) | | i [ ]
XM_038972 splicing factor 3b, subunit 1, 155kD [ | HE
M29065 hnRNP A2 protein <
NM_031243 heterogeneous nuclear ribonucleoprotein B1 b B | | N |
NM_002136 heterogeneous nuclear ribonucleoprotein A1 19241135 @ | | | |
NM_004768 splicing factor, arginine/serine-rich 11 7180 @ M HE
NM_002568 poly(A)-binding protein, cytoplasmic 1 36 0 e N H B
NM_032881 U7 snRNP-specific Sm-like protein LSM10 [l <
NM_015629 pre-mRNA processing factor 31 homolog
(yeast) ] 4+
NM_006196 poly(rC) binding protein 1 | ] < EEER
X70944 PTB-associated splicing factor | ] §
RIBOSOMAL PROTEINS
L20868 ribosomal protein L4 41852606 @ ] EEEN
NM_000969 ribosomal protein L5 W 624 4 W AN NN
NM_000971 ribosomal protein L7 W 0072852 4 W HEEENE
NM_000972 ribosomal protein L7a MW 48693263 4 W [ ]
NM_000661 ribosomal protein L9 Wii7677502 4 W HE R
NM_006013 ribosomal protein L10 W 63165377 4 HE R
NM_000975 ribosomal protein L11 <+ 0 | H N
NM_000977 ribosomal protein L13 3%23 @ MW HEEHENNR
NM_012423 ribosomal protein L13a Mosnesss ¢ HEHNENN
NM_002948 ribosomal protein L15 W $3812457 4 W W HE
NM_000980 ribosomal protein L18a W 652229 4 WA HENEN
NM_000982 ribosomal protein L21 4+
NM_000983 ribosomal protein L22 32952160 4 M HE N
NM_000984 ribosomal protein L23a W03 4 W HENE
L05095 ribosomal protein L30 W 75615398 4
NM_000994 ribosomal protein L32 W e5243304 4 W EEENE
NM_007209 ribosomal protein L35 22284 o H M HE
NM_021029 ribosomal protein L36a W 383 <+ [ L [ ]
NM_000998 ribosomal protein L37a Wouessss 4 HHEAHENEBR
NM_001000 ribosomal protein L39 143098695 @ HE EEEENR
XM_037459 ribosomal protein S3A 4 EEEEERN
NM_001012 ribosomal protein S8 W2452% ¢ EHEHEEHENE

U937/ US4.2 MPSS
> - =
s 9 2 5 8
T R E o] Sl -
sx_= 2§85 885 =82¢8
Accession 592 ~ 83 =S5 z225
Gene description 505 3 o Shel Shs| S
Number ELg 8 40 2 K F 23 =
AB061839  ribosomal protein S9 | | <+ ||
M13934 ribosomal protein S14 Mei23997 4 W EEEE
NM_001019 ribosomal protein S15a W3i62973 4 W HEENE
NM_001021 ribosomal protein S17 B 2162 4 H H [ W]
NM_022551 ribosomal protein S18 W 5671 2820 i HE
NM_001022 ribosomal protein S19 W 7492 8673 EEEEER
NM_001023 ribosomal protein S20 W % 10 <+ N
U12202 ribosomal protein $24 [ ] < HE N
U41448 ribosomal protein S26 311248t @ EHHEENEENR
NM_001031 ribosomal protein $28 56712200 - @ H H H H B
U14973 ribosomal protein $29 W 420270 <4 W ||
M17885 acidic ribosomal phosphoprotein PO 1819110876 <4 Il HEEENE
CELL CYCLE
M27024 heat shock protein (HSP89-alpha) WMo ¢ H HENENR
AF255307  cyclin T1 | ] <+ [ ]
NM_015965 CGI-39 protein; cell death-regulatory protein
GRIM19 1sr911087¢ @ [ H H H H B
AF010238  von Hippel-Lindau tumor suppressor 317 @ HEEENEDBNR
NM_032637 S-phase kinase-associated protein 2 (SKP2) < [ ]
AJ010395  DKC1 240 e M EEEENEN
AB000381  GPl-anchored molecule-like protein 6172 @ H HEHENENRBR
AB002059  P2XM 0 e HEEEEN
AF117829  RICK [ ] + BN EERNE N
PROTEIN SYNTHESIS
NM_001412 translation initiation factor 1A W 970 1212 1 EEENR
XM_006326 translation initiation factor 4 gamma2 HE | ]
NM_003760 translation initiation factor 4 gamma, 3 97 12 4 HE =
U39067 translation initiation factor elF3 p36
subunit mRNA +
M29536 translational initiation factor 2beta subunit [ +
NM_005801 putative translation initiation factor W 93677 4 [ | [ ]
u07231 G-rich sequence factor-1 H 2y <4 A [ ]
NM_001404 translation elongation factor 1 gamma 32501909 @ I W [ ]
141490 translation elongation factor 1 alpha 1-like 14 19018159 @ | W [ ]
NM_001605 alanyl-tRNA synthetase [ < [ |
L29074 fragile X mental retardation syndrome
protein 12 @ Wl | |
PROTEIN FOLDING/ MODIFICATION/ TURNOVER
BC002594  dolichyl-diphosphooligosaccharide-
glycosyltransferase | | 4+
NM_021130 peptidylprolyl isomerase A (cyclophiin A) [ 20395 <4 W H W H E
582372 cyclophilin-A like 74057« @ 1 H W HE
AF054185  proteasome subunit HSPC [ ] 1
J04809 cytosolic adenylate kinase (AK1) | ] | ]
AJ132637  ATP-dependent metalloprotease YME1L | | <
M35531 GDP-L-fucose:beta-D-galactoside 2-
alpha-I-fucosyltransferase | | 1
AF151079 HSPC245 | |
AF014398  myo-inositol monophosphatase 2 [ ] <>
E10341 pro-cathepsin B | | 4+
XM_033922 ubiquitin specific protease 10 | | *
AF023268  clk2 kinase 20 6 EEEEENENR
X95677 ArgBPIB protein 24162 @ W H M H B
CELL SURFACE PROTEINS/ CELL ADHESION/ EXTRACELLULAR MATRIX PROTEINS
J03799 laminin-binding protein 4411630 @ H H W HE
AF217411  neuroligin 3 isoform ] <
AF187881 leukointegrin alpha d 60 0 e EEEEHER
AF166339  integrin alpha 6 (ITGAS) 208 93 o EEEEER
AH005963  protocadherin 43 3 147 o EEEEHER
AF007544  prostate-specific membrane antigen 208 93 o EHEEEHERRNR
NM_012072 complement component 1, g subcomponent,
receptor 1 W o + HE
NM_001642 amyloid beta (A4) precursor-like protein 2 M 533314 <4 W W H H " W
AF099810  neurexin lll-alpha 33197 o [ H HHE NN
NP_443183 TdT binding protein; similar
to synaptotagmin 1 ] <+
AF247661  LDC4 + [ ]
AF184110  cyclophilin-related protein (NKTR) 17 6 o HEEEERRN
CYTOSKELETAL PROTEINS
X04588 cytoskeletal tropomyosin H 97190 4 HE H E
NM_002823 prothymosin, alpha (gene sequence 28) 53 4 HEEEERRNE
AA601082 tubulin alpha chain W08 4@ H H N LN |
NM_002473 myosin, heavy polypeptide 9, non-muscle Il <+
NM_004986 kinectin 1 (kinesin receptor) 5831 ¢ M EHNENNR
M17733 thymosin beta-4 2756134 @ I H W HE

Wup regulated B down regulated
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TRANSPORT NM_001685 mitochondrial ATPase coupling factor 6
_— subunit (ATP5A) 2111289 @ H HHEEHEBN
AF151097  voltage-dependent anion channel (VDAC1) oey @ HEENEENBE AB026906  small subunit of cytochrome b of succinate
119444 neutral amino acid transporter (SATT) <+ dehydrogenase 3215 @ EEEEER
AB015355  natural resistance-associated NM_023937 mitochondrial ribosomal protein L34 | | <
macrophageprotein 2 64 178 o EEEEEBE
AJ271729  glucose-regulated protein (HSPA5 gene) [l 4 E B RN
METABOLISM GENES WITH OTHER FUNCTIONS
U62891 deoxyuridine triphosphatase [ | <+ [ | AJ246003  spastin protein (spg4) [ | 4+ H L]
NM_001071 thymidylate synthetase [] + n [] AF382002  16S rRNA ] 4+
NM_005165 aldolase C gene for J04182 lysosomal membrane glycoprotein-1 | | <
fructose1,6-biphosphate aldolase W 105 38 § AF389851  solute carrier family 12 member 8 [ | <
X14008 lysozyme gene (EC 3.2.1.17) [] <+ AF418272  coagulation factor XIlI, A1 polypeptide
M11147 ferritin light chain [ + [] ] (F13A1) L] +
U34343  13kDa differentiation-associated protein Wl 8 12 4 [ X69723  TPI1 gene for triosephosphate isomerase Ml 2570 1903 4 EEEE
NM_001428 enolase 1, (alpha) 61005344 4 M [ AB004064  tomoregulin 141016133 @ H H W H H B
X01784 superoxide dismutase (SOD1) B a4 4 W "l | AB001523  TMEM1 2893 @ WM EEENERN
NM_004553 NADH dehydrogenase (ubiquinone) Fe-S H 03 < NM_018321 BRIX W 40 4 W HEEB
NM_001441 fatty acid amide hydrolase [] <+ D87675 amyloid precursor protein 53334 @ EEEHNENRDBR
M34158 ornithine decarboxylase [ <+ n [ ] AB009589  Osteomodulin 317 @ H HEHHEHENBNR
NM_005566 lactate dehydrogenase A 2214 2823 e EEEEEE AF184614  p47-phox (NCF1) 222 40 o B R BB [ |
D90086 pyruvate dehydrogenase (EC 1.2.4.1) AF018631  biotindase (BTD) 37133 @ M EEHEERBE
beta subunit u <+ U93163 MAGE-B2 208 93 e EEEEERER
NM_021928 FLJ22649 similar to signal peptidase SPC22/23 Wl 10 73 4 HE NM_016356 RU2S (RU2) | 4
D16480 mitochondrial enoyl-CoA hydratase < [ NM_001752 catalase 76251 @ H HH L
XM_009082 low density lipoprotein receptor AB029343  HCR (a-helix coiled-coil rod homologue) 02 e H HEHHENENBN
(familial hypercholesterolemia) H o3 <4 EHENE ] AB042297  6-pyruvoyltetrahydropterin synthase 22959 @ [ H HEHHEBN
NM_000291 phosphoglycerate kinase 1 [ ] P N N | [] AF095770  PTH-responsive osteosarcoma D1 protein ma0te133 @ M H H H H W
AB045146  thiopurine S-methyltransferase 0 54 ® N | ] [ |
AF000573  homogentisate 1,2-dioxygenase 2959 © H HMNE [ ] GENES WITH UNKNOWN FUNCTION
Y10196 PHEX 38 0
NM_013402 fatty acid desaturase 1 | | : = s - ihsﬂogzgg‘: Siar:\IfX 1o gag p;oteiln FLOIC 115:2|8:§|)|_ L +
ot - m expressed only in placental villi,
Nh-o117as, dbeptdyipeptdase & N + clone SMAP83 196018159 @ M H N H H N
1 quitin conjugating enzyme 6 | | <+ . -
AF097485  transducin beta-like 2 25 @ HEEEENR
GROWTH FACTORS AND CYTOKINES AF114156  Y-linked zinc finger protein 48 3 e EEEERR
XM_033788 similar to fidgetin-like 1 (LOC90728) | | > a [ ]
D16431 hepatoma-derived growth factor W 461 754 4 EEEENE AF161477  HSPC128 | | + Ll |
AJ400717  tpt1/ TCTP gene for translationally AF151053  HSPC219 | +
controlled tumor protein Wiy - B HEEEBR XM_028213 up-regulated by BCG-CWS (LOC64116) [ ] 4
AF039390  vascular endothelial cell growth inhibitor — [ll < AF318323  pp11741 mRNA | 4+
X12830 interleukin-6 receptor [ ] <+ 1 [] NM_020179 FNS protein u + B
AY071830 interleukin 9 receptor [] <+ U43374 normal keratinocyte | +
D87022 immunoglobulin lambda gene locus DNA,
SIGNALING MOLECULES/ PROLIFERATION clone:88E1 u +
D20957 promyelocyte cDNA mp1369 [ | &
111284 ERK activator kinase (MEK1) W o3 < NM_016047 CGI-110 protein (LOC51639) W 897 4 HE
NM_006367 adenyl cyclase-associated protein (CAP) [l <+ ] AF151855  CGI-97 protein |1 <+ HE
XM_004632 similar to ras-related C3 botulinum NM_014503 down-regulated in metastasis (DRIM) [ ] < | | | |
toxin substrate 1 isoform Rac1b | | <+ HE | | AF242864  coxsackie virus and adenovirus receptor || * H E
238108 PEBP2aC Runt domain [ ] < D42041 KIAA0088 ] <+ EEE N
NM_014737 Ras association (RalGDF/AF-6)domain NM_014666 KIAA0171 | | < h | | [ |
family 2 H :v 4o EEENNN NM_014826 KIAAQ451 [ ] <+ [ ] |
NM_005610 retinoblastoma binding protein 4 | | * [ | NM_015179 KIAA0690 | | <> | |
E15653 interferon-gamma-inducing protein [ ] < AB014562  KIAA00662 | | < | |
AF230904  c-Cbl-interacting protein (CIN85) [ ] <~ HE AC008085  clone UWGC:djs228 from 7q31 [ ] < | |
HSU95626  ccr2b < || AW975480 EST387589 ] <+
NM_003684 MAP kinase-interacting serine/threonine AF143869  clone IMAGE:111469 | | <
kinase 1 | | <+ BC014967 clone MGC:23084 IMAGE:4856728 [ ] <
X57025 IGF-I mRNA for insulin-like growth factor | [l R | AlI814063  Homo sapiens cDNA, 3' end | | <
AB013139 NBS1 3 147 e EEEEERBNE AF188711  clone cD1, mRNA sequence | | <
AB025285 c-ERBB-2 670 244 e EE RN AF095853  asthmatic clone 1 | | <
AB026436  dual specificity phosphatase MKP-5 | | < AJ272196  hypothetical protein, clone 2746033 | | <
AF125348  caveolin 1 189 469 e EEENENENR NM_031453 hypothetical protein MGC11034 | | < [ |
AB038490  fukutin 74 10 [ | | | NM_018431 hypothetical protein (LOC55816) | | <
Y18000 NF2 70 14 o HEEEENENR AL050120 mRNA DKFZ p586D211 [ <+
NM_016630 acid cluster protein 33 W 550 954 4 | | NM_032155 hypothetical protein DKFZp5471094 | | < | |
NM_006990 WAS protein family, member 2 B 04 4 EEEEEN NM_025051 hypothetical protein FLJ23022 || <
AB019691  Centrosome- and Golgi-localized PKN- NM_017816 hypothetical protein FLJ20425 W 3653 <4 W HE R
associated protein 45 0 o EEEEERER AK025805 cDNA: FLJ22152 fis, clone HRC00114 | | <> EEERN
AK000793  cDNA FLJ20786 fis, clone COL02309 | | <+ | | [ |
MITOCHONDRIAL PROTEINS AK022822  cDNA FLJ12760 fis,clone NT2RP2001366 Il <
AK025346  cDNA: FLJ21693 fis, clone COL09609 W 97 19 <+ i
NC_001807 NADH dehydrogenase subunit 1 N ¢ Ll u AK054697  cDNA FLJ30135 fis, clone BRACE2000061 I RS
X93334 NADH dehydrogenase subunit 4 [ ] + N EENR AK024152  cDNA FLJ14090 fis, clone MAMMA1000264 Il <+
NC_001807 NADH dehydrogenase il W263200 O HEENRBR BQ739779 TSIP5 [ ] <
AF192559  mitochondial carrier homolog 1 isoform b | | < BQ739780 TSIP 6 [] <+
L00016 URF4 gene | 4+ I EEEEN BQ739781 TSIP7 [ RS
NM_004483 glycine cleavage system protein H BQ739782 TSAP 23 [ ] <
(aminomethyl carrier) | | ha HE BQ739783 TSIP 8 ] <
U12690 mitochondrion cytochrome oxidase BQ739784 TSIP9 [ ] <+
subunit 11 (COIl) [ | 4o
AF035429  cytochrome oxidase subunit | (COl) and Wup regulated Bdown regulated
subunit Il (COII) iat016133 @ I H W H H B
NM_004046 ATP synthase, H+ transporting, mitochondrial
F1 complex 126753 4 H HEE®N
AF070655 F1FO-type ATP synthase subunit g 477 152 ® EEEEEER



