Description of additional data files

Additional file 1

Title: Supplementary methods

File format: PDF (Adobe Acrobat)

Description: Document listing quantitative RT-PCR probes and oligonucleotides

used.

Additional file 2

Title: Supplementary table 2

File format: Tab-delimited spreadsheet (Microsoft Excel spreadsheet)

Description: Spreadsheet containing a list of probe sets regulated by PEDF in A375-
pCEP4-PEDF Pool compared to control A375-pCEP4 Pool. For each probe set, linear
ratios of GCRMA-normalized expression in PEDF-over-expressing cells compared to
control cells in the two hybridizations are shown, as well as Affymetrix probe set ID,
gene symbol, Unigene ID Ensemble ID and Gene Ontology (GO) functional

categories.
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Suppl ementary Table 2. Orgaz et al Gene expression profile of A375 mel anoma
cell line overexpressing pignent_epitheliumderived factor unveils nol ecul ar
aspects of its dual action on angiogenic potential and aggressiveness of
human el anonpeeececececcee

Suppl ementary Table 2. Probe sets regul ated by PEDF i n A375- pCEP4- PEDF cel |
line conpared to control A375-pCEP4 cell line Linear ratios of

GCRVA- nornmal i zed expression in PEDF-overexpressing cells conpared to control
cells in the two hybridizations (Hybr. 1 and Hybr. 2) are showneeeseceoececes

Probe set | DeDescriptionse GCRVA PEDF vs Control Hybr. 1« GCRVA PEDF vs Control

Hybr. 2¢Titl esCGene synbol « Uni genes Ensenbl e | D Bi ol ogi cal process GO Cel | ul ar

conmponent GO Mol ecul ar function GO

202283 _at «"gb: NM_002615. 1 / DB_XREF=gi : 4505708 / GEN=SERPI NF1 / FEA=FLmRNA

/ CNT=211 / TI D=Hs. 173594. 0 / TI ER=FL+St ack / STK=146 / UG=Hs. 173594 /LL=5176

/ DEF=Honmo sapi ens serine (or cysteine) proteinase inhibitor, clade F (al pha-2

antiplasmn, pignment epitheliumderived fac"e+66.0455074381. 0000421« "seri ne

(or cysteine) proteinase inhibitor, clade F (al pha-2 antiplasmn, pignment

epitheliumderived factor), nmenber 1"e«SERPI NFleHs. 532768« ENSG0000132386+ 7275

/1 devel opnent // traceable author statement /// 8283 // cell proliferation

/1 traceable author statenment /// 16525 // negative regul ation of

angi ogenesis // inferred fromdirect assay /// 50769 // positive regul ation

of neurogenesis // inferred from5576 // extracellular region // inferred

fromdirect assay+4867 // serine-type endopeptidase inhibitor activity //

traceabl e aut hor statenent

220217_x_at*"gb: NM 022661. 1 / DB_XREF=gi : 13435136 / GEN=SPANXC / FEA=FLmRNA

/ CNT=11 / TI D=Hs. 178053. 0 / TI ER=FL / STK=0 / UG=Hs. 178053 / LL=64663 / DEF=Hono

sapi ens SPANX fam |y, nmenber C (SPANXC), nmRNA. /PROD=SPANX fanmily, menber C

/ FL=gb: NM_022661. 1 gb: BCO05382. 1"+ 34. 80619013+ 25. 90017443+ " SPANX fami |y,

nmenber C'e SPANXCs Hs. 343879+ ENSG00000198573¢ ¢

220922_s_at+"gb: NM 013453. 1 / DB_XREF=gi : 7305516 / GEN=SPANXA1 / FEA=FLmMRNA

/ CNT=3 / Tl D=Hs. 293266. 0 / TI ER=FL / STK=1 / UG=Hs. 293266 /LL=30014 / DEF=Hono

sapi ens sperm protein associated with the nucl eus, X chronosone, famly

menber Al (SPANXAl), nRNA. / PROD=sperm protein

as" e« 31. 8824945+ 45. 30323786+ "sperm protei n associ ated with the nucl eus,

X-linked, famly menber Al /// SPANX family, nenmber Bl /// SPANX famly,

menber A2 /// SPANX family, nenmber C/// SPANX fam |y, menber B2"e+SPANXALl ///

SPANXBL /// SPANXA2 /// SPANXC /// SPANXB2eHs. 343879« ENSG00000198021 ///

ENS@0000198820 /// ENSGD0000198573+7283 // spermatogenesis // traceabl e

aut hor statenent /// 7286 // spermatid cell devel opnent // non-traceabl e

aut hor statenment+5634 // nucleus // traceable author statenent /// 5737 //

cytoplasm// traceabl e author statenente

224032_x_at «"gb: AF098306. 1 / DB_XREF=gi : 6808523 / GEN=SPANX / FEA=FLNMRNA / CNT=4

/ TI D=Hs. 293266. 1 / TI ER=FL / STK=2 /UG=Hs. 293266 /LL=30014 / DEF=Honmo sapi ens

nucl ear - associ at ed protei n SPAN- Xa (SPANX) nRNA, conpl ete cds.

/ PROD=nucl ear - associ at ed protei n SPAN Xa

/ FL=gb: AF098" « 29. 67426027+ 19. 37656374+« " sperm protei n associated with the

nucl eus, X-linked, famly nenber Al /// SPANX famly, nmenber A2"e«SPANXAl ///

SPANXAZ2e Hs. 334464« ENS(00000198021« 7283 // spernmatogenesis // traceabl e author

statenment+«5634 // nucleus // traceable author statement /// 5737 // cytoplasm

/] traceabl e author statenente

1564491 _at " gb: AK093505. 1 / DB _XREF=gi : 21752399 / Tl D=Hs2. 376478. 1 / CNT=1

/ FEA=nmRNA / Tl ER=ConsEnd / STK=0 / UG=Hs. 376478 / UG Tl TLE=Honp sapi ens cDNA

FLJ36186 fis, clone TESTI 2027013, weakly simlar to FIBRI LLARI N. /DEF=Hono

sapi ens cDNA FLJ36186 fis, clone TESTI 2027013,

"e18.5270846926.41751189+ " CDNA FLJ36186 fis, clone TESTI 2027013, weakly

simlar to FIBRI LLARI N'eeHs. 545964¢ ¢«

219014 _at«"gb: NM 016619. 1 / DB_XREF=gi : 7706157 / GEN=LOC51316 / FEA=FLmMRNA

/ CNT=86 /Tl D=Hs. 107139.0 /Tl ER=FL / STK=0 /UG=Hs. 107139 /LL=51316 / DEF=Hono

sapi ens hypothetical protein (LOC51316), nmRNA. / PROD=hypot hetical protein

/ FL=gb: NM_016619. 1 gh: AF208846. 1"+ 15. 85369814+ 35. 93977207+ pl acent a- speci fic

8¢ PLAC8* Hs. 546392+« ENSQ)0000145287¢ « «

218211 s_ate+"gb: NM 024101.1 / DB_XREF=gi : 13129107 / GEN=M3C2771 / FEA=FLRNA

/ CNT=148 / Tl D=Hs. 321130. 0 / TI ER=FL+St ack / STK=78 /UG=Hs. 321130 /LL=79083

/ DEF=Hono sapi ens hypot hetical protein M3C2771 (M3C2771), nRNA

/ PROD=hypot heti cal protein M3C2771 /FL=gb: BC0O01653. 1

gb: N'«15. 69713816+ 28. 89682266+ nel anophi | i ne MLPHe Hs. 102406+ ENSG)0000115648+ 6886
/1 intracellular protein transport // inferred fromelectronic

annot ati one«5515 // protein binding // inferred fromelectronic annotation

/11 17137 /] Rab GIPase binding // inferred fromelectronic annotation

212012_at » gb: BF342851 / DB_XREF=gi : 11289878 / DB_XREF=602015135F1

/ CLONE=I MAGE: 4150664 / FEA=nRNA / CNT=397 /Tl D=Hs. 118893. 0 / Tl ER=St ack / STK=116

/ UG=Hs. 118893 /LL=7837 /UG GENE=D2S448 /UG Tl TLE=Mel anonma associ at ed

genee 15. 174786+ 27. 85516329+ Mel anona associ at ed

genees D25448¢ Hs. 332197+« ENSG00000130508+ 6955 // i mmune response //

non-traceabl e aut hor statenmente«4601 // peroxidase activity // inferred from

el ectronic annotation /// 5152 // interleukin-1 receptor antagonist activity

/1 non-traceabl e author statenent /// 16491 // oxi doreductase activity //

inferred fromel ectroni c annotation

212464_s_ategb: X02761. 1 / DB _XREF=gi : 31396 / FEA=nRNA / CNT=525 /Tl D=Hs. 287820. 1

/ TIER=St ack / STK=509 /UG=Hs. 287820 /LL=2335 /UG GENE=FN1 /DEF=Human nRNA f or

fibronectin (FN precursor). /PROD=fibronectin



precursore14. 21826924+« 16. 52472325« fi bronectin

1e FN1e Hs. 203717« ENS(00000115414+ 6953 // acut e-phase response // inferred from
el ectroni c annotation /// 7155 // cell adhesion // non-traceabl e author
statenent /// 8152 // nmetabolism// inferred fromelectronic annotation ///
9611 // response to wounding // non-traceabl e author statenmene5576 //
extracellular region // inferred fromelectronic annotation /// 5578 //
extracel lular matri x (sensu Metazoa) // non-traceabl e author statenentes5201
/] extracellular matrix structural constituent // non-traceabl e author
statenment /// 5518 // collagen binding // non-traceabl e author statenent ///
8201 // heparin binding // non-traceable author statement /// 16491 //

oxi doreduct ase activity // infe

216442_x_at «"gb: AK026737. 1 / DB_XREF=gi : 10439658 / FEA=MRNA / CNT=1

/ TI D=Hs. 287820. 2 / TI ER=ConsEnd / STK=0 / UG=Hs. 287820 /LL=2335 /UG _GENE=FN1
/UG _TI TLE=fi bronectin 1 /DEF=Honp sapi ens cDNA: FLJ23084 fis, clone LN®6602,
highly simlar to HSFIB1 Human nRNA for
fibronectin"e«13.69382814¢17.17159443«fi bronectin

1e FN1e Hs. 203717« ENS(00000115414+ 6953 // acut e-phase response // inferred from
el ectronic annotation /// 7155 // cell adhesion // non-traceabl e author
statenent /// 8152 // metabolism// inferred fromelectronic annotation ///
9611 // response to wounding // non-traceabl e author statenmene5576 //
extracellular region // inferred fromelectronic annotation /// 5578 //
extracellular matri x (sensu Metazoa) // non-traceabl e author statenentes5201
/] extracellular matrix structural constituent // non-traceabl e author
statenment /// 5518 // collagen binding // non-traceabl e author statenent ///
8201 // heparin binding // non-traceable author statement /// 16491 //

oxi doreduct ase activity // infe

210495_x_at «"gb: AF130095. 1 / DB_XREF=gi : 11493493 / FEA=FLnRNA / CNT=8

[ TI D=Hs. 287820. 0 / TI ER=FL / STK=0 /UG=Hs. 287820 /LL=2335 /UG_GENE=FN1

/| DEF=Hono sapi ens cl one FLC0562 PRO2841 nRNA, conpl ete cds. /PROD=PRO2841

/ FL=gb: AF130095. 1"+ 13. 45218576+ 18. 24544483« f i br onectin

1e FN1e Hs. 203717« ENS(00000115414+ 6953 // acute-phase response // inferred from
el ectronic annotation /// 7155 // cell adhesion // non-traceabl e author
statenent /// 8152 // nmetabolism// inferred fromelectronic annotation ///
9611 // response to wounding // non-traceabl e author statenmene5576 //
extracellular region // inferred fromelectronic annotation /// 5578 //
extracel lular matri x (sensu Metazoa) // non-traceabl e author statenentes5201
/1 extracellular matrix structural constituent // non-traceabl e author
statement /// 5518 // collagen binding // non-traceabl e author statenent ///
8201 // heparin binding // non-traceable author staterment /// 16491 //

oxi doreduct ase activity // infe

212013_at«"gb: D86983. 1 / DB_XREF=gi : 1504039 / GEN=KI AA0230 / FEA=nRNA / CNT=397
/ TID=Hs. 118893. 0 / Tl ER=St ack / STK=98 / UG=Hs. 118893 / LL=7837

/ UG_TI TLE=Mel anoma associ at ed gene /DEF=Human nRNA for Kl AA0230 gene, parti al
cds. "+12. 96386257+ 21. 1040196 Mel anoma associ at ed

genees D25448¢ Hs. 332197+« ENSG00000130508¢ 6955 // i mmune response //
non-traceabl e aut hor statenente«4601 // peroxidase activity // inferred from
el ectronic annotation /// 5152 // interleukin-1 receptor antagonist activity
/1 non-traceabl e author statenent /// 16491 // oxi doreductase activity //
inferred fromel ectroni c annotation

234994 _at » gb: AA088177 / DB_XREF=gi : 1633698 / DB_XREF=zk71a08. s1

/ CLONE=I MAGE: 488246 / FEA=EST / CNT=35 / Tl D=Hs. 172870. 0 / Tl ER=ConsEnd / STK=1

/ UG=Hs. 172870

/ UG _TI TLE=ESTs*12. 51511401+ 7. 013363264+ KI AA1913« KI AA1913+ Hs. 172870« ENSG0000016
4484++16021 // integral to nenbrane // inferred fromel ectronic annotatione
211719_x_at «"gb: BCO05858. 1 / DB_XREF=gi : 13543399 / FEA=FLNRNA / CNT=1

[ TI D=Hs Af f x. 900722. 926 / TI ER=FL / STK=0 / DEF=Honmp sapi ens, clone MZC: 3255,
MRNA, conpl ete cds. /PROD=Unknown (protein for M3C: 3255)

/ FL=gb: BC0O05858. 1"+ 12. 21664886+ 17. 74429307+fi bronectin 1 /// fibronectin

1e FN1e Hs. 203717« ENS(00000115414+ 6953 // acute-phase response // inferred from
el ectronic annotation /// 7155 // cell adhesion // non-traceabl e author
statenent /// 8152 // nmetabolism// inferred fromelectronic annotation ///
9611 // response to wounding // non-traceabl e author statenmene5576 //
extracellular region // inferred fromelectronic annotation /// 5578 //
extracellular matri x (sensu Metazoa) // non-traceabl e author statenentes5201
/1 extracellular matrix structural constituent // non-traceabl e author
statement /// 5518 // collagen binding // non-traceabl e author statenent ///
8201 // heparin binding // non-traceable author statement /// 16491 //

oxi doreduct ase activity // infe

209598_at « " gb: AB020690. 1 / DB _XREF=gi : 4240254 [/ GEN=KI AA0883 / FEA=FLNMRNA

/ CNT=85 /Tl D=Hs. 7782. 0 / TI ER=FL+St ack / STK=20 /UG=Hs. 7782 /LL=10687 / DEF=Hono
sapi ens nRNA for Kl AA0883 protein, conplete cds. /PROD=KI AA0O883 protein

/ FL=gb: NM_007257. 1 gh: AB020690. 1

gb: AF286487. "+ 10. 62999254« 11. 36750894 ccccee

205832_at «"gb: NM_ 016352. 1 / DB_XREF=gi : 10047105 / GEN=LOC51200 / FEA=FLmRNA

/ CNT=38 / Tl D=Hs. 93764. 0 / TI ER=FL / STK=0 /UG=Hs. 93764 /LL=51200 / DEF=Honmo

sapi ens car boxypepti dase A3 (LOC51200), nRNA. /PROD=car boxypepti dase A3

/ FL=gb: NM_016352. 1 gb: AF095719. 1"+« 9. 840773868 10. 96643553« car boxypept i dase
Ade CPA4e Hs. 93764« ENS(00000128510+ 6508 // proteol ysis and peptidolysis //
non-traceabl e author statenment /// 16573 // histone acetylation //
non-traceabl e aut hor statenente«4180 // carboxypeptidase activity // inferred
fromelectronic annotation /// 4182 // carboxypepti dase A activity //



non-traceabl e author statenment /// 8237 // metall opeptidase activity //
inferred fromel ectroni c annotation

205547_s_at«"gb: NM_003186. 2 / DB_XREF=gi : 12621918 / GEN=TAGLN / FEA=FLmRNA

/ CNT=39 / TI D=Hs. 75777.0 / TIER=FL / STK=0 /UG=Hs. 75777 /LL=6876 / DEF=Hono

sapi ens transgelin (TAGN), nmRNA. /PROD=transgelin /FL=gb: NM 003186. 2

gb: D17409. 1

gb: MB5787. 1"« 9. 786239022+ 8. 495929709+t r ansgel i ne TAGLNe Hs. 503998« ENSG0000014959
17517 /] nuscl e devel opment // traceable author statenente«3779 // actin
binding // inferred fromelectronic annotation

1555401 _at " gb: BC025383. 1 / DB_XREF=gi : 19263486 / Tl D=Hs2. 130546.2 / CNT=1

| FEA=FLMRNA / TI ER=FL / STK=1 /LL=54937 /UG _GENE=FLJ20449 / UG=Hs. 130546

/ DEF=Honp sapi ens, clone MGC: 26186 | MAGE: 4829809, nRNA, conpl ete cds.

/ PROD=Unknown (prot ein for MGC: 26186)

/ FL=gh: BC025383. 1"+ 9. 129536997+ 4. 377122703+ hypot heti cal protein

FLJ20449¢ FLJ20449+ Hs. 124519+ ENSG)0000083622¢ « «

222557 _at » gb: AL353715 / DB_XREF=gi : 11121028 / FEA=FLMRNA / CNT=140

/ TI D=Hs. 285753. 0 / TI ER=St ack / STK=66 / UG=Hs. 285753 /LL=50861 /UG GENE=SCLI P
/ UG_TI TLE=SCGLO- | i ke- prot ei n / DEF=Human DNA sequence from cl one CTD- 3184A7 on
chronmosonme 20 Contains the 5 end of the GVEB2

(*9.129339648+8. 951603164+ st at hnmi n-11i ke

3¢ STMN3e Hs. 348326« ENS(00000197457+ 7242 [/ intracellul ar signaling cascade //
inferred fromelectronic annotation /// 7399 // neurogenesis // traceable
aut hor statementee

201009_s_at *"gb: Al 439556 / DB_XREF=gi : 4305149 / DB_XREF=t c90c12. x1

/ CLONE=I MAGE: 2073430 / FEA=FLMRNA / CNT=488 /Tl D=Hs. 179526. 0 / Tl ER=St ack

/ STK=91 [/ UG=Hs. 179526 /LL=10628 /UG GENE=VDUP1 /UG TI TLE=upregul ated by

1, 25- di hydroxyvitam n D-3 /FL=gh: NM 006472. 1

gb S73591. 1"+ 8. 92597045+ 27. 97179704t hi or edoxi n i nteracti ng

prot ei ne TXNI Pe Hs. 533977« ENSG00000117289¢ ¢«

201008_s_at *"gb: AA812232 / DB_XREF=gi : 2881843 / DB_XREF=0b84h09. s1

/ CLONE=I MAGE: 1338113 / FEA=FLNMRNA / CNT=488 / Tl D=Hs. 179526. 0 / Tl ER=St ack

/ STK=15 [/ UG=Hs. 179526 /LL=10628 /UG GENE=VDUP1 /UG TI TLE=upregul ated by

1, 25- di hydroxyvitam n D-3 /FL=gh: NM 006472. 1

gb S73591. 1"+ 8. 843520316+ 20. 74697562+t hi or edoxi n i nteracti ng

prot ei ne TXNI Pe Hs. 533977« ENSG00000117289¢ ¢«

237435_at » gb: Al 093492 / DB_XREF=gi : 3432468 / DB_XREF=gb15c01. x1

/ CLONE=I MAGE: 1696320 / FEA=EST / CNT=6 / Tl D=Hs. 61596. 0 / TI ER=ConsEnd / STK=6

/ UG=Hs. 61596 /UG Tl TLE=ESTs* 8. 670211945+ 6. 189522144+ Tr anscr i bed

| ocuse e Hs. 61596«

201010_s_at="gb: NM 006472. 1 / DB_XREF=gi : 5454161 / GEN=VDUP1 / FEA=FLnRNA

/ CNT=488 / Tl D=Hs. 179526. 0 / TI ER=FL / STK=0 /UG=Hs. 179526 /LL=10628 / DEF=Hono
sapi ens upregul ated by 1, 25-di hydroxyvitam n D-3 (VDUP1), nRNA

/ PROD=upr egul ated by 1, 25-di hydroxyvitam n D-3

/ FL=gb: NM " 8. 251454587+ 18. 04908706+t hi or edoxi n i nteracting

prot ei ne TXNI Pe Hs. 533977« ENSG00000117289¢ ¢«

232884 _s_ategb: AL133055. 1 / DB_XREF=gi : 6453475 / GEN=DKFZp434J1015 / FEA=nRNA

/ CNT=4 /Tl D=Hs. 283779. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 283779 /LL=54753

/ DEF=Honmo sapi ens nRNA; cDNA DKFZp434J1015 (from cl one DKFZp434J1015).

/ PROD=hypot heti cal proteine7.626830205¢3. 670275276+ hypot hetical protein
DKFZp434J1015+ DKFZp434J1015+ Hs. 381239+ ENSG)0000175419¢ « «

209035_at " gb: M69148. 1 / DB_XREF=gi : 182650 / GEN=hMK-1 / FEA=FLRNA / CNT=196

/ TI D=Hs. 82045. 0 / TI ER=FL / STK=1 /UG=Hs. 82045 /LL=4192 /DEF=Human m dki ne
MRNA, conpl ete cds. /PROD=m dki ne /FL=gb: NM 002391. 1

gb: M69148. 1"« 7. 291285814« 9. 423256966+ m dki ne (neurite grow h-pronoting factor
2) « MDKe Hs. 82045+ ENSG00000110492+74 // regul ation of cell cycle // inferred
fromelectronic annotation /// 7165 // signal transduction // non-traceable
aut hor statenent /// 7267 // cell-cell signaling // not recorded /// 7399 //
neur ogenesi s // non-traceabl e author statement /// 8283 // <5615 //

extracel lul ar space // not recordede5125 // cytokine activity // not recorded
/1] 8083 // growth factor activity // non-traceable author statenment /// 8201
/! heparin binding // inferred fromdirect assay

213905_x_at * gb: AAB45258 / DB _XREF=gi : 2931709 / DB_XREF=ak84all. sl

/ CLONE=I MAGE: 1414556 / FEA=EST / CNT=21 /Tl D=Hs. 821.1 / TI ER=St ack /STK=11

/ UG=Hs. 821 /LL=633 / UG _GENE=BGN

/ UG_TI TLE=bi gl ycane 7. 041892249+ 14. 21166508+ bi gl ycan /// serol ogi cally defined
col on cancer antigen 33+BGN /// SDCCAG33eHs. 821« ENSG00000182492 ///
ENS@0000179981«" 6355 // regul ation of transcription, DNA-dependent //
inferred fromelectronic annotation"+5578 // extracellular matrix (sensu
Metazoa) // inferred fromelectronic annotation /// 5578 // extracellul ar
matrix (sensu Metazoa) // non-traceabl e author statement /// 5634 // nucl eus
/1 inferred fromelectronic annotation*5201 // extracellular matrix
structural constituent // non-traceable author statenment /// 3700 //
transcription factor activity // inferred fromelectronic annotation /// 8270
/1 zinc ion binding // inferred fromelectronic annotation

205858_at « " gb: NM_002507. 1 / DB_XREF=gi : 4505392 / GEN=NGFR / FEA=FLnRNA / CNT=33
/ TID=Hs. 1827. 0 / TI ER=FL+St ack / STK=16 /UG=Hs. 1827 /LL=4804 / DEF=Hono sapi ens
nerve grow h factor receptor (TNFR superfam |y, nmenber 16) (NGFR), nRNA

/ PROD=nerve growt h factor receptor precu"e6.674405371+4.560259297+" nerve
growm h factor receptor (TNFR superfam |y, menber

16) "« NGFRe Hs. 415768 ENSG00000064300¢ 6915 // apoptosis // inferred from

el ectronic annotation /// 7165 // signal transduction // inferred from



el ectronic annotation /// 7399 // neurogenesis // inferred fromelectronic
annotation /// 30154 // cell differentiation // inferred fromelectronic

a* 5886 // plasma nenbrane // traceable author statenent /// 5887 // integra
to plasma nenbrane // traceabl e author statement«4888 // transmenbrane
receptor activity // traceable author statement /// 5515 // protein binding
/1 inferred fromelectronic annotation

205229_s_at *gb: AA669336 / DB_XREF=gi : 2630835 / DB_XREF=ad47a02. sl

/ CLONE=I MAGE: 884810 / FEA=FLNRNA / CNT=56 / Tl D=Hs. 21016.0 /Tl ER=St ack / STK=15
/ UG=Hs. 21016 /LL=1690 /UG GENE=COCH /UG _TI TLE=coagul ati on factor C (Linulus
pol yphenus) honol ogy (cochlin) /FL=gb: NM 004086. 1

g* 6. 665126078+ 5. 286138451+ " coagul ati on factor C honol og, cochlin (Limulus
pol yphenus) "« COCHe Hs. 21016+ ENSG00000100473+ 7605 // percepti on of sound //
traceabl e author statenentes

226408_at » gb: AA905942 / DB_XREF=gi : 3041065 / DB_XREF=0j 83b12. s1

/ CLONE=I MAGE: 1504895 / FEA=EST / CNT=46 /Tl D=Hs. 153053. 1 / TI ER=St ack / STK=29

/ UG=Hs. 153053 /LL=951 /UG GENE=CD37 /UG TI TLE=CD37

antigene6.4173292+«7. 32604182« TEA domain fam |y menber

2¢ TEAD2e Hs. 515534« ENSG00000074219+" 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
[/l inferred fromelectronic annotation /// 6355 // regul ation of
transcription, DNA-dependent // non-traceabl e author statenent"«5634 //
nucleus // inferred fromelectronic annotation /// 5634 // nucleus //
non-traceabl e aut hor statenmente«3700 // transcription factor activity //
inferred fromelectronic annotation /// 3700 // transcription factor activity
/1l non-traceabl e author statenent

212488 _at«"gb: N30339 / DB_XREF=gi : 1148859 / DB_XREF=yw75f 06. s1

/ CLONE=I MAGE: 258083 / FEA=EST / CNT=164 /Tl D=Hs. 146428. 2 / TI ER=St ack / STK=53

/ UG=Hs. 146428 /LL=1289 /UG GENE=COL5A1 /UG Tl TLE=col | agen, type V, al pha

1"« 6. 403080019+ 14. 91145881+« "col | agen, type V, al pha

1"« COL5A1e Hs. 210283+ ENSG00000130635 6817 // phosphate transport // inferred
fromelectronic annotation /// 7155 // cell adhesion // inferred from

el ectronic annotation*5581 // collagen // inferred fromelectronic annotation
/1]l 5588 // collagen type V // traceable author statement /// 5737 //
cytoplasm// inferred fromelectronic annotatione5201 // extracellular matrix
structural constituent // inferred fromelectronic annotation /// 8201 //
heparin binding // inferred fromelectronic annotation
226103_at » gb: AF114264. 1 / DB_XREF=gi : 4768674 / FEA=nRNA / CNT=107

/ TI D=Hs. 216381. 0 / Tl ER=St ack / STK=15 / UG=Hs. 216381 / DEF=Honp sapi ens cl one
HHA09 unknown nMRNA. / PROD=unknowne 6. 281844+ 6. 002869581enexilin (F actin

bi ndi ng protei n) s NEXNe Hs. 22370« ENSG00000162614¢ « *

228716_at » gb: BG494007 / DB_XREF=gi : 13455521 / DB_XREF=602542289F1

/ CLONE=I MAGE: 4673182 / FEA=EST / CNT=19 /Tl D=Hs. 203213. 0 / TI ER=St ack / STK=12

/ UG=Hs. 203213 / UG Tl TLE=ESTs* 6. 222918909+ 13. 21065271 Hypot heti cal gene
supported by AK096885; AK098084ee+Hs.551610¢¢¢¢

226701 _at » gb: Al 692880 / DB_XREF=gi : 4970220 / DB_XREF=wd42d02. x1

/ CLONE=I MAGE: 2330787 / FEA=EST / CNT=66 /Tl D=Hs. 7473. 0 / Tl ER=St ack / STK=27

[/ UG=Hs. 7473 / UG _TI TLE=ESTs* 6. 12832212+ 5. 830934948+ " gap j unction protein,

al pha 5, 40kDa (connexin 40)"e«GJA5e Hs. 447968« ENSG00000143140+ 6810 //
transport // non-traceabl e author statement /// 6936 // nuscle contraction //
traceabl e author statement /// 7043 // intercellular junction assenbly //
traceabl e author statenment /// 7154 // cell communication // inferred from
el ectronic annotati 05922 // connexon conplex // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati on+ 15285 // connexon channel activity // traceabl e author statenent
59705 _at+«"Cluster Incl. AA911739: oi 15f09.s1 Hono sapiens cDNA, 3 end

/ cl one=l MAGE- 1476617 /cl one_end=3 /gb=AA911739 /gi =3051103 /ug=Hs. 21421

/1 en=1049"+6. 042521229+ 5. 84955926¢ sel enocyst ei ne

| yasee SCLYe Hs. 512606« ENSG0000132330 6520 // ami no acid netabolism//
traceabl e author statenent /// 8152 // metabolism// inferred fromelectronic
annot ati on*5829 // cytosol // traceable author statemente8483 // transam nase
activity // inferred fromelectronic annotation /// 9000 // sel enocysteine

| yase activity // traceable author statenment /// 16740 // transferase
activity // inferred fromelectronic annotation /// 16829 // |yase activity
/1 inferred f

242363_at » gb: BF592008 / DB_XREF=gi : 11684332 / DB_XREF=7035e09. x1

/ CLONE=I MAGE: 3576280 / FEA=EST / CNT=6 /Tl D=Hs. 87372. 1 / TI ER=ConsEnd / STK=1

/ UG=Hs. 87372 / UG _TI TLE=ESTse5. 757388088+ 5. 884397428+ " Dynei n, cytopl asm c,

i ntermedi ate pol ypepti de 2"+ DNCl 2¢ Hs. 546250+« ENSG)0000077380+ 7018 //

m cr ot ubul e- based novenent // non-traceabl e author statenente5737 //
cytoplasm// non-traceable author statement /// 30286 // dynein conplex //
inferred fromelectronic annotatione3777 // mcrotubule nmotor activity //
non-traceabl e aut hor statenent

230112_at " gb: AB037820. 1 / DB _XREF=gi : 7243178 /[ GEN=KI AA1399 / FEA=nRNA / CNT=20
/ TI D=Hs. 66159. 0 / TI ER=St ack / STK=11 / UG=Hs. 66159 /LL=57574 / DEF=Hono sapi ens
MRNA for Kl AA1399 protein, partial cds. /PROD=KI AA1399

protein"e5. 754819615+ 10. 20200617+ nenbr ane- associ ated ring finger (C3HZ4)

4+ 38780+ Hs. 170388+ ENSA00000144583+ 16567 // protein ubiquitination // inferred
fromelectronic annotatione151 // ubiquitin ligase conplex // inferred from
el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectronic annotatione4842 // ubiquitin-protein |igase activity // inferred
fromelectronic annotation /// 8270 // zinc ion binding // inferred from



el ectroni c annotation

203325_s_at«"gb: Al 130969 / DB_XREF=gi : 3600985 / DB_XREF=qc15e01. x1

/ CLONE=I MAGE: 1709688 / FEA=FLMRNA / CNT=102 /Tl D=Hs. 146428. 0 / Tl ER=St ack

/ STK=37 [ UG=Hs. 146428 /LL=1289 /UG GENE=COL5A1 /UG Tl TLE=col | agen, type V,

al pha 1 /FL=gb: D90279. 1 gb: NM 000093. 1

gh: M76729. 1"« 5. 647754005+ 6. 954854734« "col | agen, type V, al pha

1"« COL5A1e Hs. 210283+ ENSG00000130635 6817 // phosphate transport // inferred
fromelectronic annotation /// 7155 // cell adhesion // inferred from

el ectronic annotation*5581 // collagen // inferred fromelectronic annotation
/11l 5588 // collagen type V // traceable author statement /// 5737 //
cytoplasm// inferred fromelectronic annotatione5201 // extracellular matrix
structural constituent // inferred fromelectronic annotation /// 8201 //
heparin binding // inferred fromelectronic annotation

230033_at » gh: BF436398 / DB_XREF=gi : 11448713 / DB_XREF=7p10d03. x1

/ CLONE=I MAGE: 3645364 / FEA=EST / CNT=19 /Tl D=Hs. 120036. 0 / Tl ER=St ack / STK=16

/ UG=Hs. 120036 /UG Tl TLE=ESTse*5. 428847032+ 11. 65718855+sim | ar to hypot heti ca
testis protein from macaques LOC352909¢ Hs. 351582« ENSG00000167646¢  «
203438_at » gb: Al 435828 / DB_XREF=gi : 4305913 / DB_XREF=t h79e05. x1

/ CLONE=I MAGE: 2124896 / FEA=FLMRNA / CNT=109 /Tl D=Hs. 155223. 0 / Tl ER=St ack

/ STK=18 [/ UG=Hs. 155223 /LL=8614 /UG GENE=STC2 /UG TI TLE=st anni ocal cin 2

/ FL=gbh: AF098462. 1 gb: AF031036.1 gb: NM 003714. 1 gbh: BC000658. 1

*5. 403475213+ 5. 783847195+ st anni ocal ci n 2+ STC2¢ Hs. 233160« ENSG00000113739+ 7166
/1 cell surface receptor linked signal transduction // traceabl e author
statement /// 7267 // cell-cell signaling // traceable author statement ///
7584 // response to nutrients // traceable author statenente5576 //
extracellular region // inferred fromelectronic annotatione5179 // hornone
activity // traceabl e author statenent

231921 at+"gb: AK021599. 1 / DB _XREF=gi : 10432811 / FEA=nRNA / CNT=20

/ TI D=Hs. 278337. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 278337 /UG _TI TLE=Hono sapi ens
cDNA FLJ11537 fis, clone HEMBA1002742 / DEF=Hono sapi ens cDNA FLJ11537 fi s,

cl one HEMBA1002742."+5. 218415363« 6. 258205939+ hypot heti cal protein

FLJ13096¢ FLJ13096¢ Hs. 413518+ ENSG)0000115827¢ « «

212489 _at+"gb: Al 983428 / DB_XREF=gi : 5810647 / DB_XREF=wt 49a04. x1

/ CLONE=I MAGE: 2510766 / FEA=EST / CNT=164 /Tl D=Hs. 146428. 2 / TI ER=St ack / STK=33
/ UG=Hs. 146428 /LL=1289 /UG GENE=COL5A1 /UG Tl TLE=col | agen, type V, al pha

1"« 4.884225072+9. 022496386+ " col | agen, type V, al pha

1"« COL5A1e Hs. 210283+ ENSG00000130635 6817 // phosphate transport // inferred
fromelectronic annotation /// 7155 // cell adhesion // inferred from

el ectronic annotation*5581 // collagen // inferred fromelectronic annotation
/1]l 5588 // collagen type V // traceable author statement /// 5737 //
cytoplasm// inferred fromelectronic annotatione5201 // extracellular matrix
structural constituent // inferred fromelectronic annotation /// 8201 //
heparin binding // inferred fromelectronic annotation

236609_at » gb: BF062287 / DB_XREF=gi : 10821185 / DB_XREF=7k76b01. x1

/ CLONE=I MAGE: 3481273 / FEA=EST / CNT=7 / Tl D=Hs. 47660. 0 / TI| ER=ConsEnd / STK=7

/ UG=Hs. 47660 /UG Tl TLE=ESTs*4. 461115799~ 2. 430322081« PM51 post nei oti c
segregation increased 1 (S. cerevisiae)esPM5leHs. 111749« ENSG0000064933« " 6298
/!l msmatch repair // traceable author statenment /// 6355 // regul ation of
transcription, DNA-dependent // inferred fromelectronic annotation /// 7049
/1 cell cycle // inferred fromelectronic annotation /// 45786 // negative
regul ation of cell cycl"+5634 // nucleus // inferred fromelectronic
annotation /// 5634 // nucleus // traceable author statement /// 19866 //

i nner menbrane // inferred fromelectronic annotatione3677 // DNA binding //
traceabl e author statenent /// 5524 // ATP binding // inferred from

el ectroni c annotation

204468_s_at«"gb: NM_005424. 1 / DB_XREF=gi : 4885630 / GEN=TI E / FEA=FLnRNA / CNT=77
/ TI D=Hs. 78824. 0 / TI ER=FL+St ack / STK=32 /UG=Hs. 78824 /LL=7075 / DEF=Hono

sapi ens tyrosi ne kinase wi th i munogl obulin and epidermal growth factor

honol ogy domains (TIE), nmRNA. /PROD=tyrosine

ki n"e4.396206123+17. 44242743t yr osi ne ki nase with i mmunogl obulin-Iike and
EGF-1i ke domai ns 1« Tl Ele Hs. 78824+ ENSG00000066056+ 6468 // protein am no acid
phosphorylation // inferred fromelectronic annotation /// 7165 // signa
transduction // traceable author statement /// 7498 // nmesoder m devel opnent
/1 traceable author statenent«5887 // integral to plasma nenbrane //
traceabl e author statenente4714 // transnenbrane receptor protein tyrosine
ki nase activity // traceable author statenent /// 4872 // receptor activity
/! inferred fromelectronic annotation /// 5524 // ATP binding // inferred
fromelectronic annotation /// 16740 // transferase acti
209318_x_at * gb: BG547855 / DB_XREF=gi : 13546520 / DB_XREF=602576153F1

/ CLONE=I MAGE: 4704108 / FEA=FLMRNA / CNT=143 /Tl D=Hs. 75825. 2 / Tl ER=St ack / STK=24
/[ UG=Hs. 75825 [/ LL=5325 /UG GENE=PLAG.1 /UG Tl TLE=pl ei onor phi ¢ adenoma
gene-like 1 /FL=gb: Ur2621. 3+4. 347391258+ 13. 8101903 pl ei onor phi ¢ adenona
gene-1like 1¢ePLAG. 1¢Hs. 444975+ ENSG0000118495+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 6917 // induction of
apoptosis // traceable author statenent /// 7050 // cell cycle arrest //
tr"+«5634 // nucleus // inferred fromelectronic annotati one3676 // nucleic
acid binding // inferred fromelectronic annotation /// 3677 // DNA binding
[/l inferred fromelectronic annotation /// 8270 // zinc ion binding //
inferred fromel ectroni c annotation

239195_at » gb: BF791698 / DB_XREF=gi : 12096752 / DB_XREF=602251863F1



/ CLONE=I MAGE: 4344375 | FEA=EST / CNT=7 / Tl D=Hs. 318446. 0 / Tl ER=ConsEnd / STK=1
/ UG=Hs. 318446 /UG Tl TLE=ESTs* 4. 300312443+ 3. 858460564¢¢cccee

207002_s_at * " gb: NM 002656. 1 / DB_XREF=gi : 4505856 / GEN=PLAGL1 / FEA=FLNRNA

/ CNT=7 / TI D=Hs. 75825. 1 / TI ER=FL / STK=0 / UG=Hs. 75825 / LL=5325 / DEF=Honp

sapi ens pl ei onor phi ¢ adenoma gene-like 1 (PLAG1l), transcript variant 1,
MRNA. / PROD=pl ei onor phi ¢ adenoma gene-like 1

i sof orm'«4.208397994+ 2. 004847822+ pl ei onor phi ¢ adenoma gene-1i ke

1e PLAG 1 Hs. 444975« ENS(00000118495+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/! inferred fromelectronic annotation /// 6917 // induction of apoptosis //
traceabl e author statenment /// 7050 // cell cycle arrest // tr"«5634 //
nucleus // inferred fromelectronic annotatione3676 // nucleic acid binding
/1 inferred fromelectronic annotation /// 3677 // DNA binding // inferred
fromelectronic annotation /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

229349 _at » gb: AL039884 / DB_XREF=gi : 5866718 / DB_XREF=DKFZp434F0512_s1

/ CLONE=DKFZp434F0512 / FEA=EST / CNT=36 / Tl D=Hs. 23616. 0 / TI ER=St ack / STK=16

/ UG=Hs. 23616 /UG Tl TLE=ESTs* 4. 136002004 7. 691544971« FLJ16517

protei ne FL1J16517« Hs. 23616+ ENSG00000187772+" 6355 // regul ati on of
transcription, DNA-dependent // inferred fromelectronic annotation"e«3677 //
DNA binding // inferred fromel ectronic annotation

236987_at » gb: Al 741514 / DB_XREF=gi : 5109802 / DB_XREF=wg21b12. x1

/ CLONE=I MAGE: 2365727 / FEA=EST / CNT=6 / Tl D=Hs. 24176. 0 / TI| ER=ConsEnd / STK=6

/ UG=Hs. 24176 /UG Tl TLE=ESTs* 4. 110533671 5. 45150907 ¢csee«

1555976_s_at«"gb: BU676221 / DB_XREF=gi : 23521013

/ DB_XREF=UI - CF- DUL1- aao0- n- 04-0- Ul . s1 / CLONE=UI - CF- DUL- aao- n- 04- 0- Ul

[ TID=Hs2.311412.1 /CNT=16 / FEA=nmRNA / Tl ER=St ack / STK=9 /UG=Hs. 311412

/ UG _TI TLE=Hono sapi ens cDNA FLJ33153 fis, clone

UTERU2000332. "+ 4. 110218085 2. 568011047+ LOCA40476¢ + Hs. 233936 + « »

1564166_s_at »"gb: AK098276.1 / DB_XREF=gi : 21758257 / Tl D=Hs2. 424660. 1 / CNT=1

/ FEA=mRNA / Tl ER=ConsEnd / STK=0 / UG=Hs. 424660 /UG Tl TLE=Honp sapi ens cDNA
FLJ40957 fis, clone UTERU2011574, noderately simlar to Human PMS2 rel ated
(hPVMSR3) gene. /DEF=Honmo sapi ens cDNA FLJ40957 "<4.107661964+5. 645290257+« PRKR
interacting protein 1 (I1L11 inducible)esPRKRI PleHs. 406395« ENSG00000128563¢ ¢«
208782_at " gb: BCO00055. 1 / DB _XREF=gi : 12652618 / FEA=FLmMRNA / CNT=480

[ TI D=Hs. 296267. 1 / Tl ER=FL+St ack / STK=198 / UG=Hs. 296267 /LL=11167

/ UG_GENE=FSTL1 / DEF=Homo sapiens, follistatin-like 1, clone M3C: 1993, nRNA
conplete cds. /PROD=follistatin-like 1 /FL=gbh: U06863.1

gh: "«4.078761079+ 4. 958399037+fol | i statin-1ike

1e FSTL1e Hs. 269512« ENSG00000163430°+ 5615 // extracel |l ul ar space // traceable
aut hor statenent«5509 // calciumion binding // inferred fromelectronic
annotation /// 8201 // heparin binding // traceabl e author statenent
204265_s_at«"gb: NM 022107.1 / DB_XREF=gi : 11545816 / GEN=GL8. 2 / FEA=FLmRNA

/ CNT=61 / Tl D=Hs. 288316. 0 / TI ER=FL+St ack / STK=31 / UG=Hs. 288316 /LL=63940

/ DEF=Hono sapi ens Gl18.2 protein (GL8.2), nmRNA. /PROD=Gl8.2 protein

/ FL=gb: NM_022107. 1 gb: AF155657. 1"« 4. 011715502+ 3. 681434311«" G protein
signalling nodul ator 3 (AGS3-1ike, C elegans)"esGSM3eHs. 520046« 6955 //

i mmune response // non-traceable author statement /// 7165 // signal
transduction // inferred fromelectronic annotatione«5096 // GIPase activator
activity // inferred fromelectronic annotation

211709_s_at «"gb: BC0O05810. 1 / DB_XREF=gi : 13543291 / FEA=FLNRNA / CNT=1

/ TI D=HsAf f x. 900692. 678 / TI ER=FL / STK=0 / DEF=Honp sapi ens, stemcell grow h
factor; |ynphocyte secreted C-type lectin, clone MZC 10378, nMRNA, conpl ete
cds. /PROD=stem cel | grow h factor; Iyr’rphocyt e

secr"«3.936231097+ 3. 519331679+"C-type lectin domain famly 11, nenber A ///
Ctype lectin domain famly 11, menber

A"+ CLEC11As Hs. 512680+ ENSG00000105472+ 8284 // positive regul ation of cell
proliferation // inferred fromdirect assay*5576 // extracellular region //
inferred fromdirect assay+*3676 // nucleic acid binding // inferred from

el ectronic annotation /// 5529 // sugar binding // non-traceabl e author
statenment /// 8083 // growth factor activity // inferred fromdirect assay
228850_s_at*gb: Al 963304 / DB_XREF=gi : 5756017 / DB_XREF=wt 61d01. x1

/ CLONE=I MAGE: 2511937 / FEA=EST / CNT=18 / TI D=Hs. 110373. 0 / TI ER=St ack / STK=13
/ UG=Hs. 110373 / UG _TI TLE=ESTs* 3. 888345286+ 2. 751804597¢ecccee

204915_s_at «"gb: AB028641. 1 / DB_XREF=gi : 6527111 / GEN=sox11 / FEA=FLnRNA / CNT=71
/ TI D=Hs. 32964. 0 / TI ER=FL+St ack / STK=12 / UG=Hs. 32964 /LL=6664 / DEF=Honp

sapi ens nMRNA for SOX11, conplete cds. /PROD=SOX11 /FL=gbh: AB028641. 1

gb: NM 003108. 1 gh: U23752. 1"« 3. 850466418+ 4. 098805472+ SRY (sex determ ni ng
regi on Y)-box 11+ SOX11leHs. 432638« ENSG00000176887+"6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription,
DNA- dependent // inferred fromelectronic annotation /// 7399 // neurogenesis
/1 traceabl e author statenment"+5634 // nucleus // inferred fromelectronic
annot ati one 3677 // DNA binding // inferred fromelectronic annotation
1556429_a_at *"gb: BC026969. 1 / DB_XREF=gi : 20071617 / Tl D=Hs2. 170268. 1 / CNT=7

/ FEA=nRNA / Tl ER=ConsEnd / STK=3 /UG=Hs. 170268 /UG _TI TLE=Hono sapi ens, cl one

| MAGE: 5116073, nRNA, partial cds /DEF=Honmpo sapiens, clone | MAGE: 5116073,
NMRNA, partial cds."«3.792604164+3. 678367161 unknown M3C21654

product e M3C21654¢ Hs. 492716+ ENSG00000156787¢ «

220007_at «"gb: NM_ 024770.1 / DB_XREF=gi : 13376116 / GEN=FLJ13984 / FEA=FLmRNA

/ CNT=12 /Tl D=Hs. 135146. 0 / TI ER=FL / STK=1 /UG=Hs. 135146 /LL=79828 / DEF=Hono
sapi ens hypothetical protein FLJ13984 (FLJ13984), nRNA. /PROD=hypot heti cal



protein FLJ13984 /FL=gh: NM 024770. 1"+ 3. 731525461+ 2. 546563772+ hypot heti ca
protein FLJ13984¢FLJ13984« Hs. 135146+ ENSG)0000123600¢ ¢« *

221586_s_at+"gb: U15642. 1 / DB_XREF=gi : 758415 / FEA=FLNRNA / CNT=51

/ TI D=Hs. 2331.0 / TI ER=FL / STK=0 /UG=Hs. 2331 /LL=1875 /UG GENE=E2F5 / DEF=Human
transcription factor E2F-5 nRNA, conpl ete cds. /PROD=E2F-5 /FL=gb: U15642. 1
gb: NM_001951. 2 gh: U31556. 1"+ 3. 719645472+ 3. 914098684+ " E2F transcri ption factor
5, pl130-bi ndi ng" e+ E2F5¢ Hs. 445758+ ENSG00000133740+" 74 // regul ation of cel
cycle // traceable author statement /// 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred from el ectronic annotation"+«5634 // nucleus //
inferred fromelectronic annotation /// 5667 // transcription factor conpl ex
/1 inferred fromelectronic annotation*3700 // transcription factor activity
/1 non-traceabl e author statenent /// 5515 // protein binding // traceable
aut hor st atenent

238520_at » gb: BF724270 / DB_XREF=gi : 12040179 / DB_XREF=bx02h06. x1 / CLONE=bx02h06
[/ FEA=EST /CNT=11 /Tl D=Hs. 123364. 0 / TI ER=ConsEnd / STK=1 / UG=Hs. 123364

/ UG_TI TLE=ESTs* 3. 682669551+ 2. 65589233+ Tr anscri pti onal regul ati ng factor

1e TRERF1e Hs. 485392« ENS(00000124496+ " 6355 // regul ation of transcription

DNA- dependent // inferred fromel ectronic annotation /// 6694 // steroid

bi osynthesis // non-traceabl e author statement /// 6707 // chol estero
catabolism// non-traceabl e author statement /// 7275 // devel opnent //
no"+5634 // nucleus // inferred fromdirect assay /// 5634 // nucleus //
inferred fromelectronic annotatione3677 // DNA binding // inferred from

el ectronic annotation /// 3700 // transcription factor activity // inferred
fromdirect assay /// 8134 // transcription factor binding // inferred from
physical interaction /// 8270 // zinc ion binding // inferred from
228158 _at e gb: Al 623211 / DB_XREF=qgi : 4648136 / DB_XREF=t s78ell. x1

/ CLONE=I MAGE: 2237420 / FEA=EST / CNT=24 |/ TI D=Hs. 56729. 3 / TI ER=St ack / STK=17

/ UG=Hs. 56729 /LL=4046 /UG GENE=LSP1 /UG TI TLE=I ynphocyt e-specific protein
1¢3. 67743156+ 3. 220717838+sim |l ar to D(1B) dopam ne receptor (D(5) dopani ne
receptor) (Dlbeta dopam ne receptor)eLOC440684¢ Hs. 4564657186 // G protein
coupl ed receptor protein signaling pathway // inferred fromelectronic
annot ati on*16021 // integral to menbrane // inferred fromelectronic
annot ati on*1584 // rhodopsin-like receptor activity // inferred from

el ectronic annotation /// 4872 // receptor activity // inferred from

el ectronic annotation /// 4952 // dopam ne receptor activity // inferred from
el ectroni c annotation

213558 _at «"gh: AB011131. 1 / DB_XREF=gi : 3043641 / GEN=KI AA0559 / FEA=nRNA / CNT=37
[/ TI D=Hs. 12376. 1 / TI ER=St ack / STK=8 /UG=Hs. 12376 /LL=27445 |/ DEF=Hono sapi ens
MRNA for Kl AA0559 protein, partial cds. /PROD=KI AA0O559
protein"es3.604456718+ 3. 339010098 pi ccol o (presynaptic cytomatrix
protein)sPCLO Hs. 123766810 // transport // inferred fromelectronic
annotation /// 7010 // cytoskel eton organi zati on and bi ogenesis // inferred
from sequence or structural simlarity /// 16080 // synaptic vesicle
targeting // inferred fromsequence or structural simlaritye5856 //
cytoskeleton // non-traceable author statement /// 8021 // synaptic vesicle
/1 inferred fromelectronic annotation /// 16020 // nenbrane // inferred from
el ectronic annotation /// 45202 // synapse // inferred from sequence or
structural simlaritye5198 // structural nolecule activity // inferred from
el ectronic annotation /// 5215 // transporter activity // inferred from

el ectronic annotation /// 5509 // calciumion binding // inferred from
sequence or structural simlarity /// 5522 // profilin bin
204913_s_at+gh: Al 360875 / DB_XREF=gi : 4112496 / DB_XREF=qy01c03. x1

/ CLONE=I MAGE: 2010724 / FEA=FLnRNA / CNT=71 /Tl D=Hs. 32964. 0 / Tl ER=St ack / STK=12
/ UG=Hs. 32964 / LL=6664 /UG GENE=SOX11 /UG TI TLE=SRY (sex determ ni ng region
Y) - box 11 /FL=gbh: AB028641. 1 gb: NM 003108. 1

gb: U2375¢ 3. 598921652+ 4. 84068802+ SRY (sex determn ni ng region Y)-box

11+ SOX11e Hs. 432638« ENSG00000176887+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 7399 // neurogenesis // traceable
aut hor statement"+«5634 // nucleus // inferred fromelectronic annotatione3677
/1 DNA binding // inferred fromelectronic annotation

241682_at «"gh: BES73351 / DB_XREF=gi : 10322127 / DB_XREF=601450410F1

/ CLONE=I MAGE: 3854163 / FEA=EST / CNT=8 /Tl D=Hs. 171443. 0 / TI ER=ConsEnd / STK=0

[ UG=Hs. 171443 /UG Tl TLE=ESTs, Weakly sim lar to actin binding protein MAYVEN
(H. sapi ens)"«3.587757439+ 3. 996615106 hypot heti cal protein

M3C2610e M3C2610° Hs. 470549+ ENSG00000144362¢ 5515 // protein binding //
inferred fromel ectroni c annotation

226429_at » gb: BE218238 / DB_XREF=gi : 8905556 / DB_XREF=hv36al0. x1

/ CLONE=I MAGE: 3175482 / FEA=nRNA / CNT=50 /Tl D=Hs. 283709. 3 / Tl ER=St ack / STK=9

/ UG=Hs. 283709 /LL=55425 /UG _GENE=LSR7 /UG TI TLE=Il i popol ysacchari de specific
response-7
proteine3.4993514175. 027113126+ KI AA1704¢ KI AA1704+ Hs. 507922« ENSG00000133114¢
229657_at * gb: BF431989 / DB_XREF=gi : 11444103 / DB_XREF=nab84a05. x1

/ CLONE=I MAGE: 3274280 / FEA=EST / CNT=15 /Tl D=Hs. 203213. 1 / TI ER=St ack / STK=12

/ UG=Hs. 203213 / UG _TI TLE=ESTs* 3. 489655869+ 2. 67109826+ Hypot heti cal gene
supported by AK096885; AK098084e¢e¢Hs. 5516100«

204914 _s_at+gh: AWL57202 / DB_XREF=gi : 6228603 / DB_XREF=au92g06. x1

/ CLONE=I MAGE: 2783770 / FEA=FLNRNA / CNT=71 / Tl D=Hs. 32964. 0 / Tl ER=St ack / STK=8
/ UG=Hs. 32964 / LL=6664 /UG GENE=SOX11 /UG TI TLE=SRY (sex determ ni ng region
Y) - box 11 /FL=gbh: AB028641. 1 gb: NM 003108. 1



gb: U23752¢ 3. 461887423+ 4. 328038868+ SRY (sex determ ning region Y)-box

11+ SOX11e Hs. 432638« ENSG00000176887+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 7399 // neurogenesis // traceable
aut hor statement"«5634 // nucleus // inferred fromelectronic annotatione3677
/1 DNA binding // inferred fromelectronic annotation

226982_at " gb: Al 745624 / DB_XREF=gi : 5113912 / DB_XREF=wc33h03. x1

/ CLONE=I MAGE: 2317013 / FEA=EST / CNT=41 / TI D=Hs. 173334. 0 / TI ER=St ack / STK=25

/ UG=Hs. 173334 /LL=22936 /UG GENE=ELL2 /UG Tl TLE=ELL- RELATED RNA PCOLYMERASE
1, ELONGATI ON FACTOR'e 3. 4485541285. 862095008 "El ongati on factor, RNA

pol ymerase 11, 2"e«ELL2¢Hs. 192221« ENSG00000118985+"6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 6368 // RNA

el ongation from RNA pol ynmerase Il pronmoter // traceabl e aut hor
statenent"+5634 // nucleus // inferred fromelectronic annotation /// 8023 //
transcription elongation factor conplex // traceabl e author statenente3702 //
RNA pol ynmerase Il transcription factor activity // traceabl e author

st at enent

225897 _at " gb: Al 709406 / DB_XREF=gi : 4999182 / DB_XREF=as37d05. x1

/ CLONE=I MAGE: 2319369 / FEA=nNRNA / CNT=71 /Tl D=Hs. 330716.0 / Tl ER=St ack / STK=9

/ UG=Hs. 330716 /UG Tl TLE=Honp sapi ens nRNA, 3UTR, up-regul ated by

BCG CWE"+ 3. 432744271+ 3. 202863545+ Myri st oyl ated al ani ne-rich protein kinase C
subst r at e« MARCKSe Hs. 519909« ENSG00000155130+6928 // cell motility // not
recorded+5886 // plasma menbrane // not recorded /// 15629 // actin
cytoskeleton // traceabl e aut hor statenente5516 // cal nodulin binding //
traceabl e author statenment /// 51015 // actin filanment binding // traceable
aut hor st atenent

226611_s_at *gb: AA722878 / DB_XREF=gi : 2740585 / DB_XREF=2zg89f 10. s1

/ CLONE=I MAGE: 409771 / FEA=EST / CNT=47 /Tl D=Hs. 326184.0 / Tl ER=St ack / STK=27

/ UG=Hs. 326184 / UG Tl TLE=ESTs* 3. 400473388+ 3. 009376866+ prol i ne rich

6° PRRGe Hs. 433422+ ENSG0000166582¢ 8152 // metabolism// inferred from

el ectronic annotatione+16846 // carbon-sulfur |yase activity // inferred from
el ectroni c annotation

237411 at+gb: N71063 / DB_XREF=gi : 1227643 / DB_XREF=za86all. sl

/ CLONE=I MAGE: 299420 / FEA=EST / CNT=5 /Tl D=Hs. 38173. 0 / Tl ER=ConsEnd / STK=5

/ UG=Hs. 38173 / UG Tl TLE=ESTse* 3. 390882319+ 8. 659032723+«"a di sintegrin-like and
nmet al | oprot ease (reprolysin type) with thronmbospondin type 1 notif,

6"« ADAMIS6e Hs. 344757+ ENSG00000049192+ 6508 // proteol ysis and peptidolysis //
inferred fromelectronic annotati one5578 // extracellular matrix (sensu
Metazoa) // inferred fromelectronic annotation /// 31012 // extracellul ar
matrix // inferred fromelectronic annotatione4222 // netall oendopepti dase
activity // inferred fromelectronic annotation /// 8233 // peptidase
activity // inferred fromelectronic annotation /// 8270 // zinc ion binding
/1 inferred fromelectronic annotation

226610_at » gb: AA722878 / DB_XREF=gi : 2740585 / DB_XREF=zg89f 10. s1

/ CLONE=I MAGE: 409771 / FEA=EST / CNT=47 /Tl D=Hs. 326184.0 / TI ER=St ack / STK=27

/ UG=Hs. 326184 / UG Tl TLE=ESTs* 3. 383031406+ 2. 085314982+ prol i ne rich

6° PRRG* Hs. 433422+ ENSG0000166582¢ 8152 // metabolism// inferred from

el ectronic annotatione+16846 // carbon-sulfur |yase activity // inferred from
el ectroni c annotation

227399 _at » gb: Al 754423 / DB_XREF=qgi : 5132687 / DB_XREF=cr 25b07. x1

/ CLONE=HBMSC _cr 25b07 / FEA=EST / CNT=67 / Tl D=Hs. 30343. 0 / Tl ER=St ack / STK=23

/ UG=Hs. 30343 / UG Tl TLE=ESTse* 3. 3225196+ 6. 276333749+ vestigi al -1i ke

3¢ VAL- 3¢ Hs. 435013++45449 // regulation of transcription // inferred from

el ectroni c annotation*5634 // nucleus // inferred fromelectronic
annot ati on* 30528 // transcription regulator activity // inferred from

el ectroni c annotation

209604_s_at «"gb: BC0O03070. 1 / DB_XREF=gi : 13111765 / FEA=FLnRNA / CNT=105

/ TI D=Hs. 169946. 0 / TI ER=FL / STK=0 /UG=Hs. 169946 /LL=2625 / UG _GENE=GATA3

/| DEF=Honmo sapi ens, GATA-binding protein 3, clone M3C 2346, nRNA, conplete
cds. / PROD=GATA-bi nding protein 3 /FL=gb: NM 002051.1
g"*3.294185372¢ 13. 52594972+ GATA bi nding protein

3¢ GATA3e Hs. 524134« ENS(00000107485+" 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 6366 // transcription from RNA
pol ymerase Il pronoter // traceable author statenment /// 6952 // "+5634 //
nucleus // inferred fromelectronic annotatione3700 // transcription factor
activity // traceabl e aut hor statenent

242828 _at » gb: BGL09695 / DB_XREF=gi : 12603201 / DB_XREF=602280828F1

/ CLONE=I MAGE: 4368415 / FEA=EST / CNT=5 / Tl D=Hs. 170999. 0 / TI ER=ConsEnd / STK=0

/ UG=Hs. 170999

/ UG _TI TLE=ESTs* 3. 280115561+ 3. 090523309+ Fi dget i ne FI G\Ne Hs. 170999+ ENSG00000182263
6457 // protein folding // inferred fromelectronic annotati on*e5739 //

m tochondrion // inferred fromelectronic annotatione166 // nucl eotide
binding // inferred fromelectronic annotation /// 5524 // ATP binding //
inferred fromelectronic annotation /// 17111 // nucl eosi de-tri phosphat ase
activity // inferred fromelectronic annotation /// 51082 // unfol ded protein
bi nding //

227828_s_at *gb: AV700753 / DB_XREF=gi : 10302724 / DB_XREF=AV700753

/ CLONE=GKCBZEG6 [/ FEA=MRNA / CNT=42 /Tl D=Hs. 75576. 1 / Tl ER=St ack / STK=18

/ UG=Hs. 75576 /LL=5340 /UG GENE=PLG



/ UG_TI TLE=pl asm nogene 3. 255977507« 3. 40355209+ hypot heti cal protein

FLJ13391¢ FLJ13391 Hs. 549210« ENSG)0000115363¢ * *

208998_at «"gh: U94592. 1 / DB_XREF=gi : 2052354 / GEN=UCPH / FEA=FLNMRNA / CNT=226

/ TI D=Hs. 80658. 0 /Tl ER=FL / STK=1 /UG=Hs. 80658 /LL=7351 /DEF=Human uncoupli ng
protein honol og (UCPH) nRNA, conplete cds. /PROD=uncoupling protein honol og
/ FL=gb: U76367.1 gb: U82819. 1 gb: U94592. 1 "+ 3. 239466043+ 2. 950002776+ " uncoupl i ng
protein 2 (mtochondrial, proton carrier)"esUCP2¢Hs. 80658« ENSG00000175567 6810
/! transport // non-traceabl e author statenent /// 6839 // mtochondri al
transport // inferred fromelectronic annotation /// 15992 // proton
transport // traceabl e author statenente5624 // nenbrane fraction // not
recorded /// 5739 // mtochondrion // inferred fromelectronic annotation ///
5743 // mtochondrial inner nmenbrane // non-traceabl e author statenent ///
16021 // integral to nmenbrane // inferred from el ectronic annotatione5215 //
transporter activity // inferred fromelectronic annotation /// 5488 //
binding // inferred fromelectronic annotation

209156_s_at+"gb: AY029208. 1 / DB_XREF=gi : 13603393 / CEN=COL6A2 / FEA=FLnRNA

[/ CNT=294 /Tl D=Hs. 159263. 1 / Tl ER=FL+St ack / STK=223 /UG=Hs. 159263 /LL=1292

/| DEF=Honmo sapi ens type VI collagen al pha 2 chain precursor (COL6A2) nRNA
conplete cds, alternatively spliced. /PROD=type

V"' e3.232952315+ 7. 275632454+ " col | agen, type VI, al pha

2"+ COL6A2¢ Hs. 420269« ENSG00000142173+ 6817 // phosphate transport // inferred
fromelectronic annotation /// 16337 // cell-cell adhesion // non-traceable
aut hor statenment /// 30198 // extracellular matrix organization and

bi ogenesis // non-traceabl e author statenent«5581 // collagen // inferred
fromelectronic annotation /// 5737 // cytoplasm// inferred fromelectronic
annot ation*"5201 // extracellular matrix structural constituent //
non-traceabl e author statenment /// 30674 // protein binding, bridging //
non-traceabl e aut hor statenent”

223791 _at «"gh: BC002886. 1 / DB_XREF=gi : 12804066 / FEA=FLMRNA / CNT=12

/ TI D=Hs. 191817.0 / TI ER=FL / STK=7 / UG=Hs. 191817 / DEF=Hono sapi ens, cl one

M3C: 11241, nmRNA, conpl ete cds. /PROD=Unknown (protein for M3C:11241)

/ FL=gb: BC002886. 1"+ 3. 198896814+ 2. 418687642+ Hypot heti cal gene supported by
AK131029; BC002886 /// Hypothetical gene supported by AK131029;
BC002886+ * Hs. 455306 /// Hs.455316e¢e¢-

212057_at » gb: AA206161 / DB_XREF=gi : 1801720 / DB_XREF=zq55f 01. s1

/ CLONE=I MAGE: 645529 / FEA=nRNA / CNT=291 /Tl D=Hs. 75909. 0 / Tl ER=St ack / STK=17

[/ UG=Hs. 75909 /LL=23199 /UG _CGENE=KI AA0182 /UG TI TLE=KI AA0182
proteine3.189229052¢ 2. 927669133+ KI AA0182

protei ne KI AAO182¢ Hs. 461647« ENSG00000131149¢ o »

201859_at «"gh: NM_002727.1 / DB_XREF=gi : 4506044 / GEN=PRGL / FEA=FLNRNA / CNT=337
/ TI D=Hs. 1908. 0 / TI ER=FL+St ack / STK=97 /UG=Hs. 1908 /LL=5552 / DEF=Hono sapi ens
prot eogl ycan 1, secretory granule (PRGL), nmRNA. /PROD=proteoglycan 1
secretory granul e /FL=gbh: J03223.1

gb: NM 00"« 3. 160232569 2. 837484849+ " pr ot eogl ycan 1, secretory

granul e"+ PRGLe Hs. 1908« ENSG00000122862¢ « »

242979 _at *gb: Al 474666 / DB_XREF=qgi : 4327711 / DB_XREF=t n85e04. x1

/ CLONE=I MAGE: 2160126 / FEA=EST / CNT=5 /Tl D=Hs. 257786. 0 / Tl ER=ConsEnd / STK=2

[/ UG=Hs. 257786 /UG Tl TLE=ESTse* 3. 15621762« 2. 334431177« Tr anscri bed

| ocuseeHs. 257786«

1555673_at «"gh: BC012486. 1 / DB_XREF=gi : 15214703 / Tl D=Hs2Af f x. 1. 428 / CNT=1

/| FEA=FLnRNA / Tl ER=FL / STK=1 / NOTE=sequence(s) not in Uni Gene / DEF=Hono

sapi ens, clone MGC: 21715 | MAGE: 4472166, nRNA, conpl ete cds. /PROD=Unknown
(protein for MSC:21715) /FL=gh: BC012486. 1"+ 3. 137401525+ 5. 312916997« keratin
associ ated protein 2-1 /// keratin associated protein 2-4¢«KRTAP2-1 ///
KRTAP2- 4+ Hs. 528921« ENSG00000196103 /// ENSG00000184928++45095 // keratin
filament // inferred fromelectronic annotatione

209946_at «"gh: U58111.1 / DB_XREF=gi : 1373426 / FEA=FLnRNA / CNT=61

[/ TID=Hs. 79141.0 / TIER=FL / STK=2 [ UG=Hs. 79141 /LL=7424 | UG _GENE=VEG-C

/ DEF=Hurman FLT4 |igand nRNA, conplete cds. /PROD=FLT4 |igand DHM

/ FL=gb: NM 005429. 1 gb: U43142. 1 gb: U58111. 1"« 3. 134866502+ 4. 636488185« vascul ar
endot helial growth factor CeVEG-CsHs. 435215« ENS(0000150630+74 // regul ation
of cell cycle // inferred fromelectronic annotation /// 1525 // angi ogenesis
/1 inferred fromelectronic annotation /// 6929 // substrate-bound cel
mgration // traceable author statenment /// 7165 // signal transduction //
traceabl e aut+16020 // menbrane // inferred fromelectronic annotatione8083
/1 growth factor activity // inferred fromelectronic annotation
221730_at «"gh: NM_000393. 1 / DB_XREF=gi : 4502958 / GEN=COL5A2 / FEA=FLNnRNA

/ CNT=405 /Tl D=Hs. 82985. 0 / TI ER=FL+St ack / STK=45 /UG=Hs. 82985 /LL=1290

/ DEF=Hono sapi ens col | agen, type V, al pha 2 (COL5A2), nRNA. /PROD=col | agen,
type V, alpha 2 /FL=gb: NM 000393. 1"+ 3. 130016476+ 2. 819486983+ "col | agen, type
V, al pha 2"+COL5A2¢ Hs. 445827++6817 // phosphate transport // inferred from
el ectronic annotation*5581 // collagen // inferred fromelectronic annotation
/11l 5588 // collagen type V // traceable author statement /// 5737 //
cytoplasm// inferred fromelectronic annotatione5201 // extracellular matrix
structural constituent // not recorded

218880_at » gb: N36408 / DB_XREF=gi : 1157550 / DB_XREF=yy33f 03. s1

/ CLONE=I MAGE: 273053 / FEA=FLnRNA / CNT=53 /Tl D=Hs. 325364. 0 / Tl ER=St ack / STK=12
[/ UG=Hs. 325364 /LL=79579 /UG GENE=FLJ23306 /UG Tl TLE=hypot heti cal protein
FLJ23306 /FL=gh: NM _024530. 1+ 3. 122846284+ 2. 50537457+« FCS- 1 i ke anti gen

2¢ FOSL2e Hs. 220971« ENS(00000075426+ 6357 // regul ation of transcription from
RNA pol ynmerase Il promoter // traceable author statement /// 8219 // cel



death // traceabl e author statenente5634 // nucleus // traceabl e author
statenment«3700 // transcription factor activity // traceabl e author

st at enent

215933_s_ategb: Z21533. 1 / DB_XREF=gi : 32068 / GEN=HEX / FEA=NRNA / CNT=2

/ TI D=Hs. 118651. 1 / Tl ER=ConsEnd / STK=0 / UG=Hs. 118651 /LL=3087 / DEF=H. sapi ens
HEX gene encodi ng honeobox rel ated protein. /PROD=honeobox rel ated

pr ot ei ne3. 102967533« 4. 379330831 hemat opoi eti cal | y expressed

honeoboxe HHEXe Hs. 118651« ENSG00000152804+ " 6355 // regul ation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 7275 // devel oprent
/1 traceable author statenment /// 19735 // antim crobial hunoral response
(sensu Vertebrata) // traceable author statenent"+5634 // nucleus // inferred
fromelectronic annotation /// 5634 // nucleus // not recordeds3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700
/1 transcription factor activity // traceabl e author statenent
201792_at «"gb: NM_001129. 2 / DB_XREF=gi : 4755145 / GEN=AEBP1 / FEA=FLNRNA / CNT=208
/ TI D=Hs. 118397. 0 / Tl ER=FL+St ack / STK=78 /UG=Hs. 118397 /LL=165 / DEF=Hono

sapi ens AE-binding protein 1 (AEBP1l), nmRNA. /PROD=adi pocyte enhancer bindi ng
protein 1 precursor /FL=gbh: AF053944.1 g"+3.091870165+ 3. 305067656 AE bi ndi ng
protein 1le AEBP1eHs. 439463« ENSG00000106624+ 1501 // skel etal devel opnment //
traceabl e author statenment /// 6508 // proteolysis and peptidolysis //
inferred fromelectronic annotation /// 7155 // cell adhesion // inferred
fromelectronic annotation /// 7517 // muscle devel opnent // traceabl e aut hor
5737 /] cytoplasm// not recordede3700 // transcription factor activity //
traceabl e author statenment /// 4180 // carboxypeptidase activity // traceable
aut hor statenent /// 4182 // carboxypepti dase A activity // inferred from

el ectroni c annotation

31845 _ate"Cluster Incl. U32645: Human nyeloid elf-1 |ike factor (NMEF) nRNA
conpl ete cds /cds=(382,2373) /gb=U32645 /gi =1761934 /ug=Hs. 151139

/1 en=4167"+3. 062837053+ 3. 094320715+ E74-1i ke factor 4 (ets domain
transcription factor)eELF4eHs. 271940« ENSG00000102034«" 6355 // regul ati on of
transcription, DNA-dependent // non-traceable author statenent /// 6357 //
regul ation of transcription fromRNA polynerase Il pronoter // inferred from
direct assay"+*5634 // nucleus // inferred fromelectronic annotation /// 5634
/1 nucleus // non-traceable author statement /// 16605 // PM. body //
inferred fromdirect assay+«3700 // transcription factor activity // inferred
fromelectronic annotation /// 3700 // transcription factor activity //
non-traceabl e author statenment /// 3713 // transcription coactivator activity
/! traceable author statenent /// 16563 // transcriptio
201466_s_at *"gb: NM_002228. 2 / DB_XREF=gi : 7710122 / GEN=JUN / FEA=FLNRNA / CNT=376
/ TI D=Hs. 78465. 0 / Tl ER=FL+St ack / STK=45 [/ UG=Hs. 78465 /LL=3725 / DEF=Hono

sapi ens v-jun avian sarcoma virus 17 oncogene honol og (JUN), nRNA

/ PROD=v-j un avi an sarcoma virus 17 oncogene honol og
"¢3.062721613+ 2. 259279209 v-j un sarcoma virus 17 oncogene honol og

(avi an) * JUNe Hs. 525704« ENSQ)0000177606+ "6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation"«228 // nucl ear chronosone //
traceabl e author statenment«3700 // transcription factor activity // traceable
aut hor statenent /// 3702 // RNA polynmerase Il transcription factor activity
/1 traceable author statement /// 8134 // transcription factor binding //
inferred from physical interaction

205122_at » gb: BF439316 / DB_XREF=gi : 11451833 / DB_XREF=nab62g12. x1

/ CLONE=I MAGE: 3272638 / FEA=FLNMRNA / CNT=65 / Tl D=Hs. 78531. 0 / Tl ER=St ack / STK=27
/ UG=Hs. 78531 / LL=8577 /UG GENE=TMEFF1 /UG Tl TLE=t ransnmenbrane protein with
EG--like and two follistatin-like domains 1

/ FL=g* 3. 01499751+ 5. 539378111t ransnenbrane protein with EG-I|ike and two
follistatin-like domains 1¢ TMEFF1le Hs. 336224« ENSG00000066697+ 16021 //

integral to nenbrane // inferred fromelectronic annotatione

219410_at«"gb: NM_018004. 1 / DB_XREF=gi : 8922242 [ GEN=FLJ10134 / FEA=FLmRNA

/ CNT=36 /Tl D=Hs. 104800. 0 / Tl ER=FL+St ack / STK=20 /UG=Hs. 104800 /LL=55076

/ DEF=Hono sapi ens hypothetical protein FLJ10134 (FLJ10134), nRNA

/ PROD=hypot heti cal protein FLJ10134

/ FL=gb: NM _018004. 1"+ 2. 948642219+ 3. 089077777+t r ansnenbr ane protein

45A TVEMA5As Hs. 126598+ ENSG00000181458++ 16021 // integral to nenbrane //
inferred fromel ectroni c annot ati one

236916_at » gh: AU151944 / DB_XREF=gi : 11013465 / DB_XREF=AU151944

/ CLONE=NT2RP2006434 / FEA=EST / CNT=6 / Tl D=Hs. 13997. 0 / Tl ER=ConsEnd / STK=5

/ UG=Hs. 13997 /UG Tl TLE=ESTse* 2. 935480082 2. 334211919+ Tr anscr i bed

| ocuseeHs. 13997¢e e«

229404 _at " gb: Al 086614 / DB_XREF=gi : 3425037 / DB_XREF=0z76€09. x1

/ CLONE=I MAGE: 1681288 / FEA=EST / CNT=31 / Tl D=Hs. 32366. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 32366 /UG _TI TLE=ESTs, Highly simlar to (01204 tw st protein honol og
(H sapiens)"«2.926777138+4. 214082045+t wi st honol og 2

(Drosophi |l a) e TW ST2¢ Hs. 422585+ 6350 // transcription // inferred from

el ectronic annotation /// 30154 // cell differentiation // inferred from

el ectronic annotation /// 45668 // negative regul ati on of osteobl ast
differentiation // inferred fromdirect assay /// 45892 // negative

regul a*5634 // nucleus // inferred fromdirect assay /// 5737 /] cytoplasm//
inferred fromdirect assay+*3677 // DNA binding // inferred fromelectronic
annotation /// 16564 // transcriptional repressor activity // inferred from
sequence or structural simlarity

212364 _at " gb: BF432550 / DB_XREF=gi : 11444700 / DB_XREF=nac56e10. x1



/ CLONE=I MAGE: 3406555 / FEA=NRNA / CNT=213 /Tl D=Hs. 121576. 0 / Tl ER=St ack / STK=27
/ UG=Hs. 121576 /UG Tl TLE=Honp sapi ens cDNA FLJ20153 fis, clone COL08656,
highly simlar to AJ001381 Honmpo sapiens inconplete
c"*2.92223405+ 3. 096626406 myosi n | Be MYOLBe Hs. 439620« ENSG00000128641« 16459 //
myosin // inferred fromelectronic annotatione3774 // notor activity //
inferred fromelectronic annotation /// 3779 // actin binding // inferred
fromelectronic annotation /// 5516 // calmodulin binding // inferred from
el ectronic annotation /// 5524 // ATP binding // inferred fromelectronic
annot a

209875_s_at«"gb: MB3248. 1 / DB_XREF=gi : 189150 / GEN=nephroponti n / FEA=FLmMRNA

/ CNT=157 / TI D=Hs. 313.0 / TI ER=FL / STK=0 / UG=Hs. 313 /LL=6696 / DEF=Hunan
nephropontin nRNA, conpl ete cds. /PROD=nephropontin

/ FL=gb: MB3248. 1"+ 2. 910671599+ 4. 289451111+ "secr et ed phosphoprotein 1
(osteopontin, bone sialoprotein |, early T-1ynphocyte activation

1) "+ SPP1e Hs. 313« ENS(00000118785+ 1503 // ossification // inferred from

el ectroni c annotation /// 1503 // ossification // traceable author statenent
/1] 6916 // anti-apoptosis // inferred fromsequence or structural simlarity
/11 7155 /] cell adhesion // inferred fromelectronic annotatie+5578 //
extracellular matri x (sensu Metazoa) // traceabl e author statenmente5125 //
cytokine activity // inferred fromsequence or structural simlarity /// 5178
/1 integrin binding // non-traceable author statement /// 5515 // protein
binding // inferred fromelectronic annotation /// 8083 // growh factor
activity // traceable

1552309_a_at*"gb: NM 144573. 1 / DB_XREF=gi : 21389338 / GEN=nexi | i n

[/ TID=Hs2.216381. 1 / CNT=24 / FEA=FLnRNA / Tl ER=FL+St ack / STK=8 /LL=91624

/ UG=Hs. 216381 / DEF=Honp sapiens likely ortholog of rat F-actin binding
protein nexilin (nexilin), nmRNA. /PROD=likely orthol og of rat
F-a"«2.905285743+ 7. 01404278+ nexi lin (F actin binding

prot ei n) e NEXNe Hs. 22370« ENSG00000162614¢ « «

204823 _at «"gb: NM_ 014903. 1 / DB_XREF=gi : 7662389 / GEN=KI AA0938 / FEA=FLMRNA

/ CNT=57 /Tl D=Hs. 174188. 0 / Tl ER=FL+St ack / STK=20 /UG=Hs. 174188 /LL=22840

/| DEF=Hono sapi ens Kl AA0938 protein (KIAA0938), nRNA. /PROD=KI AA0938 protein
/ FL=gb: AB023155. 1 gb: NM 014903. 1"+ 2. 891980906+ 7. 250994048+ neur on navi gat or
3+ NAV3e« Hs. 306322+ ENSG0000067798++5739 // nitochondrion // inferred from

el ectronic annotatione166 // nucleotide binding // inferred fromelectronic
annotation /// 5524 // ATP binding // inferred fromelectronic annotation ///
17111 // nucl eosi de-tri phosphatase activity // inferred fromelectronic
annot ati on

200790_at » gb: NM 002539. 1 / DB_XREF=gi : 4505488 / GEN=ODC1 / FEA=FLnRNA / CNT=464
/ TI D=Hs. 75212. 0 / Tl ER=FL+St ack / STK=132 /UG=Hs. 75212 /LL=4953 / DEF=Honmo

sapi ens ornithine decarboxylase 1 (ODCl) nmRNA. / PROD=or nit hi ne decar boxyl ase
1 /FL=gb: NM 002539. 1 gb: ML6650. 1+ 2. 885516899« 2. 806448519+ or ni t hi ne

decar boxyl ase 1+ (ODCle Hs. 467701« ENS@G0000115758+ 6596 // pol yam ne bi osynt hesi s
/1 non-traceabl e aut hor statenente«4586 // ornithi ne decarboxyl ase activity
/1 traceable author statenment /// 16829 // |yase activity // inferred from
el ectroni c annotation

204689_at " gb: NM_001529. 1 / DB_XREF=gi : 10835016 / GEN=HHEX / FEA=FLNRNA / CNT=50
/ TI D=Hs. 118651. 0 / TI ER=FL+St ack / STK=25 /UG=Hs. 118651 /LL=3087 / DEF=Hono
sapi ens hemat opoi etically expressed honmeobox (HHEX), nRNA

/ PROD=henat opoi etical | y expressed honeobox

/ FL=gb: NM _0015"« 2. 882766955+ 3. 396837896+ henat opoi eti cal | y expressed
honeoboxe HHEXe Hs. 118651« ENSG00000152804+ " 6355 // regul ation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 7275 // devel oprent
/1 traceable author statenment /// 19735 // antim crobial hunoral response
(sensu Vertebrata) // traceable author statenent"+5634 // nucleus // inferred
fromelectronic annotation /// 5634 // nucleus // not recordeds3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700
/1 transcription factor activity // traceabl e author statenent
243514 _at »gh: Al 475902 / DB_XREF=qgi : 4328947 / DB_XREF=t c95f 02. x1

/ CLONE=I MAGE: 2073915 / FEA=EST / CNT=5 / Tl D=Hs. 143056. 0 / TI ER=ConsEnd / STK=1

/ UG=Hs. 143056 /UG Tl TLE=ESTs* 2. 863185701¢5. 620230464¢ecccee

204602_at+"gb: NM 012242. 1 / DB_XREF=gi : 7110718 / GEN=DKK1 / FEA=FLnRNA / CNT=108
/ TI D=Hs. 40499. 0 / TI ER=FL / STK=0 / UG=Hs. 40499 /LL=22943 / DEF=Honp sapi ens

di ckkopf (Xenopus | aevis) honmolog 1 (DKK1), nmRNA. /PROD=di ckkopf (Xenopus

| aevis) homolog 1 /FL=gb: AF177394.1 gh: NM "+ 2. 861384986+ 2. 873163864+ di ckkopf
hormol og 1 (Xenopus | aevi s) DKK1e Hs. 40499+ ENSGD0000107984+ 7275 // devel oprent
/1 inferred fromelectronic annotation /// 16055 // Wht receptor signaling
pathway // inferred fromelectronic annotation /// 30178 // negative

regul ati on of Wht receptor signaling pathway // inferred fromelectronic
annot ati on*5576 // extracellular region // inferred fromelectronic
annot ati on*4871 // signal transducer activity // traceabl e author statenent
/11l 8083 // growth factor activity // traceabl e author statenent
225095_at »gb: W81119 / DB_XREF=gi : 1391618 / DB_XREF=zh49e09. s1

/ CLONE=I MAGE: 415432 / FEA=EST / CNT=115 /Tl D=Hs. 315482. 0 / TI ER=St ack / STK=12

/ UG=Hs. 315482 / UG Tl TLE=ESTse 2. 846599813+ 2. 146861753+ " Seri ne

pal m toyl transferase, |ong chain base subunit

2"+ SPTLC2¢ Hs. 435661« ENSG0000100596+ 9058 // biosynthesis // inferred from

el ectronic annotati on*5783 // endoplasmic reticulum// inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectronic annotatione"4758 // serine C palmtoyltransferase activity //
traceabl e author statenment /// 8415 // acyltransferase activity // inferred



fromelectronic annotation /// 16769 // transferase activity, transferring
ni trogenous groups // inferred fromel ectronic annotat"”
225262_at " gb: Al 670862 / DB_XREF=gi : 4850593 / DB_XREF=wa06b06. x1

/ CLONE=I MAGE: 2297267 / FEA=EST / CNT=74 /Tl D=Hs. 5890. 1 / Tl ER=St ack / STK=18

/ UG=Hs. 5890 /UG Tl TLE=ESTs, Weakly simlar to A49134 |1 g kappa chain V-1
regi on (H sapiens)"e«2.832099821+4. 854189153« FCS-1i ke anti gen

2¢ FOSL2e Hs. 220971« ENS(00000075426+ 6357 // regul ation of transcription from
RNA pol ynmerase Il promoter // traceable author statement /// 8219 // cel
death // traceabl e author statenente5634 // nucleus // traceabl e author
statenment«3700 // transcription factor activity // traceabl e author

st at enent

235976_at » gb: Al 680986 / DB_XREF=gi : 4891168 / DB_XREF=t x43al2. x1

/ CLONE=I MAGE: 2272318 / FEA=EST / CNT=6 / Tl D=Hs. 120910. 0 / TI ER=ConsEnd / STK=5

/ UG=Hs. 120910 /UG Tl TLE=ESTs* 2. 827163064« 2. 304388409+ "SLI T and NTRK-1Ii ke
fam |y, menmber 6"« SLI TRK6e Hs. 525105+ ENSG00000184564++ 16021 // integral to
nmenbrane // inferred fromel ectronic annotatione

215011 _at+"gb: AJ0O06835. 1 / DB_XREF=gi : 3236105 / FEA=RNA / CNT=7

/ TI D=Hs. 196769. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 196769 /LL=8420 /UG _GENE=RNU17D
/ UG_TI TLE=RNA, U1l7D snmall nucl eol ar / DEF=Hono sapi ens RNA transcript from Ul7
smal I nucl eol ar RNA host gene, vari ant

UL7HG AB. "+ 2. 805041138+ 3. 185930243+ " RNA, UL7D small nucl eol ar" ¢« RNUL7De e e
207325_x_at «"gb: NM_004988. 1 / DB_XREF=gi : 4826821 / GEN=MAGEA1l / FEA=FLmRNA

/ CNT=6 /Tl D=Hs. 72879. 0 / TI ER=FL / STK=1 / UG=Hs. 72879 /LL=4100 / DEF=Hono

sapi ens nel anoma antigen, famly A 1 (directs expression of antigen M2-E)
(MAGEA1l), nRNA. /PROD=nel anoma antigen, famly

A "*2.77615688+2. 776163583+ " el anona antigen famly A 1 (directs expression
of antigen MZ2-E)"e MAGEAles Hs. 72879+ ENSGD0000126977++5886 // pl asma nenbrane
/] traceabl e author statenente

220014 _at " gb: NM_ 016644. 1 / DB_XREF=gi : 7706193 / GEN=LOC51334 / FEA=FLMRNA

/ CNT=15 /Tl D=Hs. 157461. 0 / TI ER=FL / STK=3 /UG=Hs. 157461 /LL=51334 / DEF=Hono
sapi ens nesenchymal stemcell protein DSC54 (LOC51334), nRNA

/ PROD=nmesenchymal stem cell protein DSC54

/ FL=gb: NM 01664" 2. 769645263« 2. 439863893« nesenchymal stemcell protein
DSC54+ LOC51334¢ Hs. 157461« ENSG00000184838e

225656_at » gb: Al 564473 / DB_XREF=qgi : 4522930 / DB_XREF=t q57f 12. x1

/ CLONE=I MAGE: 2212943 / FEA=nNRNA / CNT=80 / Tl D=Hs. 121073. 1 / TI ER=St ack / STK=13
/ UG=Hs. 121073 /LL=55712 /UG _GENE=FLJ10466 /UG Tl TLE=hypot hetical protein
FLJ10466¢ 2. 769614313+ 2. 615217348« EF- hand domain (C-term nal) contai ning

1e EFHC1e Hs. 403171« ENSG00000096093 7517 // muscl e devel opnent // inferred from
el ectroni c annotatione16459 // myosin // inferred fromelectronic

annot atione3774 // nmotor activity // inferred fromelectronic annotation ///
5509 // calciumion binding // inferred fromelectronic annotation

219654 _at «"gb: NM_ 014241. 1 / DB_XREF=gi : 7657481 / GEN=PTPLA / FEA=FLNRNA / CNT=23
/ TI D=Hs. 114062. 0 / TI ER=FL+St ack / STK=8 /UG=Hs. 114062 /LL=9200 / DEF=Hono

sapi ens protein tyrosi ne phosphatase-like (proline instead of catalytic

argi nine), menber a (PTPLA), nmRNA

/PRﬁItprot"-Z 769532171+ 2. 304493033« "protei n tyrosi ne phosphat ase-1i ke
(proline instead of catalytic arginine), nenber

a"* PTPLAs Hs. 114062+« ENSG00000165996+ 6470 // protein am no acid

dephosphoryl ation // traceable author statenent /// 7165 // signa
transduction // non-traceable author statenent /// 7275 // devel opnent //
traceabl e author statenente«4725 // protein tyrosi ne phosphatase activity //
traceabl e aut hor statenent

1552489 _s_at+"gb: NM_033066. 1 / DB_XREF=gi : 14780901 / GEN=MPP4 /Tl D=Hs2. 63085. 1
/ CNT=16 [/ FEA=FLMRNA / Tl ER=FL / STK=3 /LL=58538 / UG=Hs. 63085 / DEF=Hono sapi ens
menbrane protein, palmtoylated 4 (MAGUJK p55 subfamly menber 4) (MPP4),
MRNA. / PROD=nenbr ane protein, palmtoylate"2. 765603076+ 2. 61152846 " menbr ane
protein, palmtoylated 4 (MAGUK p55 subfam |y nmenber

4) "« MPP4e Hs. 63085+ ENSA00000082126+ 5515 // protein binding // inferred from
el ectroni c annotation

210448_s_at+"gb: U49396. 1 / DB _XREF=gi : 1552523 / FEA=FLRNA / CNT=8

[/ TID=Hs. 77807.1 / TI ER=FL / STK=0 /UG=Hs. 77807 /LL=5026 /UG _GENE=P2RX5

/ DEF=Hurman i onotropi c ATP receptor P2X5b nmRNA, conplete cds. /PROD=P2X5b

/ FL=gb: U49396. 1 gh: AF070573. 1"« 2. 747102148+ 2. 323059214« " puri nergi c receptor
P2X, ligand-gated ion channel, 5"e«P2RX5¢Hs. 408615+ ENSG0000083454+6811 // ion
transport // inferred from el ectronic annotatione16020 // nenbrane //
inferred fromelectronic annotation*4872 // receptor activity // inferred
fromelectronic annotation /// 5216 // ion channel activity // inferred from
el ectronic annotation /// 5524 // ATP binding // inferred fromelectronic
annot ati on

202075_s_at«"gb: NM_006227. 1 / DB_XREF=gi : 5453913 / GEN=PLTP / FEA=FLMRNA

/ CNT=330 / Tl D=Hs. 283007. 0 / Tl ER=FL+St ack / STK=135 /UG=Hs. 283007 /LL=5360

/ DEF=Hono sapi ens phospholipid transfer protein (PLTP), nRNA

/ PROD=phosphol i pid transfer protein /FL=gh: NM 006227. 1

gb: L2623" 2. 728055176« 2. 708260441+ phosphol i pi d transfer

pr ot ei ne PLTPe Hs. 439312« ENSG000001009796629 // lipid nmetabolism// traceable
aut hor statenent /// 6869 // lipid transport // inferred fromelectronic
annot ati on* 5576 // extracellular region // traceable author statenmente8289 //
lipid binding // inferred fromelectronic annotation

229334 _at » gb: BF515942 / DB_XREF=gi : 11601121 / DB_XREF=Ul - H BW- aoa-f-07-0-Ul . s1
/ CLONE=I MAGE: 3084061 / FEA=EST / CNT=15 / TI D=Hs. 35088. 1 / TI ER=St ack /STK=11



/ UG=Hs. 35088 / UG Tl TLE=ESTs* 2. 715674617+ 2. 29486169+ Si m |l ar to RUN and FYVE
domai n-cont ai ni ng 2; Run- and FYVE-domain containing proteineeHs. 518801eee«
228882_at «"gh: AL042088 / DB_XREF=qgi : 5935428 / DB_XREF=DKFZp434A1420_s1

/ CLONE=DKFZp434A1420 / FEA=nNRNA / CNT=25 /Tl D=Hs. 128751. 0 / TI ER=St ack / STK=11
/ UG=Hs. 128751 /UG _TI TLE=Honp sapi ens cDNA FLJ12235 fis, clone
MAMVAL1001243"« 2. 709896911+ 4. 576424897+t ubby honol og

(rmouse) « TUBe Hs. 231850+ ENSG00000166402+ 5634 // nucl eus // traceabl e aut hor
statenment /// 5737 // cytoplasm// traceable author statemnente

221729 _at«"gb: AL575735 / DB_XREF=gi : 12937190 / DB_XREF=AL575735

/ CLONE=CSODI 070YK23 (3 prine) /FEA=FLMRNA / CNT=405 /Tl D=Hs. 82985. 0

/ TIER=St ack /STK=18 / UG=Hs. 82985 /LL=1290 /UG GENE=COL5A2 /UG Tl TLE=col | agen
type V, al pha 2 /FL=gb: NM 000393. 1"+ 2. 65581525+ 3. 405496426« " col | agen, type V,
al pha 2"+« COL5A2¢ Hs. 445827+ 6817 // phosphate transport // inferred from

el ectronic annotation*5581 // collagen // inferred fromelectronic annotation
/11l 5588 // collagen type V // traceable author statement /// 5737 //
cytoplasm// inferred fromelectronic annotatione5201 // extracellular matrix
structural constituent // not recorded

214110_s_at+gb: BF195104 /DB _XREF=gi : 11081627 / DB_XREF=7n15a07. x1

/ CLONE=I MAGE: 3564565 / FEA=EST / CNT=14 /TI D=Hs. 56729. 2 / TI ER=St ack / STK=12

/ UG=Hs. 56729 /LL=4046 /UG GENE=LSP1 /UG TI TLE=I ynphocyte-specific protein
1¢2. 649756264+ 3. 264791981«Sim | ar to | ynphocyte-specific protein

leeHs. 546673¢ ¢

225664 _at " gb: AA788946 / DB_XREF=gi : 2849066 / DB_XREF=ag40c06. s1

/ CLONE=I MAGE: 1119274 | FEA=EST / CNT=118 /Tl D=Hs. 16869. 0 / TI ER=St ack / STK=91

/ UG=Hs. 16869 /UG Tl TLE=ESTs, Mdderately simlar to CALC RAT COLLAGEN ALPHA
1(XIl) CHAIN (R norvegicus)"+2.634888031- 8. 209536868+ " col | agen, type Xl |

al pha 1"+« CO.12Al1e Hs. 101302« ENSG00000111799+ 1501 // skel etal devel opnent //
traceabl e author statenment /// 6817 // phosphate transport // inferred from
el ectronic annotation /// 7155 // cell adhesion // inferred fromelectronic
annotation /// 30199 // collagen fibril organization // non-traceable a*5578
/1 extracellular matrix (sensu Metazoa) // inferred fromelectronic
annotation /// 5595 // collagen type XIl // non-traceabl e author statenent
/11 5595 // collagen type XI|I // traceable author statenent /// 5737 //
cytoplasm// inferred fromelectrone5198 // structural nolecule activity //
inferred fromelectronic annotation /// 5515 // protein binding // inferred
fromelectronic annotation /// 30020 // extracellular matrix structura
constituent conferring tensile strength // non-traceabl e author sta
207686_s_at*"gb: NM_001228. 1 / DB_XREF=gi : 4502582 / GEN=CASP8 / FEA=FLNMRNA / CNT=3
[/ TID=Hs. 19949. 0 / TI ER=FL / STK=0 /UG=Hs. 19949 /LL=841 / DEF=Honp sapi ens
caspase 8, apoptosis-related cysteine protease (CASP8), nRNA. /PROD=caspase
8, apoptosis-related cysteine protease /FL="+2.633981682+3. 489270188« " caspase
8, apoptosis-related cystei ne protease"+ CASP8e Hs. 369736« ENSG00000064012+ 6508
/1 proteolysis and peptidolysis // traceable author statement /// 8632 //
apoptotic program// traceable author statenent /// 42981 // regul ation of
apoptosis // inferred fromelectronic annotation /// 43123 // positive
regul ati on of |-kappaB ki nase/+*5739 // mtochondrion // traceabl e author
statenment /// 5856 // cytoskeleton // traceable author statenente4871 //
signal transducer activity // inferred fromexpression pattern /// 5515 //
protein binding // inferred fromelectronic annotation /// 8234 //

cystei ne-type peptidase activity // traceable author statement /// 30693 //
caspase activity // traceable

214717 _at+gh: AL137534. 1 / DB_XREF=gi : 6808209 / GEN=DKFZp434H1419 / FEA=mRNA

/ CNT=33 / Tl D=Hs. 56876. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 56876 / DEF=Hono sapi ens
MRNA; cDNA DKFZp434H1419 (from cl one DKFZp434H1419); partial cds.

/ PROD=hypot heti cal proteine2.631700344«2. 628901578 hypot hetical protein
DKFZp434H1419+ DKFZp434H1419¢ Hs. 56876¢ ¢ *

228280_at » gb: Al 188445 / DB_XREF=gi : 3739654 / DB_XREF=0qd14b09. x1

/ CLONE=I MAGE: 1723673 / FEA=EST / CNT=20 / Tl D=Hs. 152618. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 152618 / UG Tl TLE=ESTs* 2. 623947691« 2. 286094039+si m | ar to Rl KEN cDNA
1200014N16 genees M3C14289¢ Hs. 512833+ ENSG00000146858¢ « »

213201_s_ate+"gb: AJ011712 /DB _XREF=gi : 4056561 / FEA=mRNA / CNT=448

/ TID=Hs. 73980. 1 / TI ER=St ack / STK=29 / UG=Hs. 73980 /LL=7138 /UG _GENE=TNNT1

/[ UG_TI TLE=troponi n T1, skeletal, slow /DEF=Hono sapi ens TNNT1l gene, exons
1-11 (and joined CDS)"e«2.619298093+ 2. 395028589+"troponin T1l, skeletal

sl ow'« TNNT1e Hs. 534085« ENSG00000105048 6937 // regul ati on of muscle
contraction // traceable author statenment /// 7517 // nuscle devel opnment //
inferred fromel ectronic annotatione«5523 // tropomyosin binding // traceable
aut hor st atenent

210220_at+"gb: L37882. 1 / DB_XREF=gi : 736678 / GEN=fri zzl ed / FEA=FLNRNA / CNT=18
/ TI D=Hs. 81217.0 / TI ER=FL / STK=6 /UG=Hs. 81217 /LL=2535 /UG TI TLE=fri zzl ed
(Drosophila) honol og 2 /DEF=Human frizzl ed gene product nRNA, conplete cds.

/ FL=gb: NM_001466. 2 gb: AB017364.1 gb: L3788"+2. 604269513« 2. 37928671«fri zzl ed
honol og 2 (Drosophil a)eFZD2e Hs. 142912+« ENSG00000180340+ 7164 // establ i shment
of tissue polarity // traceable author statement /// 7186 // G protein
coupl ed receptor protein signaling pathway // inferred fromelectronic
annotation /// 7275 // developnent // inferred fromelectronic annotation ///
16055 // Wht 5887 // integral to plasma nenbrane // traceabl e author
statenent /// 16020 // menbrane // inferred fromelectronic annotations4926
/1 non-Gprotein coupled 7TMreceptor activity // inferred fromelectronic
annotation /// 4930 // G protein coupled receptor activity // inferred from
el ectroni c annotation



227726_at " gb: BFO57084 / DB_XREF=gi : 10810980 / DB_XREF=7k15f 02. x1

/ CLONE=I MAGE: 3444602 / FEA=EST / CNT=25 / Tl D=Hs. 105280. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 105280 /UG Tl TLE=ESTs, Weakly simlar to dJ963K23. 2

(H sapiens)"«2.591620334+ 2. 556374732+ring finger protein

166° RNF166¢ Hs. 513804+ ENSG0000158717+ 16567 // protein ubiquitination //
inferred fromelectronic annotatione151 // ubiquitin |ligase conplex //
inferred fromelectronic annotation /// 5634 // nucleus // inferred from

el ectronic annotation*3676 // nucleic acid binding // inferred from

el ectronic annotation /// 4842 // ubiquitin-protein |ligase activity //
inferred fromelectronic annotation /// 8270 // zinc ion binding // inferred
from el ectronic annotation

205123_s_at«"gb: NM_003692. 1 / DB_XREF=gi : 4507548 / GEN=TMEFF1 / FEA=FLmRNA

/ CNT=65 / TI D=Hs. 78531. 0 / TI ER=FL / STK=0 / UG=Hs. 78531 /LL=8577 / DEF=Hono

sapi ens transmenbrane protein with EG--1like and two follistatin-Iike domains
1 (TMEFF1l), nRNA. /PROD=t ransnenbrane protein

W'e 2. 583638039+ 2. 151563274+t ransnenbrane protein with EG--I1ike and two
follistatin-like domains 1¢ TMEFF1le Hs. 336224« ENSG00000066697+ 16021 //
integral to nenbrane // inferred fromelectronic annotatione

222258 _s_at+"gb: AF015043. 1 / DB_XREF=gi : 4102710 / FEA=nmRNA / CNT=1

/ TID=Hs. 17667. 1 / TI ER=ConsEnd / STK=1 / UG=Hs. 17667 /LL=23677 / UG_GENE=SH3BP4
| DEF=Hono sapi ens EH- bi nding protein nRNA partial cds. /PROD=EH bi ndi ng
protein"es2. 574159877+ 3. 844837956« SH3- domai n bi ndi ng protein

4e SH3BP4+ Hs. 516777« ENSG00000130147- 6897 // endocytosis // traceabl e author
statement /// 7049 // cell cycle // traceable author statenente5634 //

nucl eus // traceabl e author statenente4871 // signal transducer activity //
traceabl e aut hor statenent

236453 _at » gb: AW43154 / DB_XREF=gi : 6576958 / DB_XREF=xn29c01. x1

/ CLONE=I MAGE: 2695104 / FEA=EST / CNT=5 / Tl D=Hs. 121276.0 / TI ER=ConsEnd / STK=5

[/ UG=Hs. 121276 /UG Tl TLE=ESTse 2. 569718714« 2. 209242242+sim | ar to 60S ri bosonal
protein L7a (Surfeit locus protein 3) (PLA-X

pol ypepti de) e LOCA41422¢ Hs. 99081 e+

213610_s_at *gb: BE326381 / DB _XREF=gi : 9200157 / DB_XREF=hw02e08. x1

/ CLONE=I MAGE: 3181766 / FEA=EST / CNT=30 /Tl D=Hs. 18724.0 / TI ER=St ack / STK=10

/ UG=Hs. 18724 /UG _TI TLE=Hono sapi ens nmRNA; cDNA DKFZp564F093 (from cl one
DKFZp564F093) « 2. 567573224+ 2. 469808801« hypot heti cal protein

M3C2610e M3C2610¢ Hs. 470549« ENSG00000144362¢ ¢+ 5515 // protein binding //
inferred fromel ectroni c annotation

226876_at »gb: Al 961778 / DB_XREF=qgi : 5754491 / DB_XREF=wt 67d10. x1

/ CLONE=I MAGE: 2512531 / FEA=EST / CNT=36 / Tl D=Hs. 124707.0 / TI ER=St ack / STK=10

/ UG=Hs. 124707 / UG _TI TLE=ESTs* 2. 563760898« 3. 249418478+ hypot heti cal protein
M3C45871e M3CA45871 Hs. 345588+ ENSG)0000183688¢ « «

232667_at « " gb: AK023752. 1 / DB_XREF=gi : 10435780 / FEA=mRNA / CNT=5

/ TI D=Hs. 306657. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 306657 /UG Tl TLE=Hono sapi ens
cDNA FLJ13690 fis, clone PLACE2000097 /DEF=Hono sapi ens cDNA FLJ13690 fi s,

cl one PLACE2000097. "+2. 554002057+ 3. 339829937+ " CDNA FLJ13690 fis, clone
PLACE2000097" ¢ ¢ Hs. 435835¢ ¢

203910_at " gb: NM_004815. 1 / DB_XREF=gi : 4758881 / GEN=PARGL / FEA=FLnRNA / CNT=91
/ TI D=Hs. 70983. 0 / TI ER=FL+St ack / STK=17 /UG=Hs. 70983 /LL=9411 / DEF=Hono

sapi ens PTPL1-associ ated RhoGAP 1 ( PARGL), nRNA. /PROD=PTPL1- associ at ed
RhoGAP 1 /FL=gb: U90920. 1

gb: NM_004815. 1"+ 2. 547167006+ 4. 29723847+ PTPL1- associ at ed RhoGAP

1e PARGLe Hs. 483238« ENSG00000137962 7242 // intracel lul ar signaling cascade //
inferred fromelectronic annotation /// 7266 // Rho protein signa
transduction // traceabl e author statenente+5100 // Rho GIPase acti vator
activity // traceable author statement /// 19992 // diacylglycerol binding //
inferred fromel ectroni c annotation

1554667_s_at » " gb: BC025250. 1 / DB_XREF=gi : 19264122 /Tl D=Hs2. 135146. 2 / CNT=5

| FEA=FLNRNA / TI ER=FL / STK=1 /LL=79828 /UG GENE=FLJ13984 / UG=Hs. 135146

/ UG_TI TLE=hypot heti cal protein FLJ13984 /DEF=Hono sapi ens, hypot hetica
protein FLJ13984, clone M3C: 39122 | MAGE: 5433692,

MRNA" « 2. 540769053 3. 364315985+ hypot heti cal protein

FLJ13984¢ FLJ13984¢ Hs. 135146+« ENSG)0000123600¢ « *

206170_at « " gb: NM_000024. 2 / DB_XREF=gi : 13162366 / GEN=ADRB2 / FEA=FLNRNA / CNT=35
[/ TI D=Hs. 2551. 0 / TI ER=FL / STK=0 /UG=Hs. 2551 /LL=154 / DEF=Honmo sapi ens
adrenergi c, beta-2-, receptor, surface (ADRB2), nRNA. /PROD=adrenergic,
beta-2-, receptor, surface /FL=gb: NM 000024. 2
g"*2.526389418+5. 277317656+ " adr energi c, beta-2-, receptor

surface"« ADRB2¢ Hs. 2551+ ENSG00000169252+ 187 // activation of MAPK // traceable
aut hor statenent /// 6898 // receptor nediated endocytosis // traceable

aut hor statenent /// 7171 // transmenbrane receptor protein tyrosine kinase
activation (dinerization) // traceable author statenent /// 7186 // 5764 //
| ysosonme // traceabl e author statenment /// 5768 // endosone // traceable

aut hor statenent /// 5886 // plasma nmenbrane // traceabl e author statenent
/1]l 5887 // integral to plasma nenbrane // traceabl e author statenente1584 //
rhodopsi n-1i ke receptor activity // inferred fromelectronic annotation ///
4872 |/ receptor activity // inferred fromelectronic annotation /// 4941 //
bet a2-adrenergic receptor activity // traceabl e author statenent

205659 _at " gb: NM_014707. 1 / DB_XREF=gi : 7662279 / GEN=HDAC7B- PENDI NG / FEA=FLRNA
/ CNT=32 /Tl D=Hs. 116753. 0 / TI ER=FL / STK=6 /UG=Hs. 116753 /LL=9734 / DEF=Hono
sapi ens hi stone deacetyl ase 7B (HDAC7B- PENDI NG, nRNA. / PROD=hi st one
deacetyl ase 7B / FL=gb: AB018287. 1



gb: NM _014707"«2. 517783004+ 3. 355270376 hi st one deacetyl ase

9 HDAC9e Hs. 196054« ENS(00000048052+" 74 // regul ation of cell cycle //
traceabl e author statement /// 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 6954 // inflammatory response
/"+118 // histone deacetyl ase conplex // traceable author statenent /// 5634
/1 nucleus // inferred fromelectronic annotation /// 5634 // nucleus //
non-traceabl e author statenment /// 5737 // cytoplasm// traceabl e author
statement+4407 // histone deacetyl ase activity // non-traceabl e aut hor
statement /// 8134 // transcription factor binding // traceabl e author
statenment /// 16566 // specific transcriptional repressor activity //
traceabl e author statenment /// 16787 // hydrol ase act

203702_s_at = gb: AL043927 / DB_XREF=gi : 5935917 / DB_XREF=DKFZp434F1028_s1

/ CLONE=DKFZp434F1028 / FEA=FLNRNA / CNT=93 / Tl D=Hs. 169910. 0 / TI ER=St ack / STK=31
/ UG=Hs. 169910 /LL=9654 /UG GENE=KI AA0173 /UG Tl TLE=KI AA0173 gene product

/ FL=gb: NM_014640. 1 gb: D79995. 1+ 2. 51326902+ 2. 87824903+« "t ubul i n tyrosi ne
ligase-like famly, nenber 4"«TTLL4eHs. 471405« ENSG00000135912+6464 // protein
nmodi fication // inferred fromelectronic annotatione«4835 // tubulin-tyrosine
ligase activity // inferred fromelectronic annotation /// 16874 // 1igase
activity // inferred fromelectronic annotation

228987_at » gb: AA156238 / DB_XREF=qgi : 1727856 / DB_XREF=z| 50c10. s1

/ CLONE=I MAGE: 505362 / FEA=EST / CNT=23 / Tl D=Hs. 32501. 0 / Tl ER=St ack / STK=15

/ UG=Hs. 32501 / UG Tl TLE=ESTse* 2. 454515722+ 2. 7034823«"Fanmi |y with sequence
simlarity 49, menber B"+FAMA9Be Hs. 492869« ENSG00000153310¢ ¢«
215767_at » gb: AF052145. 1 / DB_XREF=gi : 3360454 / FEA=nRNA / CNT=4 / Tl D=Hs. 159528. 0
/ Tl ER=ConsEnd / STK=0 / UG=Hs. 159528 /UG _TI TLE=Honp sapi ens cl one 24400 nRNA
sequence / DEF=Hono sapi ens cl one 24400 nRNA

sequence. ¢ 2. 446333193+ 4. 238097657+ chr onbsone 2 open readi ng frane

10+ C20r f 10¢ Hs. 159528+ ENSG00000170396++5634 // nucleus // inferred from

el ectronic annotation*3676 // nucleic acid binding // inferred from

el ectronic annotation /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

208025_s_at «"gb: NM_003483. 2 / DB_XREF=gi : 6631086 / GEN=HM3 C / FEA=FLmRNA / CNT=1
/ TI D=HsAf f x. 900004. 136 / TI ER=FL / STK=0 / DEF=Honp sapi ens hi gh-rmobility group
(nonhi stone chronmosonal ) protein isoformI-C (HM3 C), nRNA

/ PROD=hi gh-nobi lity group (nonhistone

chronosomal ) pro"e«2. 445292313 3. 291838163« hi gh nobility group AT-hook 2 ///
hi gh nobility group AT-hook 2¢HMZA2¢ Hs. 505924++" 6325 // establishnent and/or
mai nt enance of chromatin architecture // traceable author statenent /// 6350
/1 transcription // inferred fromelectronic annotation /// 6355 //
regul ati on of transcription, DNA-dependent // traceabl e author statenent ///
7275"«785 [/ chromatin // inferred fromelectronic annotation /// 5634 //
nucleus // inferred fromelectronic annotati one3680 // AT DNA binding //
traceabl e aut hor statenent

224932_at " gb: Al 814909 / DB_XREF=gi : 5426124 / DB_XREF=wk68e04. x1

/ CLONE=I MAGE: 2420574 | FEA=EST / CNT=174 /Tl D=Hs. 66915.0 / TI ER=St ack /STK=113

/ UG=Hs. 66915 /UG TI TLE=ESTs, Wakly simlar to 16.7Kd protein

(H. sapiens) 2. 431785465+ 2. 053811276+ chr onbsone 22 open readi ng frane

16+ C220r f 16+ Hs. 66915« ENSG00000138869¢ « «

219622 _at+"gb: NM 017817. 1 / DB_XREF=gi : 8923400 / GEN=FLJ20429 / FEA=FLmRNA

[/ CNT=29 /Tl D=Hs. 179791. 0 / TI ER=FL / STK=0 /UG=Hs. 179791 /LL=55647 / DEF=Hono
sapi ens hypothetical protein FLJ20429 (FLJ20429), nRNA. /PROD=hypot hetica
protein FLJ20429 /FL=gb: NM 017817. 1"+ 2. 429696434+ 2. 379064084+ " RAB20, nenber
RAS oncogene fam | y"e«RAB20e Hs. 508720« ENSG00000139832+ 7264 // small GIPase
medi at ed signal transduction // inferred fromelectronic annotation /// 15031
/1 protein transport // inferred fromelectronic annotatione«5525 // GIP
binding // inferred fromelectronic annotation

203286_at » " gb: NM_014901. 1 / DB_XREF=gi : 7662485 / GEN=KI AA1100 / FEA=FLmRNA

/ CNT=120 / TI D=Hs. 179946. 0 / TI ER=FL+St ack / STK=53 /UG=Hs. 179946 /LL=22838

/| DEF=Hono sapi ens Kl AA1100 protein (KI AA1100), nRNA. /PROD=KI AA1100 protein

/ FL=gb: AB029023. 1 gb: NM 014901. 1"+ 2. 423933754+ 2. 408633846+ring finger protein
44+ RNF44+ Hs. 434888+ ENSGD0000146083+ 16567 // protein ubiquitination //
inferred fromelectronic annotatione151 // ubiquitin |ligase conplex //
inferred fromelectronic annotatione4842 // ubiquitin-protein |ligase activity
[/l inferred fromelectronic annotation /// 8270 // zinc ion binding //
inferred fromel ectroni c annotation

242300_at » gb: BF432276 / DB_XREF=gi : 11444390 / DB_XREF=nab88e12. x1

/ CLONE=I MAGE: 3274870 / FEA=EST / CNT=4 / Tl D=Hs. 104580. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 104580 / UG Tl TLE=ESTs* 2. 420334303+ 2. 220955051¢¢cc e
243367_at » gb: Al 018561 / DB_XREF=gi : 3233080 / DB_XREF=0u30g09. x1

/ CLONE=I MAGE: 1627840 / FEA=EST / CNT=3 / Tl D=Hs. 122156. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 122156 /UG Tl TLE=ESTse 2. 39988025+ 3. 015378058+ Si m | ar to D(1B) dopamni ne
receptor (D(5) dopam ne receptor) (Dlbeta dopam ne receptor)eeHs. 456465+ 7186
/1 G protein coupled receptor protein signaling pathway // inferred from

el ectroni c annotation*16021 // integral to nenbrane // inferred from

el ectroni c annotatione1584 // rhodopsin-like receptor activity // inferred
fromelectronic annotation /// 4872 // receptor activity // inferred from

el ectronic annotation /// 4952 // dopam ne receptor activity // inferred from
el ectroni c annotation

212365_at " gb: BF215996 / DB_XREF=gi : 11109582 / DB_XREF=601881549F1

/ CLONE=I MAGE: 4093740 / FEA=NRNA / CNT=213 /Tl D=Hs. 121576. 0 / Tl ER=St ack / STK=19



/ UG=Hs. 121576 /UG Tl TLE=Honp sapi ens cDNA FLJ20153 fis, clone COL08656,
highly simlar to AJ001381 Honmpo sapi ens inconplete
c"+2.388798857+ 3. 451925589+ nmyosi n | Be MYOLBe Hs. 439620« ENSG00000128641¢« « 16459
/1 nyosin // inferred fromelectronic annotatione3774 // motor activity //
inferred fromelectronic annotation /// 3779 // actin binding // inferred
fromelectronic annotation /// 5516 // calnmodulin binding // inferred from

el ectronic annotation /// 5524 // ATP binding // inferred fromelectronic
annot a

200884 _at » " gb: NM_001823. 1 / DB_XREF=gi : 4502850 / GEN=CKB / FEA=FLnRNA / CNT=452

/ TI D=Hs. 173724. 0 / TI ER=FL+St ack / STK=171 /UG=Hs. 173724 /LL=1152 / DEF=Hono
sapi ens creatine kinase, brain (CKB), nRNA. /PROD=creatine ki nase, brain

/ FL=gh: L47647.1 gb: BC004914. 1

gb: NM 001823. "+ 2. 383458051« 2. 248337883+ "creati ne ki nase,

brai n" e CKBe Hs. 173724« ENS@0000166165+5737 // cytoplasm// not recordeds4111
/1 creatine kinase activity // traceabl e author statenent

226136_at » gb: N32834 / DB_XREF=gi : 1153233 / DB_XREF=yw85h01. s1

/ CLONE=I MAGE: 259057 / FEA=EST / CNT=61 / Tl D=Hs. 154762. 2 / TI ER=St ack / STK=16

/ UG=Hs. 154762 /LL=11103 /UG GENE=HRB2 /UG TI TLE=HI V-1 rev bi ndi ng protein
2¢2.3833628145. 3888944 7ecccces

202806_at « " gb: NM_004395. 1 / DB_XREF=gi : 4758123 / GEN=DBN1 / FEA=FLnRNA / CNT=134
/ TI D=Hs. 89434. 0 / TI ER=FL+St ack / STK=22 /UG=Hs. 89434 /LL=1627 / DEF=Honp
sapiens drebrin 1 (DBN1), nmRNA. /PROD=drebrin 1 /FL=gb: D17530.1 gb: BC000283. 1
gh: U00802. 1 gb: NM_004395. 1"« 2. 379011511+ 2. 241481847+ drebrin

1+ DBN1e Hs. 130316« ENSG00000113758+ 7015 // actin fil ament organi zation //
inferred fromsequence or structural simlarity /// 7399 // neurogenesis //
inferred fromelectronic annotation /// 30154 // cell differentiation //
inferred fromelectronic annotation /// 48168 // regul ati on of neure5622 //
intracellular // inferred fromelectronic annotation /// 5737 // cytoplasm//
non-traceabl e author statement /// 15629 // actin cytoskeleton // inferred
from sequence or structural simlarity /// 30425 // dendrite // non-traceable
aut hor statenent«3779 // actin binding // inferred fromelectronic annotation
/11 3779 // actin binding // non-traceabl e author statenent /// 5522 //
profilin binding // inferred fromsequence or structural simlarity
225806_at " gb: Al 289311 / DB_XREF=gi : 3932575 / DB_XREF=qw28a05. x1

/ CLONE=I MAGE: 1992368 / FEA=nRNA / CNT=66 / Tl D=Hs. 64552. 0 / TI ER=St ack / STK=13

/ UG=Hs. 64552 / UG Tl TLE=Hono sapi ens cDNA: FLJ21914 fis, clone

HEP03892"« 2. 378127673+ 3. 612201131« "j ub, aj uba honol og ( Xenopus

| aevi s) "+ JUBe Hs. 508910« ENSG00000129474¢++8270 // zinc ion binding // inferred
from el ectronic annotation

232231 _at e gh: AL353944. 1 / DB_XREF=gi : 7669984 / FEA=nRNA / CNT=13 / Tl D=Hs. 50115. 0
/ TI ER=ConsEnd / STK=7 / UG=Hs. 50115 /UG Tl TLE=Hono sapi ens nRNA; cDNA
DKFZp761J1112 (from cl one DKFZp761J1112) /DEF=Hono sapi ens nmRNA; cDNA
DKFZp761J1112 (from cl one
DKFZp761J1112). 2. 372693021« 2. 332245255« Runt -rel ated transcription factor

2¢ RUNX2¢ Hs. 122116« ENSG00000124813+" 1503 // ossification // traceabl e author
statenment /// 6350 // transcription // inferred fromelectronic annotation
/1] 6355 // regulation of transcription, DNA-dependent // inferred from

el ectroni c annotation"+5634 // nucleus // inferred fromelectronic

annot atione3700 // transcription factor activity // non-traceabl e aut hor
statenment /// 3702 // RNA polynerase Il transcription factor activity //
traceabl e author statenment /// 5515 // protein binding // inferred from
physical interaction /// 5524 // ATP binding //

227377_at«"gb: AK022784. 1 / DB_XREF=gi : 10434388 / FEA=MRNA / CNT=51

/ TI D=Hs. 24739. 0 / TI ER=St ack / STK=24 / UG=Hs. 24739 /UG Tl TLE=Hono sapi ens cDNA
FLJ12555 fis, clone NT2RMA000764 / DEF=Hono sapi ens cDNA FLJ12722 fis, clone
NT2RP1001311. "« 2. 370966449+ 4. 006236137 cccces

206343_s_at+"gbh: NM 013959. 1 / DB_XREF=gi : 7669517 / GEN=NRGL / FEA=FLnRNA / CNT=25
[/ TI D=Hs. 172816. 2 / TI ER=FL+St ack / STK=12 /UG=Hs. 172816 /LL=3084 / DEF=Honmo

sapi ens neuregulin 1 (NRGL), transcript variant SVMDF, nRNA. /PROD=neuregulin
1 isof orm SMDF / FL=gh: L41827. 1 gb: NM 013"+ 2. 365782906 2. 305997181+ neur egul i n
1¢ NRGLe Hs. 453951+ ENSG00000157168+ 7399 // neurogenesis // non-traceabl e aut hor
staterment /// 9790 // enbryonic devel opnent // inferred fromelectronic
annotation /// 30154 // cell differentiation // non-traceabl e author
statenment+«5576 // extracellular region // non-traceable author statenent ///
16020 // menbrane // non-traceabl e author statement /// 16021 // integral to
menbrane // inferred fromel ectronic annotatione5102 // receptor binding //
inferred fromelectronic annotation /// 8083 // growth factor activity //
inferred fromelectronic annotation /// 8083 // growth factor activity //
non-traceabl e author statenment /// 30297 // transnenbrane receptor protein
tyro

231192_at » gh: AW274018 / DB_XREF=gi : 6661048 / DB_XREF=xv26d05. x1

/ CLONE=I MAGE: 2814249 | FEA=EST / CNT=8 / Tl D=Hs. 99083. 0 / TI ER=St ack / STK=8

/ UG=Hs. 99083 / UG Tl TLE=ESTse* 2. 364837633+ 2. 195193938+ " Endot hel i al
differentiation, |ysophosphatidic acid G protein-coupled receptor

7"« EDGre Hs. 527909« ENS(00000171517+" 7165 // signal transduction // inferred
fromelectronic annotation /// 7187 // G protein signaling, coupled to cyclic
nucl eoti de second nessenger // traceable author statement /// 7204 //
positive regul ation of cytosolic calciumion concentration // trace"+5886 //
pl asma nenbrane // traceable author statenent /// 5887 // integral to plasma
menbrane // traceabl e author statemente1619 // |ysosphingolipid and

| ysophosphatidic acid receptor activity // inferred fromelectronic



annotation /// 4872 // receptor activity // inferred fromelectronic
annotation /// 8289 // lipid binding // traceabl e author statenent
227986_at » gh: AW14719 / DB_XREF=qgi : 5863476 / DB_XREF=U - H Bl 0- aae- a- 10- 0- Ul . s1
/ CLONE=I MAGE: 2709018 / FEA=EST / CNT=23 / Tl D=Hs. 59317. 0 / Tl ER=St ack / STK=16

/ UG=Hs. 59317 /UG Tl TLE=ESTse 2. 342273181+ 2. 471815444+ zinc finger protein

343+ ZNF343+ Hs. 516846+ ENSG00000088876+ " 6355 // regul ation of transcription
DNA- dependent // inferred from el ectronic annotation"+«5634 // nucleus //
inferred fromelectronic annotation*3676 // nucleic acid binding // inferred
fromelectronic annotation /// 3677 // DNA binding // inferred from

el ectronic annotation /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

212816_s_ategb: BE613178 / DB_XREF=gi : 9894775 / DB_XREF=601452166T1

/ CLONE=I MAGE: 3855712 / FEA=nRNA / CNT=102 /Tl D=Hs. 84152. 2 / TI ER=St ack / STK=9

/ UG=Hs. 84152 /LL=875 /UG _GENE=CBS

/ UG_TI TLE=cyst at hi oni ne- bet a- synt hases 2. 327552592« 2. 910850454+ cyst at hi oni ne- be
t a- synt hasees CBSe Hs. 533013+ ENSG00000160200+ 6535 // cystei ne bi osynthesis from
serine // inferred fromelectronic annotation /// 8152 // nmetabolism//
inferred fromelectronic annotation /// 8652 // am no acid biosynthesis //
inferred fromelectronic annotation /// 19343 // cysteine biosynthesis

vi «5737 /| cytoplasm// inferred fromelectronic annotatione4122 //
cyst at hi oni ne beta-synthase activity // traceable author statement /// 16829
/1 lyase activity // inferred fromelectronic annotation

244359 s_ategb: H28915 / DB_XREF=gi : 899825 / DB_XREF=yn83b09. s1

/ CLONE=I MAGE: 49766 / FEA=EST / CNT=3 / Tl D=Hs. 117689. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 117689 /UG Tl TLE=ESTse 2. 324033912+ 2. 928502274¢ecc e

206290_s_at +"gb: NM 002924. 1 / DB_XREF=gi : 11140808 / GEN=RGS7 / FEA=FLmRNA

/ CNT=26 / TI D=Hs. 79348. 0 / TI ER=FL / STK=4 /UG=Hs. 79348 /LL=6000 / DEF=Hono
sapiens regulator of Gprotein signalling 7 (RGS7), nmRNA. /PROD=regul at or of
G protein signalling 7 /FL=gb: AF090116. 1

gb: NM 0"« 2. 323900791 4. 237641817-regul ator of G protein signalling

7+ RGS7¢Hs. 130171« ENSG00000182901 7242 // intracel lul ar signaling cascade //
inferred fromelectronic annotation /// 8277 // regulation of Gprotein
coupl ed receptor protein signaling pathway // non-traceabl e aut hor
statenment+5834 // heterotrineric Gprotein conplex // inferred from

el ectronic annotation* 4871 // signal transducer activity // inferred from

el ectronic annotation /// 16299 // regulator of G protein signaling activity
/1l non-traceabl e author statenent

242346_x_at *gb: BF222929 /DB _XREF=gi : 11130106 / DB_XREF=7q25b10. x1

/ CLONE=I MAGE: 3699402 / FEA=EST / CNT=3 / Tl D=Hs. 290585. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 290585 / UG Tl TLE=ESTs* 2. 302882486+ 3. 2579197350 ecc e
210387_at " gb: BC001131. 1 / DB _XREF=gi : 12654590 / FEA=FLMRNA / CNT=22

[/ TID=Hs. 247817.1 / TI ER=FL / STK=0 /UG=Hs. 247817 /LL=8339 /UG _GENE=H2BFA

/| DEF=Honmo sapi ens, H2B histone fam |y, nenmber A clone M3C: 2561, nRNA

conpl ete cds. /PROD=H2B hi stone famly, nenber A

/ FL=gb: NM'+ 2. 301642011« 2. 756495359+ " hi st one 1

H2bg" « H STIH2BG Hs. 182137« ENSG00000180596 /// ENSG0000197697 ///
ENSG00000197846 /// ENSQ0000187990 /// ENSGEI0000168242¢ ¢+

201288 _at " gb: NM_ 001175. 1 / DB_XREF=gi : 10835001 / GEN=ARHGDI B / FEA=FLmRNA

/ CNT=466 /Tl D=Hs. 83656. 0 / Tl ER=FL+St ack / STK=151 /UG=Hs. 83656 /LL=397

/| DEF=Hono sapi ens Rho GDP di ssociation inhibitor (Gl) beta (ARHGD B), nRNA
/ PROD=Rho GDP di ssociation inhibitor (GDl) beta"s2.2973666272. 293440087+ Rho
GDP di ssociation inhibitor (GDl) betasARHGD Be Hs. 504877« ENSG00000111348+ 6955
/1 immune response // traceable author statenent /// 7162 // negative
regul ati on of cell adhesion // traceable author statement /// 7266 // Rho
protein signal transduction // traceable author statement /// 7275 //

devel opnent // traceabl e author state16023 // cytoplasnic vesicle //
traceabl e aut hor statenent«5094 // Rho CGDP-dissociation inhibitor activity //
traceabl e author statenment /// 5096 // GIPase activator activity // inferred
from el ectronic annotation

1553972_a_at »"gb: BC007257. 1 / DB_XREF=gi : 13938262 / Tl D=Hs2. 84152. 2 / CNT=70

| FEA=FLRNA / TI ER=FL+St ack / STK=33 /LL=875 /UG GENE=CBS / UG=Hs. 84152

/ DEF=Honp sapi ens, cyst at hi oni ne- bet a- synt hase, cl one MGC: 15515

| MAGE: 3028099, nRNA, conpl ete cds.

/ PROD=cyst at hi oni ne- bet a-sy"«2. 290334394+ 3. 733051597+ cyst at hi oni ne- bet a- synt ha
see CBSe Hs. 533013« ENS@0000160200 6535 // cystei ne biosynthesis fromserine //
inferred fromelectronic annotation /// 8152 // metabolism// inferred from
el ectronic annotation /// 8652 // am no acid biosynthesis // inferred from
el ectronic annotation /// 19343 // cysteine biosynthesis vie5737 // cytoplasm
/1 inferred fromelectronic annotatione4122 // cystathioni ne beta-synt hase
activity // traceable author statement /// 16829 // |yase activity //
inferred fromel ectroni c annotation

230425_at »gh: Al 674183 / DB_XREF=qgi : 4874663 / DB_XREF=wc09c07. x1

/ CLONE=I MAGE: 2314668 / FEA=EST / CNT=14 /Tl D=Hs. 78436. 4 / TI ER=St ack / STK=14

/ UG=Hs. 78436 /LL=2047 /UG _GENE=EPHB1

/ UG_TI TLE=EphB1e« 2. 288704607+ 3. 45822466+ EPH r ecept or

Ble EPHB1e Hs. 116092« ENSG00000154928+ 6468 // protein am no acid phosphoryl ation
/1 inferred fromelectronic annotation /// 7165 // signal transduction //
traceabl e author statenment /// 7169 // transmenbrane receptor protein
tyrosi ne kinase signaling pathway // inferred fromel ectronic annota*5886 //
pl asma nenbrane // traceable author statenent /// 5887 // integral to plasma
menbrane // traceabl e author statenmente4872 // receptor activity // inferred



fromelectronic annotation /// 5003 // ephrin receptor activity // inferred
fromelectronic annotation /// 5524 // ATP binding // inferred from

el ectronic annotation /// 16740 // transferase activity // inferred from
230508_at » gh: AL569601 / DB_XREF=gi : 12925101 / DB_XREF=AL569601

/ CLONE=CSODEQ11YL13 (3 prine) /FEA=EST /CNT=14 /TI D=Hs. 85591. 0 / Tl ER=St ack

/ STK=10 / UG=Hs. 85591 / UG Tl TLE=ESTse* 2. 283448847+ 2. 848495884+ Di ckkopf honol og
3 (Xenopus | aevi s) * DKK3e Hs. 292156+ ENSG00000050165+6118 // el ectron transport
/! inferred fromelectronic annotation /// 7275 // devel opnent // inferred
fromelectronic annotation /// 9653 // norphogenesis // traceabl e aut hor
statenment /// 16055 // Wit receptor signaling pathway // inferred from

el ectroni <5576 // extracellular region // inferred fromelectronic annotation
/1l 5615 // extracellul ar space // traceable author statement /// 16020 //
nmenbrane // inferred fromelectronic annotation /// 45285 //

ubi qui nol -cyt ochrone-c reductase conplex // inferree8121 //

ubi qui nol -cyt ochrone-c reductase activity // inferred fromelectronic
annot ati on

213677_s_at *gb: BG434893 / DB_XREF=gi : 13341399 / DB_XREF=602507842F1

/ CLONE=I MAGE: 4604891 / FEA=EST / CNT=30 /Tl D=Hs. 111749. 1 / TI ER=St ack / STK=19

/[ UG=Hs. 111749 /LL=5378 /UG GENE=PMS51 / UG TI TLE=post nei oti c segregation
increased (S. cerevisiae) 1e2.283303648+2.571175387+PV51 post neiotic
segregation increased 1 (S. cerevisiae)esPM5leHs. 111749+ ENSG0000064933« " 6298
/!l msmatch repair // traceable author statenment /// 6355 // regul ation of
transcription, DNA-dependent // inferred fromelectronic annotation /// 7049
/1 cell cycle // inferred fromelectronic annotation /// 45786 // negative
regul ation of cell cycl"+5634 // nucleus // inferred fromelectronic
annotation /// 5634 // nucleus // traceable author statement /// 19866 //

i nner menbrane // inferred fromelectronic annotatione3677 // DNA binding //
traceabl e author statenent /// 5524 // ATP binding // inferred from

el ectroni c annotation

202976_s_at*"gb: NM_014899. 1 / DB_XREF=gi : 7662355 / GEN=KI AA0878 / FEA=FLmMRNA

/ CNT=168 / Tl D=Hs. 188006. 0 / Tl ER=FL+St ack / STK=10 / UG=Hs. 188006 /LL=22836

/| DEF=Hono sapi ens Kl AA0878 protein (KIAA0878), nRNA. /PROD=KI AA0878 protein
/ FL=gb: NM_014899. 1 gb: AB020685. 1" 2. 276868745+ 2. 445252723+ Rho-rel ated BTB
domai n cont ai ni ng 3¢ RHOBTB3* Hs. 445030« ENSG00000164292¢ 3924 // GTPase
activity // non-traceabl e author statenent /// 5515 // protein binding //
inferred fromel ectroni c annotation

243366_s_at *gb: Al 936034 / DB_XREF=gi : 5674904 / DB_XREF=w047c10. x1

/ CLONE=I MAGE: 2458482 / FEA=EST / CNT=3 / Tl D=Hs. 43936. 0 / Tl ER=ConsEnd / STK=3

/ UG=Hs. 43936 /UG Tl TLE=ESTs* 2. 26983377+ 3. 208883825+ Tr anscr i bed

| ocuse e Hs. 541511«

202936_s_at *"gb: NM_000346. 1 / DB_XREF=gi : 4557852 / GEN=SOX9 / FEA=FLnMRNA

/ CNT=136 /Tl D=Hs. 2316. 0 / Tl ER=FL+St ack / STK=39 /UG=Hs. 2316 /LL=6662 / DEF=Hono
sapi ens SRY (sex determi ning region Y)-box 9 (canponelic dysplasia, autosonal
sex-reversal) (SOX9), nRNA. /PROD=transcri"es2.268398917+12. 33668725+" SRY (sex
determ ning region Y)-box 9 (camponelic dysplasia, autosomnal

sex-reversal )"+ SOX9 Hs. 2316+ ENSG00000125398+ 1501 // skel etal devel opnent //
not recorded /// 1502 // cartil age condensation // not recorded /// 6350 //
transcription // inferred fromelectronic annotation /// 6357 // regul ation
of transcription fromRNA polynerase Il pronoter // traceable author ste5634
/1 nucleus // traceable author statenente3677 // DNA binding // inferred from
el ectronic annotation /// 3704 // specific RNA polynerase Il transcription
factor activity // traceabl e author statenent

201952_at » gb: AA156721 / DB_XREF=gi : 1728335 / DB_XREF=z| 18b04. s1

/ CLONE=I MAGE: 502255 / FEA=FLNRNA / CNT=267 /Tl D=Hs. 10247. 0 / Tl ER=St ack / STK=87
[ UG=Hs. 10247 /LL=214 /UG _GENE=ALCAM / UG TI TLE=acti vated | eucocyte cel
adhesi on nol ecul e / FL=gb: NM 001627. 1

gb: L38608. 1+ 2. 263320532+ 2. 665619982 s s e s

225525 at " gb: AB051458. 1 / DB_XREF=gi : 13359214 / GEN=KI AA1671 / FEA=mRNA / CNT=72
/ TID=Hs. 7890. 0 / TI ER=St ack / STK=32 /UG=Hs. 7890 / DEF=Hono sapi ens nRNA for

Kl AA1671 protein, partial cds. /PROD=KI AA1671
protein"e2. 257437115+ 4. 541134999+ Kl AA1671 protei neKI AA1671e Hs. 41917 1e e«
228188 _at « " gb: Al 860150 / DB_XREF=gi : 5513766 / DB_XREF=wh39g07. x1

/ CLONE=I MAGE: 2383164 / FEA=EST / CNT=24 /Tl D=Hs. 5890. 0 / Tl ER=St ack / STK=13

/ UG=Hs. 5890 /UG Tl TLE=ESTs, Weakly simlar to A49134 |1 g kappa chain V-I
regi on (H sapiens)"e«2. 252535997+ 2. 037948208 FOS-1i ke anti gen

2¢ FOSL2e Hs. 220971« ENS(00000075426+ 6357 // regul ation of transcription from
RNA pol ynmerase Il promoter // traceable author statenment /// 8219 // cel
death // traceabl e author statenente5634 // nucleus // traceabl e author
statenment«3700 // transcription factor activity // traceabl e author

st at enent

1560099_at " gb: BC041488. 1 / DB _XREF=gi : 27371106 / Tl D=Hs2. 210654. 1 / CNT=4

/ FEA=nmRNA / Tl ER=ConsEnd / STK=0 / UG=Hs. 210654 /UG Tl TLE=Honp sapi ens cDNA
FLJ32911 fis, clone TESTI2006210. /DEF=Hono sapi ens, clone | MAGE: 5494257,
MRNA. "« 2. 238788875+ 3. 030885219+ Hypot heti cal gene supported by

BC072410¢ ¢ Hs. 441073¢ e«

219002_at « "gb: NM 024622. 1 / DB_XREF=gi : 13375843 / GEN=FLJ21901 / FEA=FLmRNA

/ CNT=45 | TI D=Hs. 32646. 0 / TI ER=FL / STK=0 / UG=Hs. 32646 /LL=79675 / DEF=Hono
sapi ens hypothetical protein FLJ21901 (FLJ21901), nRNA. /PROD=hypothetica
protein FLJ21901 / FL=gb: NM 024622. 1"« 2. 225873997+ 2. 909875544+ hypot heti ca
protein FLJ21901¢FLJ21901 Hs. 529276+ ENSG00000138399+ 6915 // apoptosis //
inferred fromelectronic annotatione+4672 // protein kinase activity //



inferred fromelectronic annotation /// 5524 // ATP binding // inferred from
el ectroni c annotation

238035_at » gh: N66313 / DB_XREF=gi : 1218438 / DB_XREF=yz38a07. s1

/ CLONE=I MAGE: 285300 / FEA=EST / CNT=11 /Tl D=Hs. 120770. 0 / TI ER=ConsEnd / STK=5

/ UG=Hs. 120770 / UG Tl TLE=ESTse* 2. 224475244+ 2. 944973851+ Sp3 transcri ption

fact oreSP3¢Hs. 531587+« ENSG00000172845+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 non-traceabl e author statenment"+5634 // nucleus // non-traceabl e author
statement+ 3677 // DNA binding // inferred fromelectronic annotation /// 8270
/1 zinc ion binding // inferred fromelectronic annotation /// 16563 //
transcriptional activator activity // non-traceabl e author statenent ///
16564 // transcriptional repressor activit

228367_at « " gb: BE5S51416 / DB_XREF=gi : 9793119 / DB_XREF=7b64e10. x1

/ CLONE=I MAGE: 3233034 / FEA=EST / CNT=29 / Tl D=Hs. 55950. 0 / Tl ER=St ack / STK=20

/ UG=Hs. 55950 /UG TI TLE=ESTs, Wakly simlar to Kl AA1330 protein

(H. sapiens)"«2. 220666363« 2. 897973295+ al pha- ki nase

2¢ ALPK2e Hs. 388674« ENS(00000198796+ 6468 // protein am no acid phosphoryl ation
/1 inferred fromelectronic annotatione«4674 // protein serine/threonine

ki nase activity // inferred fromelectronic annotation /// 5524 /] ATP
binding // inferred fromelectronic annotation

230147 _at »gb: Al 378647 / DB_XREF=gi : 4188500 / DB_XREF=t c57a04. x1

/ CLONE=I MAGE: 2068686 / FEA=EST / CNT=22 / Tl D=Hs. 42502. 0 / TI ER=St ack / STK=11

/ UG=Hs. 42502 / UG Tl TLE=ESTse 2. 217905202« 3. 083959715+ coagul ati on factor ||
(thronmbin) receptor-like 2¢F2RL2¢Hs. 42502« ENSG0000164220+ 7165 // signa
transduction // inferred fromelectronic annotation /// 7186 // G protein
coupl ed receptor protein signaling pathway // inferred fromelectronic
annotation /// 7596 // blood coagulation // traceable author statenment ///
9611 // response to <5886 // plasma nmenbrane // traceabl e author statenent
/1]l 5887 // integral to plasma nenbrane // traceabl e author statenente1584 //
rhodopsin-1i ke receptor activity // inferred fromelectronic annotation ///
4435 |/ phosphoi nositide phospholipase C activity // traceabl e author
statement /// 4872 // receptor activity // inferred fromelectronic
annotation /// 15057 // thronbin

224469_s_at«"gb: BCO06173. 1 / DB_XREF=gi : 13544085 / FEA=FLNRNA / CNT=1

/ TI D=Hs Af f x. 900892. 1010 / Tl ER=FL / STK=0 / DEF=Hono sapi ens, clone M3C: 13251,
MRNA, conpl ete cds. /PROD=Unknown (protein for M3C:13251)

/ FL=gb: BC006173. 1"« 2. 205421797+ 2. 659248712+ chr onbsone 14 open readi ng frane
151 /// chronmosone 14 open reading frane

151« Cl4orf 151¢ Hs. 317821« ENS(00000130235+16043 // cell organizati on and

bi ogenesis // inferred fromelectronic annotation /// 30036 // actin

cyt oskel eton organi zati on and bi ogenesis // inferred fromelectronic

annot atione«3779 // actin binding // inferred fromelectronic annotation ///
17048 // Rho GIPase binding // inferred fromelectronic annotation
223492_s_at«"gb: BCO04958. 1 / DB_XREF=gi : 13436343 / FEA=FLNRNA / CNT=55

/ TI D=Hs. 326740. 0 / TI ER=FL / STK=0 / UG=Hs. 326740 / DEF=Hono sapiens, Simlar to
| eucine rich repeat (in FLII) interacting protein 1, clone M3C 10947, nRNA
conplete cds. /PROD=Simlar to |eucine rich
rep"«2.197747823+5. 30075484+ | eucine rich repeat (in FLII) interacting protein
1¢ LRRFI P1le Hs. 471779+ ENSG00000124831+ 6357 // regulation of transcription from
RNA pol ynmerase Il pronoter // traceable author statenent /// 16481 //
negative regul ation of transcription // non-traceabl e author statenente5634
/1 nucleus // non-traceable author statenent /// 5634 // nucleus // traceable
aut hor statenent /// 5737 // cytoplasm// traceable author statenent /// 5856
/1 cytoskeleton // traceabl e author statenmente3702 // RNA pol ynerase |
transcription factor activity // not recorded /// 3725 // doubl e-stranded RNA
binding // traceable author statenent /// 16564 // transcriptional repressor
activity // non-traceabl e aut hor statenent

232481 _s_ategb: AL137517.1 / DB_XREF=gi : 6808177 / GEN=DKFZp56401278 / FEA=nRNA

/ CNT=7 /Tl D=Hs. 306201. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 306201 /LL=54773

/| DEF=Honmo sapi ens nRNA; cDNA DKFZp56401278 (from cl one DKFZp56401278) .

/ PROD=hypot heti cal proteine2.192415372.234621858"SLIT and NTRK-1i ke famly,
menber 6"« SLI TRK6e Hs. 525105« ENSG00000184564++16021 // integral to nmenbrane //
inferred fromel ectroni c annot ati one

229572_at » gb: BF037662 / DB_XREF=gi : 10745973 / DB_XREF=601462103F1

/ CLONE=I MAGE: 3865344 / FEA=EST / CNT=17 /Tl D=Hs. 25786. 0 / TI ER=St ack / STK=13

/ UG=Hs. 25786 /UG Tl TLE=ESTse 2. 189866937+ 3. 014588081+ " Tr anscri bed | ocus,
nmoderately sinmlar to XP_508230.1 zinc finger protein 195 [Pan

trogl odytes]"eeHs. 25786«

225703 _at » gb: AL583509 / DB_XREF=gi : 12952541 / DB_XREF=AL583509

/ CLONE=CSODC009YOL3 (5 prine) /FEA=NRNA /CNT=99 /Tl D=Hs. 127270. 0 / Tl ER=St ack
[ STK=24 [ UG=Hs. 127270 /LL=57666 /UG _GENE=KI AA1545 /UG TI TLE=KI AA1545
proteine2.189121178« 3. 050840991« Kl AA1545 pr ot ei ne KI AA1545¢ Hs. 411138e ¢«
212170_at » gb: BF447705 / DB_XREF=gi : 11512843 / DB_XREF=7(q94d07. x1

/ CLONE=I MAGE: 3706021 / FEA=nRNA / CNT=219 /Tl D=Hs. 180895. 0 / Tl ER=St ack / STK=33
/ UG=Hs. 180895 /LL=10137 /UG _GENE=KI AA0765 /UG Tl TLE=putati ve brain

nucl earl y-targeted proteine2. 188325051« 2. 257961539+ RNA bi nding nmotif protein
12« RBML2¢ Hs. 246413« ENSG00000125976++ 5634 // nucleus // inferred from

el ectronic annotation*166 // nucleotide binding // inferred fromelectronic
annotation /// 3676 // nucleic acid binding // inferred fromelectronic
annotation /// 3723 // RNA binding // inferred fromelectronic annotation
218494 _s_at+"gb: NM 020062. 1 / DB_XREF=gi : 13236503 / GEN=CGEF / FEA=FLMRNA



/ CNT=104 /Tl D=Hs. 170088. 0 / Tl ER=FL / STK=0 / UG=Hs. 170088 /LL=56731 / DEF=Hono
sapi ens GLUT4 enhancer factor (CGEF), nRNA. /PROD=GLUT4 enhancer factor

/ FL=gh: AF249267. 3 gb: NM_020062. 1"+ 2. 187741366+ 2. 204163954+ SLC2A4

regul at or « SLC2AARG Hs. 435126+ ENS(00000125520+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // traceabl e author statenent"+5634 // nucleus // non-traceable
aut hor statenent«3700 // transcription factor activity // traceabl e author
statenment /// 8270 // zinc ion binding // inferred fromelectronic
annot ati on

231806_s_ategb: AL133630. 1 / DB_XREF=gi : 6599272 / GEN=DKFZp434N0223 / FEA=FLnMRNA
/ CNT=3 / Tl D=Hs. 26996. 1 / Tl ER=ConsEnd / STK=0 / UG=Hs. 26996 /LL=27148 / DEF=Hono
sapi ens MRNA; cDNA DKFZp434N0223 (from cl one DKFZp434N0223); partial cds.

/ PROD=hypot heti cal protein

/| FL=gb: AF200« 2. 186252902+ 6. 249008772+ "seri ne/ t hr eoni ne ki nase 36 (fused
honol og, Drosophil a)"es STK36¢ Hs. 471404+« ENSG00000163482+ 6468 // protein am no
aci d phosphorylation // non-traceabl e author statement /// 7076 // mtotic
chronmosonme condensation // inferred fromelectronic annotatione«4674 //
protein serine/threonine kinase activity // non-traceabl e aut hor statenent
/11l 5488 // binding // inferred fromelectronic annotation /// 5524 /] ATP
binding // non-traceable author statement /// 16740 // transferase activity
/1 inferred fromelec

205930_at « " gb: NM_005513. 1 / DB_XREF=gi : 5031726 / GEN=GITF2E1l / FEA=FLNRNA / CNT=28
/ TI D=Hs. 145381. 0 / Tl ER=FL+St ack / STK=10 /UG=Hs. 145381 /LL=2960 / DEF=Honmo
sapi ens general transcription factor I1E, polypeptide 1 (al pha subunit, 56kD)
(GTF2E1), nRNA. /PROD=general transcr"e2.186176186¢2.449048287+"genera
transcription factor I1E, polypeptide 1, alpha

56kDa" ¢ GTF2ELle Hs. 445272+ ENSG00000153767+" 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred fromel ectronic annotation /// 6367 //
transcription initiation from RNA polynerase Il pronoter // traceabl e author
statenent"+5634 // nucleus // inferred fromelectronic annotation /// 5673 //
transcription factor TFIIE conplex // not recordede16251 // general RNA

pol ymerase Il transcription factor activity // not recorded
200988_s_at *"gb: NM_005789. 1 / DB_XREF=gi : 5031996 / GEN=PSME3 / FEA=FLNMRNA

/ CNT=330 / Tl D=Hs. 152978. 0 / Tl ER=FL / STK=0 / UG=Hs. 152978 /LL=10197 / DEF=Hono
sapi ens proteasone (prosome, nmacropain) activator subunit 3 (PA28 gamm; Ki)
(PSME3), nRNA. / PROD=pr ot easomne (prosone,
ma"e2.173604313 2. 909135876+ " pr ot easone (prosone, mnacropain) activator
subunit 3 (PA28 gamm; Ki)"e«PSME3e Hs. 152978« ENSG00000131467¢ 8537 //

pr ot easonme activator conplex // inferred fromelectronic annotatione8538 //
prot easonme activator activity // inferred fromelectronic annotation

227143 _s_at «"gb: AA706658 / DB_XREF=gi : 2716576 / DB_XREF=ag90h05.r1

/ CLONE=I MAGE: 1141785 / FEA=EST / CNT=31 /Tl D=Hs. 315689. 1 / Tl ER=St ack / STK=20

/ UG=Hs. 315689 /UG Tl TLE=Honp sapi ens cDNA: FLJ22373 fis, clone
HRCO6741"« 2. 17180362+ 2. 275882422+ BH3 i nteracti ng domai n death

agoni st Bl D Hs. 474150« ENSG00000015475+ 8625 // induction of apoptosis via
death domain receptors // traceable author statenent /// 8637 // apoptotic

m t ochondri al changes // traceabl e author statenent /// 43065 // positive
regul ati on of apoptosis // inferred from el ectronic annotatione5624 //
menbrane fraction // traceable author statement /// 5737 // cytoplasm//
inferred fromelectronic annotation /// 5739 // mtochondrion // traceable
aut hor statenent /// 5829 // cytosol // traceabl e author statenente5123 //
death receptor binding // traceabl e author statenent

242996_at « " gb: Al 341686 / DB_XREF=gi : 4078613 / DB_XREF=0qq95h06. x1

/ CLONE=I MAGE: 1939163 / FEA=EST / CNT=3 / Tl D=Hs. 246268. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 246268 /UG Tl TLE=ESTs, Highly simlar to RF1IM HUVAN M TOCHONDRI AL
PEPTI DE CHAI N RELEASE FACTOR 1 PRECURSOR

(H sapiens)"«2.163604023+2. 022705133+ t ochondri al translational release
factor 1e MIRF1leHs. 382176« ENSG00000120662+6412 // protein biosynthesis //
inferred fromelectronic annotation /// 6415 // translational term nation //
inferred fromelectronic annotation /// 6449 // regul ation of translationa
term nation // traceable author statenente5739 // mtochondrion // traceable
aut hor statenente«3747 // translation rel ease factor activity // inferred from
el ectronic annotation /// 3747 // translation release factor activity //
traceabl e aut hor statenent

206377_at «"gb: NM_001452. 1 / DB_XREF=gi : 4557594 / GEN=FOXF2 / FEA=FLNRNA / CNT=15
/ TID=Hs. 44481. 0 / Tl ER=FL+St ack / STK=8 / UG=Hs. 44481 /LL=2295 / DEF=Honp sapi ens
forkhead box F2 (FOXF2), nRNA. /PROD=forkhead box F2 /FL=gb: U13220. 1

gb: NM_001452. 1"+ 2. 158766665+ 2. 318718032+ f or khead box

F2¢ FOXF2+ Hs. 484423« ENS(00000137273+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 6366 // transcription from RNA
pol ymerase Il pronmoter // not recorded"+5634 // nucleus // traceabl e author
statement /// 5667 // transcription factor conplex // traceabl e author
statement+3700 // transcription factor activity // non-traceabl e author
statement /// 3702 // RNA polynerase Il transcription factor activity // not
recorded /// 3713 // transcription coactivator activity // not recorded
224655_at » gb: AA432267 / DB_XREF=qgi : 2114655 / DB_XREF=zw78e08. s1

/ CLONE=I MAGE: 782342 / FEA=FLNRNA / CNT=268 / Tl D=Hs. 43436. 1 / Tl ER=St ack / STK=30
/ UG=Hs. 43436 /LL=50808 /UG GENE=AKL3L /UG Tl TLE=adenyl ate ki nase 3 al pha |i ke
/ FL=gb: NM_016282. 1 gb: AB021870. 1+ 2. 154872507+ 2. 291640888+ adenyl at e ki nase



3¢ AK3e Hs. 493362+ ENSG00000147853+" 6139 // nucl eobase, nucl eosi de, nucl eoti de
and nucleic acid netabolism// inferred fromelectronic annotation /// 8652
/! am no acid biosynthesis // inferred fromelectronic annotation"«5739 //

m tochondrion // inferred fromelectronic annotation /// 5739 //

m tochondrion // inferred fromsequence or structural simlaritye4017 //
adenyl ate ki nase activity // inferred fromelectronic annotation /// 4017 //
adenyl ate ki nase activity // not recorded /// 4765 // shiki mate ki nase
activity // inferred fromelectronic annotation /// 5524 // ATP binding //
inferred fromelectronic

225943 _at » gh: BF222737 / DB_XREF=gi : 11129828 / DB_XREF=7(q32e10. x1

/ CLONE=I MAGE: 3699955 / FEA=NRNA / CNT=84 /Tl D=Hs. 22151. 1 / TI ER=St ack / STK=10

/ UG=Hs. 22151 /LL=57486 /UG GENE=KI AA1226 /UG TI TLE=KI AA1226

proteine2. 15318262+ 2. 273737937+ neurol ysin (netal | opepti dase M

fam ly)eNLNe Hs. 247460« ENSG00000123213+ 6508 // proteol ysis and peptidolysis //
inferred fromel ectronic annotatione5739 // mtochondrion // inferred from
el ectroni c annotatione4222 // netall oendopepti dase activity // inferred from
el ectronic annotation /// 8270 // zinc ion binding // inferred from

el ectronic annotation /// 16787 // hydrol ase activity // inferred from

el ectroni c annotation

203874_s_at«"gb: NM_003069. 1 / DB_XREF=gi : 4507066 / GEN=SMARCA1 / FEA=FLmRNA

/ CNT=98 /Tl D=Hs. 152292. 0 / Tl ER=FL+St ack / STK=28 / UG=Hs. 152292 /LL=6594

/ DEF=Honmo sapiens SWSNF rel ated, matrix associ ated, actin dependent

regul ator of chromatin, subfamly a, nmenber 1

( SMARCAL) "« 2. 145924929+ 2. 398900649+ " SW/SNF rel ated, matrix associated, actin
dependent regul ator of chromatin, subfamly a, menber

1"« SMARCALe Hs. 152292+« ENSG00000102038+ " 6338 // chromatin renodeling //
traceabl e author statement /// 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotation /// 5634 // nucleus // traceabl e author statenmente3677
/1 DNA binding // inferred fromelectronic annotation /// 4386 // helicase
activity // inferred fromelectronic annotation /// 4386 // helicase activity
/1 traceable author statenent /// 5524 // ATP binding // inferred from

el ectroni c annotation ///

211684 _s_at «"gb: AF250307. 1 / DB_XREF=gi : 13649464 / FEA=FLNRNA / CNT=1

/ TI D=HsAf f x. 900515. 594 /Tl ER=FL / STK=0 / DEF=Hono sapi ens cytopl asm ¢ dynein

i nternedi ate chain 2C nRNA, conpl ete cds. /PROD=cytopl asm ¢ dynein

i ntermedi ate chain 2C / FL=gh: AF250307. 1"+ 2. 141391738+ 2. 165141845+ " dynei n,
cytoplasmc, intermedi ate polypeptide 2 /// dynein, cytoplasmc, intermediate
pol ypepti de 2"« DNCl 2¢ Hs. 546250« ENSG00000077380+ 7018 // mi cr ot ubul e- based
nmovenent // non-traceabl e author statenmente5737 // cytoplasm// non-traceabl e
aut hor statenent /// 30286 // dynein conmplex // inferred fromelectronic
annot atione3777 // mcrotubule nmotor activity // non-traceabl e author

st at enent

238880_at » gb: Al 241331 / DB_XREF=gi : 3836728 / DB_XREF=gk17c02. x1

/ CLONE=I MAGE: 1869218 / FEA=EST / CNT=7 /Tl D=Hs. 131765. 0 / TI ER=ConsEnd / STK=1

/ UG=Hs. 131765 /UG Tl TLE=ESTs* 2. 141091724+ 2. 900411142+ general transcription
factor |11 AsGIF3As Hs. 445977« ENSG00000122034+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 6383 //
transcription fromRNA polynerase I1l pronoter // traceabl e author statenent
/1] 9303 //"+5634 // nucleus // inferred fromelectronic annotatione3677 //
DNA binding // inferred fromelectronic annotation /// 3709 // RNA pol ymerase
Il transcription factor activity // traceable author statement /// 3723 //
RNA binding // inferred fromelectronic annotation /// 8270 // zinc ion
binding // inferred f

224995 at e gh: AJ277587. 1 / DB_XREF=gi : 8920229 / GEN=Spir-1 / FEA=mRNA / CNT=163

/ TID=Hs. 16758. 0 / TI ER=St ack / STK=39 / UG=Hs. 16758 /LL=56907 / DEF=Hono sapi ens
partial mMRNA for Spir-1 protein (Spir-1 gene). /PROD=Spir-1
proteine2. 134906775+ 2. 153281215+ spire honol og 1

(Drosophi | a) « SPI RE1e Hs. 515283+ ENSG00000134278+ 5634 // nucleus // inferred
from el ectronic annotati one

230130_at » gb: Al 692523 / DB_XREF=gi : 4969863 / DB_XREF=wd73d06. x1

/ CLONE=I MAGE: 2337227 |/ FEA=EST / CNT=13 /Tl D=Hs. 110373. 1 / TI ER=St ack / STK=10

/ UG=Hs. 110373 / UG_TI TLE=ESTs* 2. 130605708+ 3. 910086543+ Sl it honol og 2

(Drosophi |l @) eSLI T2« Hs. 29802« ENSG00000145147+ 1657 // ureteric bud devel oprent
/1 inferred from mutant phenotype /// 6935 // chenmotaxis // inferred from

el ectronic annotation /// 7155 // cell adhesion // inferred fromelectronic
annotation /// 7186 // G protein coupled receptor protein signaling pathe5615
/1 extracellular space // not recorded /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation* 4963 // follicle stimulating hornone
receptor activity // inferred fromelectronic annotation /// 5102 // receptor
binding // traceable author statenent /// 5198 // structural nol ecul e
activity // inferred fromelectronic annotation /// 5509 // calciumio
231766_s_ategb: Ur3778. 1 / DB_XREF=gi : 1846004 / GEN=COL12A1 / FEA=FLNRNA / CNT=26
/ TI D=Hs. 101302. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 101302 /LL=1303 / DEF=Hunan
col l agen type Xl | al pha-1 precursor (COL12Al1) nRNA. /PROD=col | agen type Xl |
al pha-1 /FL=gb: NM 004370. 3+ 2. 12937992« 2. 719933315+ " col | agen, type X1, al pha
1"+ COL12Als Hs. 101302« ENS@0000111799+ 1501 // skel etal devel opnment //
traceabl e author statenment /// 6817 // phosphate transport // inferred from
el ectronic annotation /// 7155 // cell adhesion // inferred fromelectronic



annotation /// 30199 // collagen fibril organization // non-traceabl e a*5578
/1 extracellular matrix (sensu Metazoa) // inferred fromelectronic
annotation /// 5595 // collagen type XIl // non-traceabl e author statenent
/11 5595 // collagen type Xl // traceable author statenent /// 5737 //
cytoplasm// inferred fromelectrone5198 // structural nolecule activity //
inferred fromelectronic annotation /// 5515 // protein binding // inferred
fromelectronic annotation /// 30020 // extracellular matrix structura
constituent conferring tensile strength // non-traceabl e author sta
210868_s_at «"gb: BC0O01305. 1 / DB_XREF=gi : 12654918 / FEA=FLNRNA / CNT=2

/ TI D=Hs. 211556. 1 / TI ER=FL / STK=0 /UG=Hs. 211556 /LL=79071 /UG _GENE=M3C5487

/| DEF=Honmo sapi ens, clone M3C: 5487, nRNA, conpl ete cds. /PROD=Unknown (protein
for M3C:.5487) /FL=gb: BO0O01305. 1"« 2. 129329528+ 2. 591424322« "ELOVL fami |y menber
6, elongation of long chain fatty acids (FENL/El 02, SURA4/El 03-1ike,

yeast )"« ELOVL6e Hs. 412939« ENSG00000170522++ 16021 // integral to nenbrane //
inferred fromel ectroni c annot ati one

232181 _at+"gb: AU157049 / DB_XREF=gi : 11018570 / DB_XREF=AU157049

/ CLONE=PLACE1005898 / FEA=nRNA / CNT=11 / Tl D=Hs. 159475. 0 / TI ER=ConsEnd / STK=3
/ UG=Hs. 159475 /UG Tl TLE=Honp sapi ens cDNA FLJ14284 fis, clone
PLACE1005898"«2. 127169268+ 3. 531424951« hypot heti cal protein

LOC153346¢ LOC153346e e

202925_s_at «"gb: NM_002657. 2 / DB_XREF=gi : 6031195 / GEN=PLAG.2 / FEA=FLmRNA

/ CNT=148 /Tl D=Hs. 154104. 0 / Tl ER=FL+St ack / STK=58 /UG=Hs. 154104 /LL=5326

/ DEF=Honmo sapi ens pl ei onor phi ¢ adenoma gene-like 2 (PLAG2), nmRNA

/ PROD=pl ei onor phi ¢ adenoma gene-like 2

/ FL=gb: NM _002657. 2"+ 2. 124718537+ 3. 492289387+ pl ei onor phi c adenoma gene-|i ke
2¢ PLAG 2+ Hs. 154104+ ENSG00000126003+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotation*3700 // transcription factor activity // traceable

aut hor statenent /// 8270 // zinc ion binding // inferred fromelectronic
annot ati on

227261 _at » gb: AA020010 / DB_XREF=gi : 1483683 / DB_XREF=ze62f 10. s1

/ CLONE=I MAGE: 363595 / FEA=EST / CNT=35 / Tl D=Hs. 294018. 0 / Tl ER=St ack / STK=13

/ UG=Hs. 294018 / UG _TI TLE=ESTse 2. 120400755+ 2. 488821862+ Kr uppel -1 i ke factor

12« KLF12+ Hs. 373857« ENSG00000118922+ 6350 // transcription // inferred from

el ectronic annotation /// 6357 // regulation of transcription from RNA

pol ymerase ||l promoter // traceabl e author statenmente5634 // nucleus //
inferred fromel ectronic annotati on*3700 // transcription factor activity //
traceabl e author statenment /// 3714 // transcription corepressor activity //
traceabl e author statenment /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

204540_at « " gb: NM_001958. 1 / DB_XREF=gi : 4503474 / GEN=EEF1A2 / FEA=FLMRNA

/ CNT=112 /Tl D=Hs. 2642. 0 / TI ER=FL+St ack / STK=16 /UG=Hs. 2642 /LL=1917 / DEF=Hono
sapi ens eukaryotic translation elongation factor 1 al pha 2 (EEF1A2), nRNA

/ PROD=eukaryotic translation el ongation
fac"+2.118715748+ 2. 868424992+ eukaryoti c transl ati on el ongati on factor 1 al pha
2¢ EEF1A2¢ Hs. 433839+ ENSG00000101210+ 6412 // protein biosynthesis // inferred
fromelectronic annotation /// 6414 // translational elongation // inferred
fromelectronic annotati on*5634 // nucleus // inferred fromelectronic
annotation /// 5737 // cytoplasm// inferred fromelectronic annotatione3746
/1 translation elongation factor activity // inferred fromelectronic
annotation /// 5525 // GIP binding // inferred fromelectronic annotation
208995_s_ate+"gb: U40763. 1 /DB XREF=gi : 1117967 / FEA=FLMRNA / CNT=195

[ TI D=Hs. 77965. 0 / TI ER=FL / STK=0 /UG=Hs. 77965 /LL=9360 /UG _GENE=PPI G

/ DEF=Hurman Cl k- associ ated RS cycl ophilin CARS-Cyp nRNA, conplete cds.

/ PROD=CARS- Cyp / FL=gb: NM 004792. 1

gb: U40763. 1"« 2. 117453557+ 2. 027158489+ pept i dyl - prol yl isonerase G (cyclophilin
G * PPl G Hs. 470544« ENS(00000138398+ 6457 // protein folding // inferred from
el ectronic annotation /// 8380 // RNA splicing // traceabl e author
statenment+«5654 // nucl eoplasm// traceabl e author statenente3755 //

peptidyl -prolyl cis-trans isomerase activity // inferred fromelectronic
annotation /// 16018 // cyclosporin A binding // traceabl e author statenent
/1]l 16853 // isonerase activity // inferred fromelectronic annotation
203159_at « " gb: NM_014905. 1 / DB_XREF=gi : 7662327 [ GEN=GLS / FEA=FLnRNA / CNT=140
/ TI D=Hs. 239189. 0 / TI ER=FL+St ack / STK=52 /UG=Hs. 239189 /LL=2744 |/ DEF=Hono
sapi ens gl utam nase (GS), nRNA /PROD=gl utam nase C /FL=gb: AF223943. 1

gb: AF327434.1 gb: NM 014905. 1 gb: AB020645. 1

gb: " 2.109268267+2. 020916554« gl ut ani nases GLSs Hs. 116448+ ENSG00000115419¢« 6543
/1 glutam ne catabolism// non-traceabl e author statenmente5739 //

m tochondrion // non-traceabl e author statenmente4359 // gl utam nase activity
/1 non-traceabl e author statenent /// 16787 // hydrol ase activity // inferred
from el ectronic annotation

1553764_a_at*"gb: NM_032876. 1 / DB_XREF=gi : 14249621 / Tl D=Hs2. 64552. 1 / CNT=12

/ FEA=FLMRNA / Tl ER=FL / STK=0 /LL=84962 /UG GENE=JUB / UG=Hs. 64552

/ UG_TI TLE=j ub, aj uba honol og (Xenopus | aevis) /DEF=Hono sapiens jub, ajuba
honol og ( Xenopus | aevis) (JUB), nmRNA.

/ FL=gb: NM_032876. "+ 2. 099279274+ 4. 992485733+ "j ub, aj uba honol og ( Xenopus

| aevi s) "+ JUBe Hs. 508910+ ENSGD0000129474++8270 // zinc ion binding // inferred
from el ectronic annotation

241687_at » gb: BEB86288 / DB_XREF=gi : 10340244 / DB_XREF=601509872F1

/ CLONE=I MAGE: 3911656 /FEA=EST / CNT=5 /Tl D=Hs. 155775.0 / TI ER=ConsEnd / STK=0



/ UG=Hs. 155775 / UG Tl TLE=ESTs* 2. 098108031« 3. 681359734« Tr anscri bed

| ocuse e Hs. 155775«

235147 _at »gh: R56118 / DB_XREF=gi : 826224 / DB_XREF=yg94d01. s1 / CLONE=I MAGE: 41385
/ FEA=EST / CNT=17 /Tl D=Hs. 177788. 0 / Tl ER=ConsEnd / STK=0 /UG=Hs. 177788

/ UG_TI TLE=ESTs* 2. 093624047+ 2. 654197554« Hypot heti cal gene supported by
AK096649¢ ¢ Hs. 528187e e«

226166_x_at *gb: AU149216 /DB _XREF=gi : 11010737 / DB_XREF=AU149216

/ CLONE=NT2RWA001836 / FEA=nRNA / CNT=64 / TI D=Hs. 26996. 0 / TI ER=St ack / STK=31

/ UG=Hs. 26996 /LL=27148 /UG GENE=KI AA1278 /UG TI TLE=KI AA1278

pr ot ei ne2. 08641926+ 2. 500748169+ "seri ne/t hreoni ne ki nase 36 (fused honol og,
Dr osophi | a) "« STK36e Hs. 471404« ENSG0000163482+ 6468 // protein am no acid
phosphoryl ation // non-traceable author statement /// 7076 // mtotic
chronosonme condensation // inferred fromelectronic annotatione«4674 //
protein serine/threonine kinase activity // non-traceabl e aut hor statenent
/11l 5488 // binding // inferred fromelectronic annotation /// 5524 /] ATP
bi nding // non-traceable author statement /// 16740 // transferase activity
/1 inferred fromelec

203875_at « " gb: NM_003069. 1 / DB_XREF=gi : 4507066 / GEN=SMARCAL1 / FEA=FLNRNA

/ CNT=98 /Tl D=Hs. 152292. 0 / Tl ER=FL+St ack / STK=28 / UG=Hs. 152292 /LL=6594

/ DEF=Honmo sapiens SWSNF rel ated, matrix associ ated, actin dependent

regul ator of chromatin, subfamly a, nmenber 1

( SMARCAL) "+ 2. 086187632+ 2. 96295447«"SW/SNF rel ated, matrix associ ated, actin
dependent regul ator of chromatin, subfamly a, menber

1"« SMARCALe Hs. 152292+« ENSG00000102038+ " 6338 // chromatin renodeling //
traceabl e author statement /// 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotation /// 5634 // nucleus // traceabl e author statenmente3677
/1 DNA binding // inferred fromelectronic annotation /// 4386 // helicase
activity // inferred fromelectronic annotation /// 4386 // helicase activity
/1 traceable author statenent /// 5524 // ATP binding // inferred from

el ectroni c annotation ///

244686_at » gb: Al 939467 / DB_XREF=gi : 5678430 / DB_XREF=t f 28h05. x5

/ CLONE=I MAGE: 2097561 / FEA=EST / CNT=3 / Tl D=Hs. 161210. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 161210 /UG Tl TLE=ESTse 2. 082787556+ 2. 4543356+ Tr eacher

Col l'i ns-Franceschetti syndrome 1e TCOFleHs. 519672« ENSG0000070814+ 1501 //
skel etal devel opnent // traceable author statement /// 6810 // transport //
inferred fromel ectronic annotation*5634 // nucleus // inferred from

el ectronic annotation /// 5730 // nucleolus // traceabl e author
statenment+5215 // transporter activity // traceabl e author statenent

219559 _at«"gb: NM 022082. 1 / DB_XREF=gi : 11545794 / GEN=FLJ23412 / FEA=FLmRNA

/ CNT=29 /Tl D=Hs. 34487. 0 / TI ER=FL+St ack / STK=24 /UG=Hs. 34487 /LL=63910

/ DEF=Hono sapi ens hypot hetical protein FLJ23412 (FLJ23412), nRNA

/ PROD=hypot heti cal protein FLJ23412

/ FL=gb: NM _022082. 1"+ 2. 082337262+ 2. 861953839+ chr onbsone 20 open readi ng frame
59« C200r f 59¢ Hs. 512686+ ENSG00000101194+ 6810 // transport // inferred from

el ectroni c annotatione16020 // nenbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati one5215 // transporter activity // inferred fromelectronic
annot ati on

225202_at » gb: BE620739 / DB_XREF=gi : 9891677 / DB_XREF=601483201T1

/ CLONE=I MAGE: 3885601 / FEA=EST / CNT=142 /Tl D=Hs. 10432.0 / TI ER=St ack / STK=69

/ UG=Hs. 10432 / UG Tl TLE=ESTs* 2. 068828957+ 2. 118237802+ Rho-rel at ed BTB domai n
cont ai ni ng 3¢ RHOBTB3+ Hs. 445030« ENSG00000164292¢++3924 // GIPase activity //
non-traceabl e author statenment /// 5515 // protein binding // inferred from
el ectroni c annotation

224428 s_ate+"gb: AY029179. 1 / DB_XREF=gi : 13641303 / GEN=JP1 / FEA=FLNRNA / CNT=1
/ TI D=HsAf f x. 900675. 874 / Tl ER=FL / STK=0 / DEF=Hono sapi ens c- Myc target JP1
(JP1) nRNA, conplete cds. /PROD=c-Mc target JP1

/ FL=gb: AY029179. 1"+ 2. 068601364+ 2. 551220643<cel | division cycle associated 7
/11 cell division cycle associated 7¢CDCA7¢Hs. 470654« ENSG00000144354+910 //
cytokinesis // inferred fromelectronic annotationee

224151 s_ate+"gb: AF183419. 1 / DB_XREF=gi : 9963776 / FEA=FLMRNA / CNT=2

/ TI D=Hs. 43436. 0 / TI ER=FL / STK=0 /UG=Hs. 43436 /LL=50808 /UG GENE=AKL3L

/| DEF=Honmo sapi ens GIP: AMP phosphotransferase nRNA, conpl ete cds; nucl ear gene
for mtochondrial product. /PROD=GIP: AMP

phosphot ransf "« 2. 065756364+ 2. 460862268+ adenyl at e ki nase

3¢ AK3e Hs. 493362+ ENSG00000147853+" 6139 // nucl eobase, nucl eosi de, nucl eoti de
and nucleic acid netabolism// inferred fromelectronic annotation /// 8652
/! am no acid biosynthesis // inferred fromelectronic annotation"«5739 //

m tochondrion // inferred fromelectronic annotation /// 5739 //

m tochondrion // inferred fromsequence or structural simlaritye4017 //
adenyl ate ki nase activity // inferred fromelectronic annotation /// 4017 //
adenyl ate ki nase activity // not recorded /// 4765 // shiki mate ki nase
activity // inferred fromelectronic annotation /// 5524 // ATP binding //
inferred fromelectronic

1556121 _at +"gh: AK021751. 1 / DB _XREF=gi : 10432997 / Tl D=Hs2. 419776. 1 / CNT=28

/ FEA=nRNA / Tl ER=ConsEnd / STK=5 / UG=Hs. 419776 /UG Tl TLE=Honp sapi ens cDNA
FLJ11689 fis, clone HEMBA1004977. /DEF=Honp sapi ens cDNA FLJ11689 fis, clone
HEMBA1004977. "« 2. 058627156+ 2. 383566787+ Nucl eosone assenbly protein 1-1ike

1e NAP1L1e Hs. 524599« ENSG00000187109+ 6260 // DNA replication // traceable



aut hor statenent /// 6334 // nucl eosone assenbly // traceabl e aut hor
statenment /// 8284 // positive regulation of cell proliferation // traceable
aut hor statement+5634 // nucleus // inferred fromelectronic annotation ///
5678 // chromatin assenbly conplex // traceable author statemente

203574 _at « " gb: NM_005384. 1 / DB_XREF=gi : 4885516 / GEN=NFI L3 / FEA=FLNRNA / CNT=96
/ TI D=Hs. 79334. 0 / Tl ER=FL+St ack / STK=37 /UG=Hs. 79334 /LL=4783 / DEF=Hono

sapi ens nucl ear factor, interleukin 3 regulated (NFIL3), nmRNA. /PROD=nucl ear
factor, interleukin 3 regulated /FL=gb: NM 2. 058042334+ 3. 586866201« " nucl ear
factor, interleukin 3 regul ated"sNFl L3eHs. 79334« ENSG00000165030¢ " 6355 //
regul ati on of transcription, DNA-dependent // inferred fromelectronic
annotation /// 6366 // transcription from RNA pol ynerase Il pronoter //
traceabl e author statenent /// 6955 // inmune response // traceabl e author
statenent"+5634 // nucleus // traceabl e author statemente3700 //
transcription factor activity // traceable author statement /// 3714 //
transcription corepressor activity // traceabl e author statenent
210764_s_at«"gb: AF003114. 1 / DB_XREF=gi : 6649848 / GEN=CYR61 / FEA=FLNMRNA / CNT=3
/ TID=Hs. 8867.1 / TI ER=FL / STK=0 /UG=Hs. 8867 /LL=3491 /UG TI TLE=cystei ne-rich
angi ogeni ¢ i nducer, 61 /DEF=Hono sapi ens CYR61 nmRNA, conpl ete cds.

/ FL=gb: AF003114. 1"+ 2. 057980668 2. 547293996+ " cyst ei ne-ri ch, angi ogeni c

i nducer, 61"«CYR61eHs. 8867« ENSG00000142871+1558 // regul ation of cell growth
/1 inferred fromelectronic annotation /// 6935 // chenotaxis // inferred
fromelectronic annotation /// 7155 // cell adhesion // inferred from

el ectronic annotation /// 7600 // sensory perception // inferred from

el ectroe5576 // extracellular region // inferred fromelectronic
annot ati on*5520 // insulin-like growh factor binding // inferred from

el ectronic annotation /// 8201 // heparin binding // inferred fromelectronic
annot ati on

229083 _at » gh: Al 672356 / DB_XREF=gi : 4852087 / DB_XREF=t y64c02. x1

/ CLONE=I MAGE: 2283842 / FEA=EST / CNT=15 / Tl D=Hs. 96996. 0 / TI ER=St ack / STK=15

/ UG=Hs. 96996 /UG Tl TLE=ESTse 2. 056405047+ 2. 006488979+ Het er ogeneous nucl ear

ri bonucl eopr ot ei n A0O* HNRPAQ« Hs. 96996« ENS(00000177733+6397 // nRNA processi ng
/1 traceabl e aut hor statenente30530 // heterogeneous nucl ear

ri bonucl eoprotein conplex // traceable author statenmente166 // nucl eotide
binding // inferred fromelectronic annotation /// 3723 // RNA binding //
traceabl e aut hor statenent

209897_s_at «"gb: AF055585. 1 / DB_XREF=gi : 4151204 / FEA=FLnRNA / CNT=39

[/ TI D=Hs. 29802. 1 / TI ER=FL / STK=0 /UG=Hs. 29802 /LL=9353 /UG GENE=SLI T2

/| DEF=Hono sapi ens neurogeni c extracellular slit protein Slit2 nmRNA, conplete
cds. /PROD=neurogenic extracellular slit protein Slit2
"e2.052969788+ 3. 115307187+slit homol og 2

(Drosophi |l @) eSLI T2« Hs. 29802« ENSG00000145147+ 1657 // ureteric bud devel oprent
/1 inferred from mutant phenotype /// 6935 // chenmotaxis // inferred from

el ectronic annotation /// 7155 // cell adhesion // inferred fromelectronic
annotation /// 7186 // G protein coupled receptor protein signaling pathe5615
/1 extracellular space // not recorded /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation*4963 // follicle stimulating hornone
receptor activity // inferred fromelectronic annotation /// 5102 // receptor
binding // traceable author statenent /// 5198 // structural nol ecul e
activity // inferred fromelectronic annotation /// 5509 // calciumio
226316_at » gb: BF592957 / DB_XREF=gi : 11685281 / DB_XREF=7j 97d11. x1

/ CLONE=I MAGE: 3442629 / FEA=EST / CNT=45 /Tl D=Hs. 104413. 0 / TI ER=St ack / STK=26

/ UG=Hs. 104413 / UG Tl TLE=ESTs* 2. 049595349+ 3. 382698928+ " CDNA cl one

| MAGE: 5295896, partial cds"eeHs.224080¢¢¢¢

219470_x_at«"gb: NM_019084. 1 / DB_XREF=gi : 9506628 / GEN=FLJ10895 / FEA=FLmRNA

/ CNT=35 /Tl D=Hs. 281348. 0 / TI ER=FL / STK=1 / UG=Hs. 281348 /LL=54619 / DEF=Hono
sapi ens hypothetical protein FLJ10895 (FLJ10895), nRNA. /PROD=hypothetica
protein FLJ10895 /FL=gb: NM 019084. 1"+ 2. 048303242+ 2. 911399121+cyclin

Je CCNJe Hs. 281348« ENSG00000107443+74 // regul ation of cell cycle // inferred
fromelectronic annotati on*5634 // nucleus // inferred fromelectronic
annot at i one

214919 s_at+gb: R39094 / DB_XREF=gi : 796550 / DB_XREF=yf50c09. s1

/ CLONE=I MAGE: 25528 / FEA=MRNA / CNT=10 / Tl D=Hs. 301226. 2 / TI ER=ConsEnd / STK=0

/ UG=Hs. 301226 /LL=57450 /UG _GENE=KI AA1085 /UG TI TLE=KI AA1085

proteine2. 047639336« 3. 437818512« eukaryotic translation initiation factor 4E
bi nding protein 3 /// NMASK-4E-BP3 alternate reading frame geneeEl FAEBP3 ///
MASK- BP3e « ENSG00000131503 6445 // regul ation of translation // inferred from
el ectronic annotation /// 17148 // negative regul ation of protein

bi osynthesis // inferred fromelectronic annotation /// 45947 // negative
regul ation of translational initiation // non-traceabl e author s«16281 //
eukaryotic translation initiation factor 4F conplex // non-traceabl e aut hor
statenment+8190 // eukaryotic initiation factor 4E binding // inferred from
el ectronic annotation /// 30371 // translation repressor activity //
non-traceabl e author statement /// 3676 // nucleic acid binding // inferred
from el ectronic annotation

242584 _at «gh: Al 954412 / DB_XREF=qgi : 5746722 |/ DB_XREF=wr 49a05. x1

/ CLONE=I MAGE: 2490992 / FEA=EST / CNT=7 / Tl D=Hs. 98427. 0 / Tl ER=ConsEnd / STK=0

/ UG=Hs. 98427 / UG Tl TLE=ESTse* 2. 045313129 2. 349988904+ hypot heti cal protein
FLJ13305¢ FLJ13305¢ Hs. 440466+ ENSG)0000170264¢ « «

228308_at » gh: Al 452444 | DB_XREF=qgi : 4285654 / DB_XREF=t j 62a09. x1

/ CLONE=I MAGE: 2146072 / FEA=EST / CNT=19 / Tl D=Hs. 24048. 1 / Tl ER=St ack / STK=9

/ UG=Hs. 24048 /LL=51303 /UG _GENE=LOC51303 /UG Tl TLE=FK506 bi ndi ng protein



precursore2. 043707227+ 2. 914934374+ " FK506 bi nding protein 11, 19

kDa" « FKBP11e Hs. 438695« ENSG00000134285+ 6457 // protein folding // inferred
fromelectronic annotatione«3755 // peptidyl-prolyl cis-trans isomerase
activity // inferred fromelectronic annotation /// 16853 // isonerase
activity // inferred fromelectronic annotation

233518_at « " gb: AU144449 | DB_XREF=gi : 11005970 / DB_XREF=AU144449

/ CLONE=HEMBA1001940 / FEA=nRNA / CNT=3 / Tl D=Hs. 324024. 0 / Tl ER=ConsEnd / STK=1

/ UG=Hs. 324024 /UG _TI TLE=Honp sapi ens cDNA FLJ11493 fis, clone
HEMBA1001940" « 2. 042813572+ 6. 830071568+ C one pp9372 unknown

MRNAs ¢« Hs. 469287

221731 _x_at *gb: BF218922 / DB _XREF=gi : 11112418 / DB_XREF=601885091F1

/ CLONE=I MAGE: 4103447 |/ FEA=nRNA / CNT=344 /Tl D=Hs. 81800. 4 / TI ER=St ack / STK=72
/ UG=Hs. 81800 /LL=1462 /UG GENE=CSP&X /UG Tl TLE=chondroitin sulfate

prot eogl ycan 2 (versican)e2. 035585844+ 2. 346026753+chondroitin sul fate

prot eogl ycan 2 (versican) e CSP&e Hs. 443681« ENS(00000038427+ 7275 // devel opnment
/1 traceable author statement /// 8037 // cell recognition // traceable

aut hor statenent«5578 // extracellular matrix (sensu Metazoa) // traceable
aut hor statenent«5509 // calciumion binding // inferred fromelectronic
annotation /// 5529 // sugar binding // inferred fromelectronic annotation
/11l 5540 // hyaluronic acid binding // traceabl e author statenent
202786_at «"gb: NM_ 013233. 1 / DB_XREF=gi : 7019542 / GEN=SPAK / FEA=FLnRNA / CNT=138
/ TI D=Hs. 199263. 0 / Tl ER=FL+St ack / STK=50 /UG=Hs. 199263 /LL=27347 / DEF=Hono
sapi ens Ste-20 rel ated kinase (SPAK), nmRNA. /PROD=Ste-20 rel ated ki nase

/ FL=gb: NM_013233. 1 gh: AF030403. 1 gb: AF09998"+ 2. 033782057+ 2. 577912573+ " seri ne
t hr eoni ne ki nase 39 (STE20/ SPS1 honol og,

yeast) "¢ STK39e Hs. 276271« ENSG0000198648 6468 // protein am no acid
phosphoryl ation // non-traceable author statement /// 6950 // response to
stress // non-traceabl e author statenmente5634 // nucleus // non-traceable
aut hor statenent /// 5737 // cytoplasm// non-traceabl e author statenente«4702
/1 receptor signaling protein serine/threoni ne kinase activity //
non-traceabl e author statement /// 4713 // protein-tyrosine kinase activity
/! inferred fromelectronic annotation /// 5524 // ATP binding //
non-traceabl e author statenment /// 16740 /

1555765_a_at »"gb: AF493872. 1 / DB_XREF=gi : 20147636 / GEN=GN&X / Tl D=Hs2. 32976. 3
/ CNT=1 / FEA=FLmRNA / Tl ER=FL / STK=1 /LL=2786 / UG=Hs. 32976 / DEF=Honmo sapi ens
guani ne nucl eoti de binding protein gamma 4 (GNG4) nRNA, conpl ete cds.

/ PROD=guani ne nucl eoti de bi ndi ng protei n gamma

4"« 2.020614872+ 3. 023647346« " guani ne nucl eoti de binding protein (G protein),
ganma 4"« GNHAe Hs. 159711« ENSA00000168243+ 7165 // signal transduction //
inferred fromelectronic annotation /// 8277 // regulation of Gprotein
coupl ed receptor protein signaling pathway // traceabl e author statenente«5834
/1 heterotrimeric Gprotein conplex // inferred fromelectronic annotation
/1]l 5886 // plasma nmenbrane // traceabl e author statenmente4871 // signa
transducer activity // inferred fromelectronic annotation
212624 _s_at »gb: BF339445 / DB_XREF=gi : 11285900 / DB_XREF=602038795F1

/ CLONE=I MAGE: 4186582 / FEA=nRNA / CNT=135 / Tl D=Hs. 169965. 1 / Tl ER=St ack / STK=42
/ UG=Hs. 169965 /LL=1123 /UG GENE=CHNL /UG TI TLE=chi neri n (chi naerin)

1¢2. 013541258+ 2. 268678916+ chi meri n (chi maerin)

1e CHN1e Hs. 380138+ ENSG00000128656+ 7242 // intracellul ar signaling cascade //
inferred fromelectronic annotatione«5070 // SH3/SH2 adaptor activity //
traceabl e author statenent /// 5096 // GIPase activator activity // not
recorded /// 19992 // diacylglycerol binding // inferred fromelectronic
annot ati on

235573 _at » gb: AL536101 / DB_XREF=gi : 12799594 / DB_XREF=AL536101

/ CLONE=CSODF022YMD6 (3 prine) /FEA=EST /CNT=11 /TI D=Hs. 201615. 0 / Tl ER=ConsEnd
/ STK=0 / UG=Hs. 201615 /UG Tl TLE=ESTs* 2. 013374408+ 4. 312608304+ Heat shock
105kDa/ 110kDa protein 1¢HSPHle Hs. 36927« ENSGD0000120694« 6457 // protein
folding // inferred fromelectronic annotation /// 6986 // response to

unfol ded protein // traceable author statemente5737 // cytoplasm// traceable
aut hor statenente5524 // ATP binding // inferred fromelectronic annotation
204693_at «"gb: NM_007061. 1 / DB_XREF=gi : 5902007 / GEN=MSE55 / FEA=FLNRNA / CNT=57
/ TI D=Hs. 148101. 0 / TI ER=FL / STK=0 /UG=Hs. 148101 /LL=11135 / DEF=Hono sapi ens
serum constituent protein (MSE55), nRNA /PROD=serum constituent protein

/ FL=gb: MB8338. 1 gb: NM_ 007061. 1"+2. 010641162 2. 873314705 CDC42 ef f ect or
protein (Rho GIPase binding) 1¢CDCA2EPleHs. 474797« ENSG00000128283+ 7275 //
devel opnent // traceabl e author statenmente5615 // extracellul ar space //
traceabl e aut hor statenmente

235392_at » gh: BG403162 / DB_XREF=gi : 13296610 / DB_XREF=602418990F1

/ CLONE=I MAGE: 4525798 / FEA=EST / CNT=14 /Tl D=Hs. 43845. 0 / TI ER=ConsEnd / STK=0

/ UG=Hs. 43845 / UG _TI TLE=ESTs* 2. 00716042+ 2. 3159513591 nsul i n receptor substrate
1le |l RS1e Hs. 471508+ ENSG00000169047+ 7165 // signal transduction // traceable
aut hor statenent«5737 // cytoplasm// traceabl e author statenente4871 //
signal transducer activity // traceable author statement /// 5069 //
transmenbrane receptor protein tyrosine kinase docking protein activity //
traceabl e author statenment /// 5158 // insulin receptor binding // inferred
from el ectronic annotation

229700_at » gb: BE966267 / DB_XREF=gi : 11771500 / DB_XREF=601660507R1

/ CLONE=I MAGE: 3906240 / FEA=EST / CNT=10 / TI D=Hs. 158101. 0 / Tl ER=St ack / STK=9

/ UG=Hs. 158101 / UG Tl TLE=ESTs* 2. 00709271« 2. 365285405+ hypot heti cal protein
LOC148203+ LOC148203¢ Hs. 359535+« " 6355 // regul ation of transcription

DNA- dependent // inferred fromel ectronic annotation"«5622 // intracellul ar



[/l inferred fromelectronic annotation*3676 // nucleic acid binding //
inferred fromel ectroni c annotation

227682_at " gb: BE645154 / DB_XREF=gi : 9969389 / DB_XREF=7e64b02. x1

/ CLONE=I MAGE: 3287211 / FEA=EST / CNT=33 /Tl D=Hs. 99216. 0 / TI ER=St ack / STK=22

/ UG=Hs. 99216 /UG TI TLE=ESTs, Moderately simlar to ALUS_HUVAN ALU SUBFAM LY
SX SEQUENCE CONTAM NATI ON WARNI NG ENTRY

(H sapiens)"0. 498765774+ 0. 465094396+ Transcri bed | ocusesHs. 99216ee«-
204359_at«"gb: NM 013231. 1 / DB_XREF=gi : 7019380 / GEN=FLRT2 / FEA=FLNRNA / CNT=86
/ TI D=Hs. 48998. 0 / TI ER=FL+St ack / STK=27 /UG=Hs. 48998 /LL=23768 / DEF=Hono

sapi ens fibronectin |eucine rich transmenbrane protein 2 (FLRT2), nRNA

/ PRCD=fi bronectin | eucine rich transnenbrane

"e0.497739655+0. 247544704+fi bronectin | eucine rich transnenbrane protein

2¢ FLRT2+ Hs. 533710« ENSG00000185070+ 7155 // cell adhesion // inferred from

el ectronic annotation*5578 // extracellular matrix (sensu Metazoa) //
non-traceabl e author statenment /// 5887 // integral to plasma nenbrane //
non-traceabl e aut hor statenmente"5057 // receptor signaling protein activity
/1 non-traceabl e author statenment /// 30674 // protein binding, bridging //
non-traceabl e aut hor statenent”

208936_x_at «"gb: AF074000. 1 / DB_XREF=gi : 5577965 / FEA=FLnRNA / CNT=266

/ TI D=Hs. 4082. 0 / TI ER=FL / STK=0 /UG=Hs. 4082 /LL=3964 /UG GENE=LGALS8 / DEF=Hono
sapi ens Po66 carbohydrate binding protein nRNA, conplete cds. /PROD=P066

car bohydrat e bi nding protein /FL=gb: AF074000. 1
gh"«0.497445045 0. 470824799+"1 ecti n, gal act osi de-bi ndi ng, soluble, 8
(galectin 8)"«LGALS8e Hs. 4082« ENS@0000116977++5615 // extracel |l ul ar space //
traceabl e aut hor statenente«5529 // sugar binding // inferred fromelectronic
annotation /// 5529 // sugar binding // traceabl e author statenent
227487_s_at+gb: Al 359165 / DB _XREF=gi : 4110786 / DB_XREF=qy26d12. x1

/ CLONE=I MAGE: 2013143 / FEA=EST / CNT=33 /Tl D=Hs. 21858. 1 / TI ER=St ack / STK=21

/ UG=Hs. 21858 /LL=10292 /UG GENE=TNRC3 /UG TI TLE=tri nucl eoti de repeat
cont ai ni ng 3¢0. 496088147+ 0. 337904897¢cccces

204491 _at+"gb: R40917 / DB_XREF=gi : 823119 / DB_XREF=yf 75d09. s1

/ CLONE=I MAGE: 28220 / FEA=FLNRNA / CNT=58 / Tl D=Hs. 172081. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 172081 /LL=5144 /UG _GENE=PDE4D /UG Tl TLE=phosphodi est er ase 4D,
cAMP-speci fic (dunce (Drosophil a)-honmol og phosphodi est erase

E"«0. 495878127+ 0. 20918572+ " Phosphodi est erase 4D, cAMP-specific
(phosphodi est erase E3 dunce honol og,

Dr osophi | a) "« PDE4ADe Hs. 117545« ENS@00000113448 7165 // signal transduction //
inferred fromelectronic annotation /// 9187 // cyclic nucl eoti de netabolism
/1 inferred fromsequence or structural simlaritye5625 // soluble fraction
/1 traceabl e author statement /// 5626 // insoluble fraction // traceable
aut hor statenente"4114 // 3',5'-cyclic-nucl eoti de phosphodi esterase activity
/1 non-traceabl e author statenent /// 4115 // cAMP-specific phosphodi esterase
activity // traceable author statement /// 16787 // hydrol ase activity //
inferred fromel ectroni c annotati on”

209763_at » gh: AL049176 / DB_XREF=qi : 4808226 / FEA=FLNMRNA / CNT=84 /Tl D=Hs. 82223. 0
/ TIER=St ack /STK=46 /UG=Hs. 82223 /LL=57803 /UG _GENE=LOC57803

/ UG_TI TLE=chor di n-1i ke / DEF=Human DNA sequence from cl one 141H5 on chr onosone
Xg22.1-23. Contains parts of a novel Chordin

LI Ke 0. 495190031+ 0. 353425976+ chordi n-11i ke

1e CHRDL1e Hs. 496587+ ENS(00000101938 7275 // devel opnment // inferred from

el ectroni c annotationes

223633_s_at «"gb: BCO05081. 1 / DB_XREF=gi : 13477230 / FEA=FLNRNA / CNT=42

/ TI D=Hs. 158515. 0 / TI ER=FL / STK=2 /UG=Hs. 158515 / DEF=Hono sapi ens, cl one

M3C: 13038, mRNA, conpl ete cds. /PROD=Unknown (protein for M3C:13038)

/ FL=gb: BC0O05081. 1"+ 0. 494656489+ 0. 486576549+ br evi cans BCAN» Hs. 516904+« ENSG0000013
2692+ 7155 // cell adhesion // inferred fromelectronic annotatione16020 //
menbrane // inferred fromel ectronic annotatione5529 // sugar binding //
inferred fromelectronic annotation /// 5540 // hyaluronic acid binding //
inferred fromel ectroni c annotation

226748_at e gh: Al 674731 / DB_XREF=qgi : 4875211 / DB_XREF=wd19g07. x1

/ CLONE=I MAGE: 2328636 / FEA=EST / CNT=44 /Tl D=Hs. 293658. 0 / TI ER=St ack / STK=21

/ UG=Hs. 293658 / UG Tl TLE=ESTs* 0. 493731763+ 0. 466308805+ hypot heti cal protein
M3C35274« M3C35274¢ Hs. 134045+ ENSG)0000140280+ 16998 // cell wall catabolism//
inferred fromel ectronic annotationee

209102_s_at *"gb: AF019214. 1 / DB_XREF=gi : 2460168 / FEA=FLnRNA / CNT=179

/ TI D=Hs. 10882. 1 / TI ER=FL+St ack / STK=98 / UG=Hs. 10882 /LL=26959 /UG GENE=HBP1
/| DEF=Honmo sapi ens HMS box containing protein 1 nRNA, conplete cds. /PROD=HM5
box containing protein 1 /FL=gbh: AF019214.1"«0.491287807+0. 399539028« HVG- box
transcription factor 1eHBPleHs. 162032« ENSG0000105856+" 6355 // regul ation of
transcription, DNA-dependent // inferred fromelectronic annotation"«5634 //
nucleus // inferred fromelectronic annotatione3677 // DNA binding //
inferred fromel ectroni c annotation

219090_at " gb: NM_020689. 2 / DB_XREF=gi : 10518346 / GEN=NCKX3 / FEA=FLMRNA / CNT=81
/ TID=Hs. 12321. 0 / TI ER=FL+St ack / STK=21 /UG=Hs. 12321 /LL=57419 / DEF=Hono

sapi ens sodi um cal ci um exchanger (NCKX3), nRNA. /PROD=sodi um cal ci um
exchanger /FL=gb: AF169257. 2 gb: NM_020689. 2"+ 0. 490291045+ 0. 187346281« "sol ute
carrier famly 24 (sodium potassi un cal ci um exchanger), nenber

3" ¢ SLC24A3+ Hs. 211252« ENS(0000185052+ 6811 // ion transport // inferred from
el ectronic annotation /// 6813 // potassiumion transport // inferred from
el ectronic annotation /// 6814 // sodiumion transport // inferred from

el ectronic annotation /// 6816 // calciumion transport // inferred fe«16021



/1 integral to menbrane // inferred fromelectronic annotatione15293 //
synmporter activity // inferred fromelectronic annotation /// 15297 //
antiporter activity // inferred fromelectronic annotation

205364 _at « " gb: NM_003500. 1 / DB_XREF=gi : 4501868 / GEN=ACOX2 / FEA=FLNRNA / CNT=47
/ TI D=Hs. 9795. 0 / TI ER=FL+St ack / STK=26 /UG=Hs. 9795 /LL=8309 / DEF=Hono sapi ens
acyl - Coenzynme A oxi dase 2, branched chain (ACOX2), nRNA. /PROD=acyl - Coenzyne
A oxi dase 2, branched chain /FL=gb:"«0.489066396¢0. 298773856+ "acyl - Coenzyne A
oxi dase 2, branched chai n"+ ACOX2¢ Hs. 444959« ENSGD0000168306+ 6118 // el ectron
transport // inferred fromelectronic annotation /// 6629 // |ipid metabolism
/1 inferred fromelectronic annotation /// 6631 // fatty acid netabolism//
inferred fromelectronic annotation /// 6635 // fatty acid beta-oxidation //
inferree5777 // peroxisome // non-traceabl e author statenmente3995 // acyl - CoA
dehydr ogenase activity // inferred fromelectronic annotation /// 3997 //
acyl - CoA oxi dase activity // traceable author statenent /// 16491 //

oxi doreductase activity // inferred fromel ectronic annotation

206761 _at " gb: NM_005816. 1 / DB_XREF=gi : 5032140 / GEN=TACTI LE / FEA=FLnRNA / CNT=9
/ TI D=Hs. 142023. 0 / TIER=FL / STK=1 / UG=Hs. 142023 /LL=10225 / DEF=Hono sapiens T
cell activation, increased |ate expression (TACTILE), nmRNA. /PROD=T cell
activation, i ncreased | ate expression "«0.487977518¢0. 354348581« CD96

ant i gene CD96e Hs. 142023« ENS@0000153283+ 6955 // i mmune response // traceable
aut hor statement /// 7155 // cell adhesion // traceable author statenente+5886
/1 plasma nenbrane // traceable author statenent /// 5887 // integral to

pl asma nenbrane // traceabl e author statenente

222269 _at+"gb: WB7634 / DB_XREF=gi : 1401698 / DB_XREF=zh67b09. s1

/ CLONE=I MAGE: 417113 / FEA=EST / CNT=19 / Tl D=Hs. 17947. 0 / Tl ER=ConsEnd / STK=4

[/ UG=Hs. 17947 /UG TI TLE=ESTs, Wakly simlar to KO2F3.10

(C. el egans)"«0. 487814463+ 0. 386487221« chr onbsone X open readi ng frane

33+ CXor f 33¢ Hs. 512181« ENSG00000155008¢ « *

218706_s_at * gb: AW575493 / DB_XREF=gi : 7247032

/ DB_XREF=Ul - HF- BMD- adp- a- 04- 0- Ul . s1 / CLONE=I MAGE: 3062287 / FEA=FLNRNA / CNT=96
/ TI D=Hs. 235445. 0 / TI ER=St ack / STK=19 / UG=Hs. 235445 /LL=65983

/ UG_GENE=FLJ21313 /UG TI TLE=hypot heti cal protein FLJ21313

/ FL=gb: NM 023927. 1+ 0. 487267562+ 0. 258522569« HCV NS3-transacti vated protein

2+ NS3TP2¢ Hs. 363558+ ENSG)0000155324¢ « «

231535_x_at * gb: Al 340264 / DB_XREF=gi : 4077191 / DB_XREF=(qx86d02. x1

/ CLONE=I MAGE: 2009379 / FEA=EST / CNT=9 / Tl D=Hs. 194093. 2 / Tl ER=St ack / STK=9

/ UG=Hs. 194093 /LL=54763 /UG _GENE=DKFZp434B1222 /UG Tl TLE=AKAP- bi ndi ng sperm
protein ropporine0.487173212+0. 240528417« "ropporin, rhophilin associ ated
protein 1"eROPNle Hs. 458304« ENSG0000065371+ 7165 // signal transduction //
inferred fromel ectronic annotation*16021 // integral to nenbrane // inferred
fromelectronic annotation /// 19867 // outer menbrane // inferred from

el ectroni c annotati on*8603 // cAMP-dependent protein kinase regul ator
activity // inferred fromelectronic annotation /// 15288 // porin activity
/1 inferred fromelectronic annotation

213537_at »gbh: Al 128225 / DB_XREF=gi : 3596739 / DB_XREF=(qc33e05. x1

/ CLONE=I MAGE: 1711424 | FEA=EST / CNT=30 / TI D=Hs. 914. 1 / Tl ER=St ack / STK=16

/ UG=Hs. 914 /UG _TI TLE=Human nmRNA for SB classl| histoconpatibility antigen

al pha- chai n*0. 487110537+ 0. 484878743+ " maj or hi stoconpatibility conplex, class
I1, DP al pha 1"«HLA- DPAle Hs. 347270+ ENS(00000168384+" 6955 // imrune response
/1 non-traceabl e author statenent /// 19884 // antigen presentation

exogenous antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exogenous antigen via MAC class Il // inferred fromelectronic
annotati 0"+5887 // integral to plasma nenbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // inferred fromelectronic annotations45012
/1 WMHC class Il receptor activity // non-traceabl e aut hor statenent
201005_at » " gb: NM_ 001769. 1 / DB_XREF=gi : 4502692 / GEN=CD9 / FEA=FLnRNA / CNT=342

/ TI D=Hs. 1244. 0 / TI ER=FL+St ack / STK=126 /UG=Hs. 1244 /LL=928 / DEF=Honp sapi ens
CD9 antigen (p24) (CD9), nRNA. /PROD=CD9 antigen (p24) /FL=gb: NM 001769.1

gb: L34068. 1 gb:NBS690.1"-0.485742804-0.473187647-CIB antigen

(p24) « CD9e Hs. 114286+ ENSG000000102786928 // cell notility // inferred from
direct assay /// 7155 // cell adhesion // inferred fromdirect assay /// 7342
/1 fusion of spermto egg plasma nenbrane // inferred fromdirect assay ///
30168 // platelet activation // non-traceabl e author statenent+«5886 // plasm
menbrane // non-traceabl e author statement /// 5887 // integral to plasm
menbrane // non-traceabl e author statenmente5515 // protein binding //
inferred from physical interaction

222424 s_at+"gb: BCO0O0805. 1 / DB_XREF=gi : 12654010 / FEA=FLnRNA / CNT=190

/ TID=Hs. 118064. 0 / TI ER=FL / STK=0 /UG=Hs. 118064 /LL=64710 /UG _GENE=NUCKS

/ DEF=Hono sapiens, simlar to rat nuclear ubiquitous casein kinase 2, clone
M3C: 5494, nRNA, conplete cds. /PROD=simlar to rat

"e0.484294177+0. 371697343 nucl ear ubi qui tous casei n ki nase and
cyclin-dependent ki nase substrat es NUCKSe Hs. 213061+ ENSG)0000069275+ ¢ 5634 //
nucleus // inferred fromelectronic annotatione

229232 _at«"gb: AWL35740 / DB_XREF=gi : 6139873 / DB_XREF=Ul - H Bl 1- acf-a-08-0-Ul . s1
/ CLONE=I MAGE: 2714007 / FEA=EST / CNT=16 /Tl D=Hs. 194071.0 /Tl ER=St ack / STK=10

/ UG=Hs. 194071 /UG Tl TLE=ESTs, Wakly simlar to unnaned protein product

(H. sapi ens) "+«0. 483490329+ 0. 441512199+ hypot heti cal protein

FLJ36812¢ FLJ36812¢ Hs. 234681« ENSG)0000180979¢ « «

216942_s_at+"gb: D28586. 1 / DB_XREF=gi : 466540 / FEA=nRNA / CNT=1 / Tl D=Hs. 75626. 2
/ TI ER=ConsEnd / STK=0 / UG=Hs. 75626 /LL=965 /UG GENE=CD58 / DEF=Human nmRNA f or
LFA-3(delta D2), partial cds. /PROD=LFA-3(delta



D2) "« 0. 482670273+ 0. 387967681 " CD58 anti gen, (Iynphocyte function-associ ated
antigen 3)"e«CD58¢Hs. 34341« ENS(00000116815+16337 // cell-cell adhesion //
non-traceabl e author statement /// 19735 // antim crobial hunoral response
(sensu Vertebrata) // not recordede5624 // menbrane fraction // not recorded
/1]l 5887 // integral to plasma nenbrane // non-traceable author statement ///
16020 // menbrane // inferred fromelectronic annotatione5515 // protein
binding // inferred from physical interaction

232238_at « " gh: AKO01380. 1 / DB_XREF=gi : 7022604 / FEA=nRNA / CNT=10

[/ TI D=Hs. 145479. 0 / TI ER=ConsEnd / STK=3 / UG=Hs. 145479 /UG Tl TLE=Honp sapi ens
cDNA FLJ10518 fis, clone NT2RP2000814 /DEF=Hono sapi ens cDNA FLJ10518 fi s,

cl one NT2RP2000814. "+ 0. 480444757+0. 439701825+ "asp (abnornmal spindle)-Iike,

m crocephal y associ ated (Drosophila)"e+ASPM Hs. 121028« ENSG00000066279+ 910 //
cytokinesis // inferred fromelectronic annotation /// 7049 // cell cycle //
inferred fromelectronic annotation /// 7067 // mtosis // inferred from

el ectroni c annotation*5634 // nucleus // inferred fromelectronic
annot ati on*5516 // calnodulin binding // inferred fromelectronic annotation
211990_at «"gh: M27487.1 / DB_XREF=gi : 703088 / GEN=HLA- DPA1 / FEA=FLnRNA / CNT=358
/ TID=Hs. 914. 0 / TI ER=FL+St ack / STK=139 /UG=Hs. 914 /DEF=Hono sapi ens MHC cl ass
Il DPw3-al pha-1 chain nmRNA, conplete cds. /PROD=MHC cl ass Il DP3-al pha

/ FL=gb: M27487. 1"+ 0. 480131624+ 0. 401457362+ " nmaj or hi stoconpatibility conpl ex,
class I, DP al pha 1"«HLA- DPAleHs. 347270+ ENSG00000168384+" 6955 // i nmune
response // non-traceable author statement /// 19884 // antigen presentation
exogenous antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exogenous antigen via MAC class Il // inferred fromelectronic
annotati0"+5887 // integral to plasma nenbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // inferred fromelectronic annotations45012
/1 WMHC class Il receptor activity // non-traceabl e author statenent
202191_s_at+gh: BE439987 / DB_XREF=gi : 9439470 / DB_XREF=HTML- 745F / FEA=FLnMRNA

/ CNT=244 | Tl D=Hs. 226133. 0 / TI ER=St ack / STK=21 /UG=Hs. 226133 /LL=8522

/ UG_GENE=GAS7 /UG Tl TLE=growt h arrest-specific 7 /FL=gb: AB007854. 1

gb: NM 005890. 1+ 0. 478524055+ 0. 472600783+ growt h arrest-specific

7+ GAST7+ Hs. 462214« ENSG0000007237+ 7050 // cell cycle arrest // traceable

aut hor statenent /// 7399 // neurogenesis // inferred fromelectronic
annotation /// 30154 // cell differentiation // inferred fromelectronic
annot ati one«3700 // transcription factor activity // traceabl e author

st at enent

201310_s_at+"gb: NM 004772. 1 / DB_XREF=gi : 4758865 / GEN=P311 / FEA=FLnRNA

/ CNT=470 / Tl D=Hs. 142827.0 / TI ER=FL+St ack / STK=195 / UG=Hs. 142827 /LL=9315

/| DEF=Honmo sapi ens P311 protein (P311), nRNA. /PROD=P311 protein

/ FL=gb: U30521. 1 gb: NM 004772.1

gb: U36189. 1"« 0. 478126845+ 0. 344337108+ chr onosorme 5 open readi ng frame

13+ C50r f 13+ Hs. 483067+ ENSGD0000134986¢ » «

206701_x_at+"gb: NM 003991. 1 / DB_XREF=gi : 4503466 / GEN-EDNRB / FEA=FLNMRNA

/ CNT=11 / Tl D=Hs. 82002. 1 / TI ER=FL / STK=0 /UG=Hs. 82002 /LL=1910 / DEF=Hono

sapi ens endothelin receptor type B (EDNRB), transcript variant 2, nRNA

/ PROD=endot hel in receptor type B isoform?2

/ FL=gb: NM "+ 0. 478053423+ 0. 391106406* endot hel i n receptor type

Be EDNRBe Hs. 82002+« ENSG00000136160«" 7194 // negative regul ati on of adenyl ate
cyclase activity // traceable author statenment /// 7200 // G protein
signaling, coupled to I P3 second nmessenger (phospholipase C activating) //
traceabl e author statenment /// 7399 // neurogenesis // traceabl e aut ho"«5886
/1 plasma nenbrane // traceable author statenent /// 5887 // integral to

pl asma nenbrane // traceabl e author statenente1584 // rhodopsin-like receptor
activity // inferred fromelectronic annotation /// 4872 // receptor activity
/! inferred fromelectronic annotation /// 4962 // endothelin receptor
activity // traceabl e aut hor statenent

206560_s_at+"gb: NM 006533. 1 /DB _XREF=gi : 5729924 [/ GEN=M A / FEA=FLnRNA / CNT=15
/ TI D=Hs. 279651. 0 / TI ER=FL / STK=5 / UG=Hs. 279651 /LL=8190 / DEF=Hono sapi ens
mel anoma i nhibitory activity (MA), nRNA /PROD=nel anoma inhibitory activity
/ FL=gb: NM 006533. 1"« 0. 477749735+ 0. 438956087« nel anoma i nhi bitory

activityeM AsHs. 279651« ENS@000018757028283 // cell proliferation //
traceabl e aut hor statenente«5615 // extracellular space // traceabl e author
statenment+8083 // growh factor activity // inferred fromelectronic
annot ati on

211744 _s_at+"gb: BCO05930. 1 / DB_XREF=gi : 13543544 |/ FEA=FLnRNA / CNT=1

/ TI D=HsAf f x. 900771. 975 / TI ER=FL / STK=0 / DEF=Hono sapiens, Simlar to CD58
antigen, (lynphocyte function-associated antigen 3), clone M3C: 14538, nRNA
conplete cds. /PROD=Sim | ar to CD58 antigen
(l'ynph"«0. 477654281 0. 425737464+ " CD58 anti gen, (Ilynphocyte
function-associated antigen 3) /// CD58 antigen, (lynphocyte
function-associated antigen 3)"eCD58¢Hs. 34341« ENSG00000116815 16337 //
cell-cell adhesion // non-traceable author statement /// 19735 //

antim crobial hunoral response (sensu Vertebrata) // not recordede5624 //
menbrane fraction // not recorded /// 5887 // integral to plasma nenbrane //
non-traceabl e author statement /// 16020 // menbrane // inferred from

el ectroni c annotation*5515 // protein binding // inferred from physica

i nteraction

221752 _at = gb: AL041728 / DB_XREF=gi : 5421076 / DB_XREF=DKFZp43400717_s1

/ CLONE=DKFZp434Q0717 / FEA=nRNA / CNT=143 /Tl D=Hs. 60377.0 / TI ER=St ack / STK=42
[/ UG=Hs. 60377 /LL=54434 | UG_CENE=KI AA1298 / UG TI TLE=KI AA1298

prot ei ne0. 477617619+ 0. 448588433+ " Honp sapi ens, clone | MAGE: 3832417,



MRNA" ¢ e Hs. 199763

204457_s_at «"gb: NM_002048. 1 / DB_XREF=gi : 4503918 / GEN=GAS1 / FEA=FLMRNA / CNT=82
/ TI D=Hs. 65029. 0 / TI ER=FL+St ack / STK=22 /UG=Hs. 65029 /LL=2619 / DEF=Hono
sapiens growth arrest-specific 1 (GAS1l), nmRNA. /PROD=growth arrest-specific 1
/ FL=gb: NM_002048. 1 gb: L13698. 1"+ 0. 477348608 0. 299755966 gr owt h
arrest-specific 1eGASle Hs. 65029 ENSG00000180447+7049 // cell cycle //
inferred fromelectronic annotation /// 7050 // cell cycle arrest //
traceabl e author statenment /// 8285 // negative regul ation of cel
proliferation // traceabl e author statement /// 45749 // negative regul ation
of S phase of mitoti«16020 // nenbrane // inferred fromel ectronic annotation
/1l 46658 // anchored to plasma nenbrane // inferred from sequence or
structural simlaritye

215253_s_ategb: AL049369. 1 / DB_XREF=gi : 4500160 / FEA=mRNA / CNT=5

/ TI D=Hs. 250724. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 250724 /UG Tl TLE=Hono sapi ens
MRNA; c¢DNA DKFZp586D0518 (from cl one DKFZp586D0518) / DEF=Honop sapi ens nRNA
cDNA DKFZp586D0518 (from cl one DKFZp586D0518) . 0. 476932594+ 0. 340893874+ Down
syndrone critical region gene 1¢DSCRleHs. 282326« ENSG00000159200- 7165 //

signal transduction // traceable author statenent /// 7417 // central nervous
system devel opnent // traceable author statenment /// 8015 // circulation //
traceabl e author statenment /// 19722 // cal cium nedi ated signaling //
inferred fromelectroni «5634 // nucleus // traceable author statemente3700 //
transcription factor activity // traceabl e author statenent

221558_s_at«"gb: AF288571. 1 / DB_XREF=gi : 9858157 / GEN=LEF1 / FEA=FLnRNA / CNT=138
/ TI D=Hs. 44865. 1 / TI ER=FL / STK=0 /UG=Hs. 44865 /LL=51176 / DEF=Honp sapi ens

| ynphoi d enhancer factor-1 (LEF1) nRNA, conplete cds. /PROD=lI ynphoi d enhancer
factor-1 /FL=gb: AF288571.1 gb: NM 016269"+0. 476700799+ 0. 365278954+ | ynphoi d
enhancer - bi nding factor 1¢LEF1eHs. 125132« ENSG0000138795+" 6350 //
transcription // inferred fromelectronic annotation /// 6355 // regul ation
of transcription, DNA-dependent // inferred fromelectronic annotation ///
16055 // Wht receptor signaling pathway // inferred from el ectronic
annotation"+5634 // nucleus // inferred fromelectronic annotation*3700 //
transcription factor activity // inferred fromelectronic annotation
224990_at " gb: BE972723 / DB_XREF=gi : 10586059 / DB_XREF=601652143F1

/ CLONE=I MAGE: 3935242 / FEA=NRNA / CNT=118 /Tl D=Hs. 122489. 0 / Tl ER=St ack / STK=14
/ UG=Hs. 122489 /UG _TI TLE=Honp sapi ens cDNA FLJ13289 fis, clone
OVARC1001170"0. 476425678+ 0. 388754667+ hypot heti cal protein

LOC201895 LOC201895+ Hs. 205952« ENSGD0000163683¢ « «

230532_at » gh: BF001685 / DB_XREF=gi : 10701960 / DB_XREF=7g91g02. x1

/ CLONE=I MAGE: 3313874 / FEA=EST / CNT=9 / Tl D=Hs. 99736. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 99736 /UG _TI TLE=ESTs* 0. 47608068+ 0. 466317611« chr onnsone X open readi ng
frame 38e CXorf38¢Hs. 495961« ENSG00000185753¢ ¢ ¢

225612_s_at+gb: BE672260 / DB _XREF=gi : 10032801 / DB_XREF=7d27a05. x1

/ CLONE=I MAGE: 3248432 / FEA=EST / CNT=63 / Tl D=Hs. 101799. 0 / TI ER=St ack / STK=22

/ UG=Hs. 101799 /LL=54532 /UG _GENE=KI AA1350 /UG TI TLE=KI AA1350

protei ne0. 474927108+ 0. 405075622+ " UDP- G cNAc: bet aGal

bet a- 1, 3- N-acet yl gl ucosam nyl t ransf er ase

5"« B3GNT5e Hs. 208267« ENSG00000176597+6486 // protein am no acid glycosylation
/1 traceable author statenent /// 7417 // central nervous system devel oprent
/1 inferred fromdirect assay /// 9247 // glycolipid biosynthesis //
traceabl e author statenente5622 // intracellular // inferred fromdirect
assay /// 16020 // menbrane // inferred fromelectronic annotatione"8378 //
gal actosyl transferase activity // inferred fromelectronic annotation ///
8457 // beta-gal act osyl - N-acet yl gl ucosam nyl gal act osyl gl ucosyl - cer ani de

bet a- 1, 3-acetyl gl ucosam nyl transferase activity // inferred fromdirect assay
/1l 16757 // transferas"

226034 _at " gb: BE222344 | DB_XREF=gi : 8909662 / DB_XREF=hu10g08. x1

/ CLONE=I MAGE: 3166238 / FEA=EST / CNT=70 / Tl D=Hs. 166975. 4 / Tl ER=St ack / STK=24

/ UG=Hs. 166975 /LL=6430 /UG _GENE=SFRS5 /UG TI TLE=splicing factor
arginineserine-rich 5"«0.474647699+0. 428456355+ "Hono sapi ens, clone

| MAGE: 3881549, nmRNA"ee+Hs. 346735¢ ¢«

214608_s_at * gb: AJ000098. 1 / DB_XREF=gi : 3928169 / GEN=EYALC / FEA=FLNRNA / CNT=16
/ TI D=Hs. 94210. 0 / TI ER=ConsEnd / STK=7 / UG=Hs. 94210 /LL=2138 /UG Tl TLE=eyes
absent (Drosophila) honolog 1 /DEF=Hono sapi ens nRNA for EYA1C gene.

/ FL=gb: NM_000503. 1+ 0. 471886076+ 0. 282595378+ eyes absent honol og 1

(Drosophi | a) e EYAle Hs. 491997+ ENSG00000104313+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromelectronic annotation /// 7275 /] devel oprent
/1 inferred fromelectronic annotation /// 7605 // perception of sound //
tr"e5634 // nucleus // inferred fromelectronic annotatione287 // magnesi um
ion binding // inferred fromelectronic annotation /// 4721 // phosphoprotein
phosphat ase activity // inferred fromelectronic annotation /// 4725 //
protein tyrosine phosphatase activity // inferred fromelectronic annotation
/11 16787 [

212314 _at«"gb: AB018289. 1 / DB_XREF=gi : 3882212 / GEN=KI AA0746 / FEA=nRNA / CNT=199
/ TI D=Hs. 49500. 0 / TI ER=St ack / STK=73 / UG=Hs. 49500 /LL=23231 / DEF=Hono sapi ens
MRNA for Kl AA0746 protein, partial cds. /PROD=KI AA0O746
protein"«0.469871615+0. 48806017+ Kl AA0O746

pr ot ei ne KI AAO746+ Hs. 479384« ENSG00000091490+++5488 // binding // inferred from
el ectroni c annotation

226353 _at » gb: Al 674647 / DB_XREF=qgi : 4875127 / DB_XREF=wd18g05. x1

/ CLONE=I MAGE: 2328536 / FEA=NRNA / CNT=55 /Tl D=Hs. 28980. 0 / TI ER=St ack / STK=19



/ UG=Hs. 28980 / UG _TI TLE=Hono sapi ens cl one

HQD270+ 0. 46968837+ 0. 419141996+ si gnal pepti de pepti dase-1ike

2As SPPL2As Hs. 401537« ENSG00000138600 6508 // proteol ysis and peptidolysis //
inferred fromel ectronic annotation*16021 // integral to nenbrane // inferred
fromelectronic annotatione8233 // peptidase activity // inferred from

el ectronic annotation /// 8717 // D-al anyl - D al ani ne endopepti dase activity
/1 inferred fromelectronic annotation

222631 _at - gh: Al 862887 / DB_XREF=gi : 5526994 / DB_XREF=t z91e02. x1

/ CLONE=I MAGE: 2295962 / FEA=FLNMRNA / CNT=97 / Tl D=Hs. 23920. 0 / Tl ER=St ack / STK=30
/ UG=Hs. 23920 /LL=55300 /UG GENE=FLJ11105 /UG Tl TLE=hypot hetical protein
FLJ11105 / FL=gb: NM 018323. 1+ 0. 468403462+ 0. 49443516+ phosphat i dyl i nosi to

4- ki nase type-11 betaesPl 4K2Be Hs. 443733+ ENSG00000038210¢++" 16301 // ki nase
activity // inferred fromelectronic annotation /// 16773 //

phosphot ransferase activity, alcohol group as acceptor // inferred from

el ectroni c annotation”

225847 _at«"gb: AB037784. 1 / DB_XREF=gi : 7243106 / GEN=KI AA1363 / FEA=NRNA / CNT=76
/ TID=Hs. 22941. 0 / TI ER=St ack / STK=14 / UG=Hs. 22941 /LL=57552 / DEF=Hono sapi ens
MRNA for Kl AA1363 protein, partial cds. /PROD=KI AA1363
protein"+0.467970058+ 0. 354005654+ ar yl acet am de deacetyl ase-1i ke

1+ AADACL1e Hs. 444099+ ENSG)0000144959++ 3824 // catalytic activity // inferred
from el ectronic annotation

221487_s_at+"gb: AF157510. 1 / DB_XREF=gi : 8886010 / FEA=FLnRNA / CNT=217

/ TID=Hs. 111680.1 / TI ER=FL / STK=6 /UG=Hs. 111680 /LL=2029 /UG _GENE=ENSA

/| DEF=Hono sapi ens beta endosul fi ne mRNA, conpl ete cds. /PROD=beta endosul fine
/ FL=gb: AF067170. 1 gb: AF157510. 1"+ 0. 467728248+ 0. 186751804+ endosul fi ne

al phas ENSAs Hs. 510087« ENSG00000143420+ 6810 // transport // traceabl e author
statement /// 7584 // response to nutrients // traceabl e author
statemente+«5102 // receptor binding // traceable author statenent /// 8200 //
i on channel inhibitor activity // traceabl e author statenent
228840_at » gh: AWI51115 / DB_XREF=gi : 6991891 /DB _XREF=Ul - H BI 3-al g-g-01-0- Ul . s1
/ CLONE=I MAGE: 2736936 / FEA=EST / CNT=18 / TI D=Hs. 101550. 0 / Tl ER=St ack / STK=16

/ UG=Hs. 101550 / UG Tl TLE=ESTs* 0. 46762636 0. 360925221+ angi omotin |ike

1e AMOTL1e Hs. 503594+ ENSG00000166025¢

229735_s_at+gb: WL5435 / DB_XREF=gi : 1289816 / DB_XREF=zc19a07. s1

/ CLONE=I MAGE: 322740 / FEA=EST / CNT=14 /Tl D=Hs. 13804. 0 / Tl ER=St ack / STK=10

/ UG=Hs. 13804 /LL=57185 /UG _GENE=DJ462023.2 /UG TI TLE=hypot heti cal protein
dJ462023. 2+ 0. 467190984+ 0. 218331319+ Hypot heti cal protein

dJ462023. 2° DJ462023. 2¢ Hs. 523442+ ENSG00000001461e

223125 _s_ategb: AL563236 /DB _XREF=gi : 12912430 / DB_XREF=AL563236

/ CLONE=CSODD001YGL8 (3 prine) /FEA=FLMRNA /CNT=166 /Tl D=Hs. 12532.0

/ TIER=St ack / STK=33 /UG=Hs. 12532 /LL=81563 /UG GENE=C1ORF21

/ UG_TI TLE=chr onosone 1 open reading frane 21

/ FL=gb: AF312864. 1+ 0. 467049905+ 0. 409739697+ chr onosone 1 open readi ng frame
21« Clorf21eHs. 132369« ENSG0000116667¢ ¢

210367_s_at*"gb: AF010316. 1 / DB_XREF=gi : 2415307 / GEN=PI G12 / FEA=FLMRNA / CNT=21
/ TI D=Hs. 146688. 1 / TIER=FL / STK=0 / UG=Hs. 146688 / LL=9536 / DEF=Hono sapi ens
Pigl2 (PIGL2) nRNA, conplete cds. /PROD=Pi g12

/ FL=gb: AF010316. 1"+ 0. 466587336+ 0. 152820105+ pr ost agl andi n E

synt hasee PTGESe Hs. 146688« ENS(00000148344+ 6693 // prostagl andi n netabolism//
traceabl e author statenent /// 7165 // signal transduction // non-traceable
aut hor statenment /// 19735 // antim crobial hunoral response (sensu
Vertebrata) // not recordede5624 // nmenbrane fraction // traceabl e author
statenment /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati on+* 16853 // isonmerase activity // inferred fromelectronic annotation
/11 50220 // prostaglandin-E synthase activity // inferred fromelectronic
annot ati on

218618_s_at+"gb: NM 022763. 1 / DB_XREF=gi : 12232434 | GEN=FLJ23399 / FEA=FLnRNA

/ CNT=82 /Tl D=Hs. 299883. 0 / TI ER=FL / STK=2 /UG=Hs. 299883 /LL=64778 / DEF=Hono
sapi ens hypothetical protein FLJ23399 (FLJ23399), nRNA. /PROD=hypot hetica
protein FLJ23399 /FL=gb: NM 022763. 1"+ 0. 463063905+ 0. 450217962«f i bronecti n type
[l domain containing 3Bs FNDC3Be Hs. 159430« ENSG00000075420¢ « *
224965_at " gb: AU118419 / DB_XREF=gi : 10933467 / DB_XREF=AU118419

/ CLONE=HEMBA1003560 / FEA=nRNA / CNT=125 /Tl D=Hs. 289026. 1 / Tl ER=St ack / STK=8

/ UG=Hs. 289026 /LL=54331 /UG GENE=GN& /UG _TI TLE=guani ne nucl eoti de bi ndi ng
protein (G protein), gamm 2"0.461079510. 290642789« " guani ne nucl eot i de

bi ndi ng protein (G proteln) ganma 2"+« GNG2e Hs. 187772+ ENSG00000186469+ 7165 //
signal transduction // inferred from el ectronic annotation /// 7186 //

G protein coupled receptor protein signaling pathway // inferred from

el ectronic annotation*5834 // heterotrimeric Gprotein complex // inferred
fromelectronic annotation*4871 // signal transducer activity // inferred
from el ectronic annotation

202859 _x_at «"gb: NM_000584. 1 / DB_XREF=gi : 10834977 / GEN=I L8 / FEA=FLMRNA

/ CNT=368 / Tl D=Hs. 624. 0 / TI ER=FL+St ack / STK=80 / UG=Hs. 624 /LL=3576 / DEF=Hono
sapiens interleukin 8 (1L8), nRNA. /PROD=interl eukin 8 /FL=gh: ML7017. 1

gb: M26383. 1 gb: NM_000584. 1"+ 0. 460623895+ 0. 46690573« i nt er | euki n

8¢ | L8« Hs. 624« ENSG0000169429+ 1525 // angi ogenesis // traceabl e author
statenment /// 6928 // cell notility // traceable author statenent /// 6935 //
chenotaxis // traceable author statement /// 7050 // cell cycle arrest //
inferred fromdirect assay /// 7186 // G protein coupled receps5615 //
extracel lul ar space // traceable author statenment /// 5625 // soluble
fraction // traceable author statenente5153 // interleukin-8 receptor binding



/1 inferred from physical interaction /// 5515 // protein binding // inferred
from physical interaction /// 8009 // chenokine activity // traceabl e author
st at enent

224212 s_ate+"gb: AF169689. 1 / DB_XREF=gi : 9587673 / GEN=PCDH al phal0 / FEA=FLnMRNA
/ CNT=1 / TI D=Hs. 247735.1 / TI ER=FL / STK=0 /UG=Hs. 247735 /LL=56139 / DEF=Honmo
sapi ens protocadherin al pha 10 alternate isof orm (PCDH al phal0) nRNA

conpl ete cds. /PROD=protocadherin al pha 10
alte"+0.4605140630. 484640652« " pr ot ocadherin al pha 9 /// protocadherin al pha
subfamly C, 2 /// protocadherin al pha subfamly C, 1 /// protocadherin al pha
13 /// protocadherin alpha 12 /// protocadherin al pha 11 /// protocadherin

al pha 10 /// protocadherin alpha 8 /// protocadherin al p"+«PCDHA9 /// PCDHAC2
/11 PCDHACL /// PCDHA13 /// PCDHA12 /// PCDHA11l /// PCDHA10 /// PCDHA8 ///
PCDHA7 /// PCDHA6 /// PCDHA5 /// PCDHA4 /// PCDHA3 /// PCDHA2 ///

PCDHALe Hs. 199343« ENSG00000081842+ 7155 // cell adhesion // inferred from

el ectronic annotation /// 7156 // homophilic cell adhesion // inferred from
el ectronic annotation /// 7155 // cell adhesion // traceabl e author statenent
/11 7399 // neurogenesis // traceabl e author statenente16020 // menbrane //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation /// 5887 // integral to plasma nenbrane
/1 traceable author statenment«5509 // calciumion binding // inferred from
el ectronic annotation /// 5515 // protein binding // inferred fromelectronic
annot ati on

227176_at » gb: AL565362 / DB_XREF=gi : 12916662 / DB_XREF=AL565362

/ CLONE=CSODF003YB20 (3 prine) /FEA=EST /CNT=32 /TI D=Hs. 90431.0 /Tl ER=St ack

/ STK=13 / UG=Hs. 90431 /UG Tl TLE=ESTs* 0. 458383734+ 0. 375322936+ " Sol ute carri er
famly 2 (facilitated glucose transporter), menber

13"+ SLC2A13+ Hs. 524341+ ENSA00000151229+ 8643 // carbohydrate transport //
inferred fromel ectronic annotation*16020 // menbrane // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectroni c annotatione5215 // transporter activity // inferred from

el ectronic annotation /// 5351 // sugar porter activity // inferred from

el ectroni c annotation

228164 _at » gb: BE964704 / DB_XREF=gi : 11768297 / DB_XREF=601658243R1

/ CLONE=I MAGE: 3885682 / FEA=EST / CNT=24 / Tl D=Hs. 36250. 0 / Tl ER=St ack / STK=14

/ UG=Hs. 36250 / UG Tl TLE=ESTs* 0. 457695909 0. 392633932+ Tr anscr i bed

| ocuse e Hs. 552817«

233907_s_at *gb: R81445 / DB_XREF=gi : 858048 / DB_XREF=yj 02d01.r1

/ CLONE=I MAGE: 147553 / FEA=DNA_3 / CNT=3 / Tl D=Hs. 21068. 3 / TI| ER=ConsEnd / STK=1

/ UG=Hs. 21068 /LL=56256 /UG GENE=DJ667H12.2 /UG Tl TLE=hypot heti ca

protei ne0. 4571934 0. 276744273 cccces

209539_at " gb: D25304. 1 / DB_XREF=gi : 435445 | GEN=KI AAO006 / FEA=FLNRNA / CNT=81
/ TI D=Hs. 79307. 0 / TI ER=St ack /STK=21 /UG=Hs. 79307 /LL=9459 /UG Tl TLE=RacCdc42
guani ne exchange factor (GEF) 6 /DEF=Human nRNA for KI AAO0O6 gene, parti al
cds. /FL=gb: D13631. 1"+ 0. 457093037+ 0. 231673061« Rac/ Cdc42 guani ne nucl eoti de
exchange factor (GEF) 6+ ARHGEF6e Hs. 522795« ENSG00000129675+ 6915 // apoptosi s
/1 non-traceabl e author statenent /// 7254 // JNK cascade // non-traceable
aut hor statenment+5622 // intracellular // Unknowne5089 // Rho
guanyl - nucl eoti de exchange factor activity // non-traceabl e aut hor statenent
/11l 5096 // GIPase activator activity // non-traceabl e author statenent
227230_s_at *gb: BE855799 / DB _XREF=gi : 10368049 / DB_XREF=7g07a07. x1

/ CLONE=I MAGE: 3305748 / FEA=nNRNA / CNT=37 / Tl D=Hs. 205293. 0 / TI ER=St ack / STK=9

/ UG=Hs. 205293 /LL=57482 /UG _GENE=KI AA1211 /UG TI TLE=KI AA1211

protei ne0. 456626231+ 0. 462494764+ KI AA1211

protei ne KI AA1211 Hs. 479783+ ENSG00000109265¢ » ¢

203759_at « " gb: NM_006278. 1 / DB_XREF=gi : 5454057 / GEN=S| ATAC / FEA=FLnRNA / CNT=83
/ TI D=Hs. 75268. 0 / TI ER=FL+St ack / STK=36 /UG=Hs. 75268 / LL=6484 / DEF=Honp

sapi ens sialyltransferase 4C (beta-gal act osi dase al pha- 2, 3-si al ytransferase)
(SI AT4C), mRNA. /PROD=si al yltransferase "«0.455676391¢0. 451294355+ " ST3

bet a- gal act osi de al pha- 2, 3-si al yl transferase

4"« ST3GAL4* Hs. 504251+ ENSG00000110080+ 6486 // protein am no acid glycosyl ation
/1 inferred fromelectronic annotation*5794 // Gol gi apparatus // inferred
fromelectronic annotation /// 16020 // menbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati one"3836 // beta-gal actosi de al pha-2, 3-sialyltransferase activity //
traceabl e author statenment /// 16757 // transferase activity, transferring

gl ycosyl groups // inferred fromelectronic annotation”

214895_s_at e gb: AU135154 / DB XREF=gi : 10995693 / DB_XREF=AU135154

/ CLONE=PLACE1001348 / FEA=nRNA / CNT=11 / Tl D=Hs. 172028. 1 / Tl ER=ConsEnd / STK=0

/ UG=Hs. 172028 /LL=102 /UG _GENE=ADAMLO /UG Tl TLE=a di si ntegrin and

met al | opr ot ei nase domai n 10+ 0. 455292361+ 0. 459375035+ a di si ntegrin and

nmet al | opr ot ei nase domai n 10e ADAMLOe Hs. 172028« ENSG00000137845+ 1701 //
enbryoni ¢ devel opnent (sensu Manmmalia) // inferred from sequence or
structural simlarity /// 6468 // protein am no acid phosphorylation //
inferred fromsequence or structural simlarity /// 6913 // nucl eocytopl asm c
transport // inferred fromsee5634 // nucleus // inferred from sequence or
structural simlarity /// 5798 // CGolgi vesicle // inferred fromdirect assay
/11l 5887 // integral to plasma nenbrane // traceable author statenent ///
9986 // cell surface // inferred fromdirect assaye4222 //

nmet al | oendopepti dase activity // non-traceabl e author statement /// 5178 //
integrin binding // non-traceabl e author statenment /// 5515 // protein
binding // inferred fromsequence or structural simlarity /// 8270 // zinc



ion binding // inferred

212230_at « " gh: AV725664 / DB_XREF=gi : 10831279 / DB_XREF=AV725664 [/ CLONE=HTCACDO7
[/ FEA=EST /CNT=335 /TI D=Hs. 173717.0 /Tl ER=St ack / STK=123 /UG=Hs. 173717

/ UG_TI TLE=Hono sapi ens phosphati dic acid phosphat ase type 2B ( PPAP2B)

MRNA" « 0. 45458197+ 0. 388316083+ phosphat i di ¢ aci d phosphat ase type

2Be PPAP2Be Hs. 405156« ENS@G0000162407+6629 // lipid metabolism// non-traceable
aut hor statenent /// 8354 // germcell mgration // traceabl e author
statenent+16020 // nmenbrane // traceable author statenent /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione4721 //
phosphopr ot ei n phosphatase activity // traceable author statement /// 8195 //
phosphati dat e phosphatase activity // inferred fromelectronic annotation ///
16787 // hydrol ase activity // inferred fromelectronic annotation
1568633_a_at +" gb: BC0O09735. 1 / DB_XREF=gi : 22800375 / Tl D=Hs2. 126790. 1 / CNT=7

/ FEA=nRNA / TI ER=ConsEnd / STK=5 / UG=Hs. 126790 /UG Tl TLE=Hono sapi ens, cl one

| MAGE: 3878708, nRNA / DEF=Hono sapi ens, clone | MAGE: 3878708,

MRNA. "« 0. 45413377+0. 168746911« " CDNA cl one | MAGE: 3878708, parti al

cds"eeHs. 259498 e«

222111 _at =" gh: AU145293 / DB_XREF=gi : 11006814 / DB_XREF=AU145293

/ CLONE=HEVBA1004405 / FEA=NRNA / CNT=40 /Tl D=Hs. 61773. 0 / Tl ER=ConsEnd / STK=2

/ UG=Hs. 61773 / UG _TI TLE=Hono sapi ens cDNA FLJ11648 fis, clone
HEMBA1004405" + 0. 453782866+ 0. 456399574+« Hypot heti cal protein

Kl AA1164+ KI AA1164+ Hs. 368548e ¢«

207086_x_at+"gb: NM 001474. 1 / DB_XREF=gi : 4503882 / CEN=GAGE4 / FEA=FLnRNA / CNT=6
/ TI D=Hs. 183199. 0 / TI ER=FL / STK=1 / UG=Hs. 183199 /LL=2576 / DEF=Hono sapi ens G
antigen 4 (GAGE4), nRNA. /PROD=G antigen 4 /FL=gbh:U19145.1

gb: NM_001474. 1"+ 0. 452435101+ 0. 382594788+ G antigen 2 /// G antigen 4 /// G
antigen 5 /// Gantigen 6 /// Gantigen 7 /// Gantigen 7B /// G antigen

8 GAGE2 /// GAGE4 /]l GAGES /1] GAGE6 /1] GAGEY I/ GAGEYTB ///

GAGES8* Hs. 278606+ ENSGD0000068990 /// ENSGD0000189064 /// ENSGD0000198716+ 6968
/1 cellular defense response // traceabl e author statenmentee

204015_s_at+"gb: BC002671.1 / DB_XREF=gi : 12803670 / FEA=FLnRNA / CNT=105

/ TI D=Hs. 2359. 0 / TI ER=FL+St ack /STK=9 /UG=Hs. 2359 /LL=1846 / UG _GENE=DUSP4

/ DEF=Honp sapi ens, dual specificity phosphatase 4, clone MSC 3713, nRNA

conpl ete cds. /PROD=dual specificity phosphatase 4

/ F"+0.450339761+ 0. 480137266+ dual specificity phosphatase

4¢ DUSP4+ Hs. 417962+ ENSA00000120875+74 // regul ation of cell cycle //
non-traceabl e author statenment /// 165 // MAPKKK cascade // traceabl e author
statement /// 6470 // protein am no acid dephosphorylation // inferred from
el ectronic annotation /// 6470 // protein am no acid dephosphoryl ati«5634 //
nucl eus // traceabl e author statenente4725 // protein tyrosine phosphatase
activity // inferred fromelectronic annotation /// 8330 // protein
tyrosi ne/t hreoni ne phosphatase activity // traceable author statenment ///
16787 // hydrol ase activity // inferred fromelectronic annotation /// 17017
203854 _at «"gh: NM_000204. 1 / DB_XREF=gi : 4504578 / GEN=1 F / FEA=FLnRNA / CNT=232

/ TI D=Hs. 36602. 0 / TI ER=FL+St ack / STK=47 / UG=Hs. 36602 /LL=3426 / DEF=Honp
sapiens | factor (complenent) (IF), nRNA. /PROD=I factor (conplenent)

/ FL=gb: NM _000204. 1 gb: J02770. 1"+ 0. 449805411+ 0. 2632056081 factor

(compl enent ) el FeHs. 312485+" 6508 // proteolysis and peptidolysis // inferred
fromelectronic annotation /// 6955 // inmune response // inferred from

el ectronic annotation /// 6958 // conplenment activation, classical pathway //
inferred fromelectronic annotation"+«5576 // extracellular region // not
recorded /// 16020 // nmenbrane // inferred fromelectronic annotatione3818 //
conpl ement factor | activity // traceable author statenent /// 4263 //
chynmotrypsin activity // inferred fromelectronic annotation /// 4295 //
trypsin activity // inferred fromelectronic annotation /// 5044 // scavenger
receptor activity // infe

227578_at * gb: H28597 / DB_XREF=gi : 898950 / DB_XREF=yl| 64ell. s1

/ CLONE=I MAGE: 163052 / FEA=EST /CNT=32 /Tl D=Hs. 11355. 3 / TI ER=St ack / STK=10

/[ UG=Hs. 11355 /LL=7112 /UG _GENE=TMPO

[/ UG_TI TLE=t hynopoi eti n*0. 449701374+ 0. 390670884+ Thynopoi eti ne TMPO Hs. 11355« ENSG
00000120802++5635 // nucl ear nmenbrane // traceabl e author statenent /// 5694
/1 chromosone // inferred fromelectronic annotation /// 16021 // integral to
menbrane // inferred fromel ectronic annotatione3677 // DNA binding //
inferred fromelectronic annotation /// 5521 // lamn binding // traceable
aut hor st atenent

209184_s_at +gh: BF700086 / DB_XREF=gi : 11985494 / DB_XREF=602127569F1

/ CLONE=I MAGE: 4284401 / FEA=FLnRNA / CNT=165 /Tl D=Hs. 143648. 0 / Tl ER=St ack

[/ STK=12 /UG=Hs. 143648 /LL=8660 /UG _CENE=I RS2 /UG TI TLE=i nsulin receptor
substrate 2 /FL=gb: NM 003749. 1 gb: AF073310. 1+ 0. 44941711+ 0. 400164799¢«i nsul i n
receptor substrate 2¢1RS2e¢Hs. 442344« ENSG00000185950 6006 // gl ucose

nmet abolism// traceable author statenent /// 7165 // signal transduction //
traceabl e author statenent /// 8284 // positive regulation of cel
proliferation // not recordede«4871 // signal transducer activity //
traceabl e author statenent /// 5158 // insulin receptor binding // inferred
from el ectronic annotation

225397_at «"gh: AWb75737 | DB_XREF=gi : 7247276

/ DB_XREF=UI - HF- BMD- adv-e-01-0- U .s1 / CLONE=I MAGE: 3062881 / FEA=nRNA / CNT=88

/ TI D=Hs. 324127.0 / TIER=St ack / STK=50 / UG=Hs. 324127 /UG _TI TLE=Hono sapi ens,

cl one | MAGE: 2823236, nRNA, partial cds"«0.449361867+0. 483677388+ hypot heti ca
protein M3C20481¢ M3C20481 Hs. 146520« ENSG00000128891¢ o »

221911 _at - gb: BEB81590 / DB_XREF=gi : 10330366 / DB_XREF=601490008F1



/ CLONE=I MAGE: 3892465 / FEA=NRNA / CNT=59 /Tl D=Hs. 10684. 0 / TI ER=St ack / STK=19

/ UG=Hs. 10684 /UG _TI TLE=Hono sapi ens cl one 24421 nRNA

sequencee0. 447962681+ 0. 445952887+ets variant gene 1 /// hypothetical protein
LOC221810« ETV1 /// LOC221810° Hs. 22634+« ENSGD0000006468+ " 6350 // transcription
[/l inferred fromelectronic annotation /// 6355 // regul ation of
transcription, DNA-dependent // inferred fromelectronic annotation /// 6366
/1 transcription from RNA pol ynerase Il pronoter // traceabl e author
statenent"+5634 // nucleus // inferred fromelectronic annotations3700 //
transcription factor activity // traceabl e author statenent

203071 _at " gb: NM_ 004636. 1 / DB_XREF=gi : 4759091 / GEN=SEVA3B / FEA=FLMRNA

/ CNT=141 /Tl D=Hs. 82222. 0 / Tl ER=FL+St ack / STK=35 /UG=Hs. 82222 /LL=7869

/| DEF=Honmo sapi ens sema domai n, inmunogl obulin domain (1g), short basic
domai n, secreted, (semaphorin) 3B (SEMA3B), nRNA

/ PROD"+ 0. 446794639+ 0. 24784767+ " serma domnai n, i nmunogl obulin domain (l1g), short
basi ¢ domai n, secreted, (semaphorin) 3B"'eSEMA3Be Hs. 82222« ENSG00000012171« 7267
/1 cell-cell signaling // traceable author statement /// 7275 // devel opnent
/1 inferred fromelectronic annotation /// 7411 // axon guidance // traceable
aut hor statenent«5783 // endoplasmic reticulum// traceabl e author statenent
/1] 16020 // nmenbrane // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione4872 // receptor
activity // inferred fromelectronic annotation

236798_at » gb: AW268719 / DB_XREF=gi : 6655749 / DB_XREF=xv35c04. x1

/ CLONE=I MAGE: 2815110 / FEA=EST / CNT=5 /Tl D=Hs. 122113. 0 / TI ER=ConsEnd / STK=5

/ UG=Hs. 122113 / UG Tl TLE=ESTs* 0. 445731252+ 0. 272020108+ " CDNA FLJ32438 fi s,

cl one SKMUS2001402" e« ¢ Hs. 552759¢ ¢«

212202_s_at *gb: BG493972 / DB_XREF=gi : 13455486 / DB_XREF=602542252F1

/ CLONE=I MAGE: 4673316 / FEA=nNRNA / CNT=222 /Tl D=Hs. 16492. 0 / TI ER=St ack / STK=38
/ UG=Hs. 16492 /LL=25963 /UG _GENE=DKFZP564&2022 / UG Tl TLE=DKFZP564&2022
prot ei ne 0. 445496874+ 0. 427154583« DKFZP564G2022

pr ot ei ne DKFZP564G2022¢ Hs. 511138« ENSG00000103978++ 16021 // integral to
nmenbrane // inferred fromel ectronic annotatione

217904_s_ate+"gb: NM 012104. 1 / DB_XREF=gi : 6912265 / GEN=BACE / FEA=FLMRNA

/ CNT=280 / Tl D=Hs. 49349. 0 / TI ER=FL / STK=1 / UG=Hs. 49349 /LL=23621 / DEF=Hono
sapi ens beta-site APP-cleaving enzyne (BACE), nmRNA. /PROD=beta-site

APP-cl eavi ng enzynme /FL=gb: AF200343. 1 gb: AF204943. 1

gb: A"+ 0. 445463166+ 0. 284151707+ bet a-si t e APP-cl eavi ng enzyne

1« BACEle Hs. 504003« ENSE00000186318+ 6508 // proteol ysis and peptidolysis //
inferred fromelectronic annotation /// 6509 // menbrane protein ectodomain
proteolysis // inferred fromsequence or structural simlarity /// 6509 //
menbrane protein ectodomain proteolysis // traceable author state5768 //
endosone // inferred fromdirect assay /// 5768 // endosonme // inferred from
sequence or structural simlarity /// 5794 /| Colgi apparatus // inferred
fromdirect assay /// 5794 // Colgi apparatus // inferred from sequence or
structural simlaritye4194 // pepsin A activity // inferred fromelectronic
annotation /// 8233 // peptidase activity // inferred fromelectronic
annotation /// 8798 // beta-aspartyl-peptidase activity // traceabl e aut hor
statement /// 9049 // aspartic-type signal peptidase ac

204806_x_at *"gb: NM_018950. 1 / DB_XREF=gi : 9665231 / GEN=HLA- F / FEA=FLRNA

/ CNT=39 / TI D=Hs. 110309. 0 / TI ER=FL / STK=0 / UG=Hs. 110309 /LL=3134 / DEF=Hono
sapi ens maj or histoconpatibility conplex, class I, F (HLA-F), nRNA

/ PROD=maj or hi stoconpatibility conplex, class I, F

[/ FL="+0. 445240623+ 0. 400234262+« " maj or hi stoconpatibility conplex, class I
F'eHLA- Fe Hs. 519972« ENSG00000137403+ " 19883 // antigen presentation, endogenous
antigen // inferred fromelectronic annotation /// 19885 // antigen
processi ng, endogenous antigen via MHC class | // inferred fromelectronic
annotation"«16021 // integral to nenbrane // inferred fromelectronic
annotation /// 42612 // MHC class | protein conplex // inferred from

el ectroni c annotati on*30106 // MHC class | receptor activity // traceable
aut hor st atenment

200706_s_at«"gb: NM_004862. 1 / DB_XREF=gi : 4758913 / GEN=PI G7 / FEA=FLMRNA

/ CNT=435 / Tl D=Hs. 76507. 0 / Tl ER=FL+St ack / STK=72 /UG=Hs. 76507 /LL=9516

/ DEF=Honmo sapi ens LPS-i nduced TNF-al pha factor (Pl G7), nRNA

/ PROD=LPS-i nduced TNF-al pha factor /FL=gb: AF010312.1 gh: U77396. 1

ghb"«0. 443656488 0. 454063954« | i popol ysacchari de-i nduced TNF
factoreLl TAFe Hs. 459940+ 6350 // transcription // inferred fromelectronic
annotation /// 6357 // regulation of transcription fromRNA pol ynerase |
pronmoter // traceable author statement /// 43123 // positive regul ation of

| - kappaB ki nase/ NF- kappaB cascade // inferred from nutane5634 // nucleus //
inferred fromel ectronic annotatione3702 // RNA polynerase Il transcription
factor activity // traceable author statement /// 4871 // signal transducer
activity // inferred from nmutant phenotype

213029_at » gb: BG478428 / DB_XREF=gi : 13410807 / DB_XREF=602523839F1

/ CLONE=I MAGE: 4642353 / FEA=NRNA / CNT=97 /Tl D=Hs. 326416. 0 / Tl ER=St ack / STK=53
/ UG=Hs. 326416 /UG Tl TLE=Honp sapi ens nRNA; cDNA DKFZp564H1916 (from cl one
DKFZp564H1916) » 0. 442939501« 0. 335978234+ Nucl ear fact or

| / Be NFI Be Hs. 370359« ENSE00000147862" 6260 // DNA replication // inferred from
el ectronic annotation /// 6350 // transcription // inferred fromelectronic
annotation /// 6355 // regulation of transcription, DNA-dependent // inferred
fromelectronic annotati on"+5634 // nucleus // inferred fromelectronic
annotation /// 5634 // nucleus // traceable author statenmente3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700



/1 transcription factor activity // traceabl e author statenent
201826_s_at+"gb: NM 016002. 1 / DB _XREF=gi : 7705766 / GEN=LOC51097 / FEA=FLMRNA

[/ CNT=244 | Tl D=Hs. 238126. 0 / TI ER=FL+St ack / STK=10 / UG=Hs. 238126 /LL=51097

/ DEF=Honmo sapiens CAE-49 protein (LOC51097), nmRNA. /PROD=CA -49 protein

/ FL=gb: NM 016002. 1 gb: AF151807. 1"+ 0. 442750904+ 0. 371922564+ Cd - 49

protei ne CE - 49+ Hs. 498397+ ENSG00000143653¢ ¢ «

223384_s_at+"gb: BE501464 / DB_XREF=gi : 9703872 / DB_XREF=hw32d01. x1

/ CLONE=I MAGE: 3184609 / FEA=FLnRNA / CNT=51 /Tl D=Hs. 65736. 0 / Tl ER=St ack / STK=8
/ UG=Hs. 65736 /UG _TI TLE=Hono sapiens tripartite notif protein TRIMA isoform
beta (TRIMA) nRNA, complete cds; alternatively

splic"«0.442118801«0. 394898608tri partite notif-containi ng

4« TRI Mde Hs. 50749« ENSG00000146833+ 16567 // protein ubiquitination // inferred
fromelectronic annotatione151 // ubiquitin ligase conplex // inferred from
el ectronic annotatione4842 // ubiquitin-protein |igase activity // inferred
fromelectronic annotation /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

235199 _at » gb: Al 969697 / DB_XREF=gi : 5766515 / DB_XREF=wz70e09. x1

/ CLONE=I MAGE: 2563432 / FEA=EST / CNT=15 /Tl D=Hs. 276860. 0 / Tl ER=ConsEnd / STK=0
[/ UG=Hs. 276860 /UG _TI TLE=ESTs*0. 440427072+ 0. 377102724+" Transcri bed | ocus,
weakly simlar to XP_513408.1 simlar to origin recognition conplex, subunit
1; origin recognition conmplex, subunit 1, S. cerevisiae, honolog-like; origin
recognition conplex 1; replication control protein 1; origin recognition
conpl ex, "eeHs. 276860 ¢

221486_at «"gh: AF067170. 1 / DB_XREF=gi : 4894373 / FEA=FLNRNA / CNT=217

/ TID=Hs. 111680. 1 / TI ER=FL+St ack / STK=50 /UG=Hs. 111680 /LL=2029 /UG GENE=ENSA
| DEF=Hono sapi ens al pha endosul fi ne nRNA, conpl ete cds. /PROD=al pha
endosul fi ne /FL=gb: AF067170. 1

gh: AF157510. 1"« 0. 439724451+ 0. 45448301« endosul fi ne

al phas ENSAs Hs. 510087+ ENSG00000143420+ 6810 // transport // traceabl e author
statement /// 7584 // response to nutrients // traceabl e author
statenmente«5102 // receptor binding // traceabl e author statenent /// 8200 //
i on channel inhibitor activity // traceabl e author statenent
239719_at »gb: BF978262 / DB_XREF=qi : 12345477 | DB_XREF=602148220F1

/ CLONE=I MAGE: 4306996 / FEA=EST / CNT=7 /Tl D=Hs. 134182. 0 / TI ER=ConsEnd / STK=3

/[ UG=Hs. 134182 / UG_TI TLE=ESTs*0. 438485968+ 0. 463478221+ CD109 anti gen (CGov

pl atel et all oanti gens)e«CD109e Hs. 399891« ENSG0000156535++4867 // serine-type
endopepti dase inhibitor activity // inferred fromelectronic annotation ///
17114 // wide-spectrum protease inhibitor activity // inferred from

el ectroni c annotation

204279_at « " gh: NM_002800. 1 / DB_XREF=gi : 4506204 / GEN=PSMB9 / FEA=FLNMRNA / CNT=70
/ TI D=Hs. 9280. 0 / TIER=FL / STK=1 / UG=Hs. 9280 /LL=5698 / DEF=Hono sapi ens

pr ot easonme (prosome, nmacropain) subunit, beta type, 9 (large multifunctiona
prot ease 2) (PSVB9), nRNA.

/ PROD=pr ot easont' « 0. 437673706+ 0. 194677748+ " pr ot easone (prosome, nacropain)
subunit, beta type, 9 (large nultifunctional protease
2)"-PSNBQ-FB.381081-EN8600000112082-6508 /1 proteolysis and peptidolysis //
not recorded /// 6511 // ubiquitin-dependent protein catabolism// inferred
fromelectronic annotation /// 6955 // inmune response // inferred from

el ectroni c annotati on*5839 // proteasone core conplex (sensu Eukaryota) //
inferred fromelectronic annotation* 4298 // threoni ne endopepti dase activity
[/l inferred fromelectronic annotation

228478 _at «"gh: AAB89954 / DB_XREF=gi : 3016833 / DB_XREF=aj 95e11. s1

/ CLONE=I MAGE: 1404236 / FEA=EST / CNT=22 /TID=Hs. 167619. 0 /Tl ER=St ack / STK=16

[/ UG=Hs. 167619 /UG Tl TLE=ESTs, Moderately simlar to ALUC HUVAN !l ALU CLASS
C WARNI NG ENTRY ! (H. saplens)"-o 435053104+ 0. 381280343« Ful | length insert
CDNA YHO9(@08e ¢ Hs. 167619«

213455_at « gb: W87466 / DB_XREF=gi : 1401521 / DB_XREF=zh67c05. s1

/ CLONE=I MAGE: 417128 / FEA=EST / CNT=52 /Tl D=Hs. 246885. 1 / Tl ER=St ack / STK=38

/ UG=Hs. 246885 /LL=55041 /UG GENE=FLJ20783 /UG Tl TLE=hypot heti cal protein
FLJ20783 0. 432537215+ 0. 250840931 Hypot heti cal protein

BC001096 LOC92689+ Hs. 476517« ENSGO0000197712¢e « »

209032_s_at+"gb: AF132811.1 /DB_XREF=gi : 7767238 / GENENECL2 / FEA=FLNnRNA

[/ CNT=252 /Tl D=Hs. 70337. 0 / Tl ER=FL+St ack / STK=25 /UG=Hs. 70337 /LL=23705

/| DEF=Hono sapi ens nectin-like protein 2 (NECL2) nmRNA, conpl ete cds.

/ PROD=nectin-like protein 2 /FL=gb: NM 014333. 1

gb: AF132811. "+ 0. 431220131 0. 429637615« " i mmunogl obul i n superfam |y, nenber
4"« ] GSF4+ Hs. 370510+ ENSGD0000182985¢ « «

1553672_at «"gh: NM_145240. 1 / DB_XREF=gi : 21687113 / TI D=Hs2. 32399. 1 / CNT=33

/ FEA=FLRNA / TI ER=FL / STK=0 /LL=113521 /UG GENE=LOC113521 / UG=Hs. 32399

/UG TI TLE=sim |l ar to avenall /DEF=Hono sapiens simlar to avenal

(LOC113521), nmRNA. /FL=gb: NM 145240. 1

gb: BC010414. 1"+ 0. 430976756+ 0. 342682395+ enabl ed honol og

(Drosophi | a) « ENAHe Hs. 497893« ENSG00000154380¢ 7399 // neurogenesis // inferred
fromelectronic annotation /// 30154 // cell differentiation // inferred from
el ectroni c annotationee

225524 at »gb: AU152178 / DB_XREF=gi : 11013699 / DB_XREF=AU152178

/ CLONE=NT2RP3000356 / FEA=nRNA / CNT=116 /Tl D=Hs. 5897.0 /Tl ER=St ack / STK=67

/ UG=Hs. 5897 /UG Tl TLE=Hono sapi ens nRNA; cDNA DKFZp586P1622 (from cl one
DKFZp586P1622) « 0. 427750705+ 0. 30863352+ ant hr ax t oxi n recept or

2¢ ANTXR2¢ Hs. 162963+ ENSG00000163297++ 16021 // integral to menbrane // inferred
fromelectronic annotatione4872 // receptor activity // inferred from



el ectroni c annotation

229674 _at » gb: AL035414 / DB_XREF=qi : 6822166 / FEA=FLMRNA / CNT=23 /Tl D=Hs. 21068. 0
/ TIER=St ack / STK=8 /UG=Hs. 21068 /LL=56256 /UG GENE=DJ667H12. 2

/ UG_TI TLE=hypot heti cal protein /DEF=Human DNA sequence from cl one RP4-667H12
on chronosonme 1g32.1-41. Contains up to two

novee 0. 423759123+ 0. 379446071« SERTA domai n cont ai ni ng

4 SERTAD4« Hs. 445835« ENSG00000082497¢ « «

209290_s_at *"gb: BC001283. 1 / DB_XREF=gi : 12654878 / FEA=FLnRNA / CNT=149

/ TI D=Hs. 33287.1 / TI ER=FL+St ack / STK=18 /UG=Hs. 33287 /LL=4781 / UG GENE=NFI B

/| DEF=Honmo sapiens, Simlar to nuclear factor 1B, clone M3C: 5146, nRNA,
complete cds. /PROD=Sim|lar to nuclear factor IB

[ FL="+0. 423547584+ 0. 488681451+ nucl ear factor

| / Be NFI Be Hs. 370359« ENSE00000147862" 6260 // DNA replication // inferred from
el ectronic annotation /// 6350 // transcription // inferred fromelectronic
annotation /// 6355 // regulation of transcription, DNA-dependent // inferred
fromelectronic annotation"+5634 // nucleus // inferred fromelectronic
annotation /// 5634 // nucleus // traceable author statenmente3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700
/1 transcription factor activity // traceabl e author statenent

204472_at «"gb: NM_005261. 1 / DB_XREF=gi : 4885262 / GEN=GEM / FEA=FLNRNA / CNT=81

/ TI D=Hs. 79022. 0 / TI ER=FL+St ack / STK=35 /UG=Hs. 79022 /LL=2669 / DEF=Honp

sapi ens GTP-bi nding protein overexpressed in skeletal nuscle (GEM, nRNA

/ PROD=GTP- bi ndi ng protein overexpressed in ske"«0.422467351+0. 495277457+ GTP
bi ndi ng protein overexpressed in skeleta

nmuscl es GEM Hs. 345139« ENS@0000164949+ 6955 // i mmune response // traceable

aut hor statenent /// 7166 // cell surface receptor |inked signal transduction
/1 traceable author statenment /// 7264 // small GIPase nedi ated signa
transduction // inferred fromelectronic annotati on»16020 // nenbrane //
inferred fromelectronic annotatione5516 // calnmodulin binding // inferred
fromelectronic annotation /// 5525 // GIP binding // traceabl e author

st at enent

211991 s_ate"gb: M27487. 1 / DB_XREF=gi : 703088 / GEN=HLA- DPA1l / FEA=FLRNA

/ CNT=358 / Tl D=Hs. 914. 0 / Tl ER=FL+St ack / STK=139 / UG=Hs. 914 / DEF=Hono sapi ens
MHC cl ass Il DPw3-al pha-1 chain nmRNA, conplete cds. /PROD=MHC cl ass 11
DP3- al pha / FL=gb: M27487. 1"+ 0. 422275942 0. 291777219+ " maj or hi stoconpatibility
conplex, class Il, DP al pha 1"<HLA- DPAle Hs. 347270+ ENSG00000168384+ " 6955 //

i mmune response // non-traceable author statement /// 19884 // antigen
presentation, exogenous antigen // inferred fromelectronic annotation ///
19886 // antigen processing, exogenous antigen via MHC class Il // inferred
fromelectronic annotati 0"«5887 // integral to plasma nmenbrane //
non-traceabl e author statenment /// 16020 // menbrane // inferred from

el ectroni c annotation*45012 // MHC class Il receptor activity //
non-traceabl e aut hor statenent

200897_s_at+"gbh: NM 016081. 1 / DB_XREF=gi : 7706354 / GEN=KI AA0992 / FEA=FLMRNA

/ CNT=425 / Tl D=Hs. 194431. 0 / TI ER=FL+St ack / STK=152 /UG=Hs. 194431 /LL=23022

/ DEF=Hono sapi ens pal | adi n (Kl AA0992), nRNA. /PROD=pal | adi n / FL=gb: AF151909. 1
gh: AFO77041. 1

gb: NM 016081. 1"+ 0. 418080218+ 0. 180618883« pal | adi n* KI AA0992¢ Hs. 151220+ ENSG00001
291166468 // protein amno acid phosphorylation // inferred fromelectronic
annot ati one«5021 // vascul ar endothelial growh factor receptor activity //
inferred fromelectronic annotation /// 5524 // ATP binding // inferred from
el ectroni c annotation

200920_s_at «"gb: AL535380 / DB_XREF=gi : 12798873 / DB_XREF=AL535380

/ CLONE=CSODFO09YN13 (5 prine) /FEA=FLMRNA /CNT=488 /Tl D=Hs. 77054. 0

/ TIER=St ack /STK=181 /UG=Hs. 77054 /LL=694 /UG GENE=BTGL /UG Tl TLE=B- cel
transl ocation gene 1, anti-proliferative

/ FL=gb: NM _001731. 1"+ 0. 416782751 0. 452403802+ "B-cel | transl ocati on gene 1
anti-proliferative"eBTGLe Hs. 255935« ENSG00000133639+ 7286 // spermatid cel
devel opnent // inferred fromsequence or structural simlarity /// 8285 //
negative regulation of cell proliferation // inferred fromdirect assay ///
16477 // cell mgration // non-traceable author statenment /// 30308 //
negative re5634 // nucleus // inferred from expression pattern /// 5634 //
nucl eus // inferred fromnutant phenotype /// 5737 // cytoplasm// inferred
from nmut ant phenotypee3712 // transcription cofactor activity //
non-traceabl e author statenment /// 19900 // kinase binding // non-traceable
aut hor st atenent

212226_s_at«"gb: AA628586 / DB_XREF=gi : 2540973 / DB_XREF=af 39f 12. s1

/ CLONE=I MAGE: 1034063 / FEA=EST / CNT=335 /Tl D=Hs. 173717.0 / TI ER=St ack / STK=14
/[ UG=Hs. 173717 /UG _TI TLE=Honp sapi ens phosphati dic acid phosphatase type 2B
(PPAP2B), nRNA"«0.416682244+0. 272031761 phosphati di c aci d phosphat ase type
2Be PPAP2Be Hs. 405156« ENS@G0000162407+6629 // lipid metabolism// non-traceable
aut hor statenent /// 8354 // germcell mgration // traceabl e author
statenent+16020 // menbrane // traceable author statenent /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione4721 //
phosphopr ot ei n phosphatase activity // traceable author statement /// 8195 //
phosphati dat e phosphatase activity // inferred fromelectronic annotation ///
16787 // hydrol ase activity // inferred fromelectronic annotation

224443 at+"gb: BC005997. 1 / DB_XREF=gi : 13543694 / FEA=FLMRNA / CNT=1

/ TI D=HsAf f x. 900821. 625 / TI ER=FL / STK=0 / DEF=Hono sapi ens, cl one MGC: 14801,
MRNA, conpl ete cds. /PROD=Unknown (protein for M3C:14801)

/ FL=gb: BC005997. 1"+ 0. 416577394+ 0. 388279839+ hypot heti cal protein M3C14801 ///



hypot heti cal protein M3C14801e M3C14801¢ Hs. 523932« ENSG00000153363¢ ¢ *
212848_s_at »gb: BA036668 / DB _XREF=gi : 12432092 / DB_XREF=602326882F1

/ CLONE=I MAGE: 4428237 / FEA=EST / CNT=91 / Tl D=Hs. 18075. 0 / TI ER=St ack / STK=61

/ UG=Hs. 18075 / LL=23733 /UG _GENE=CIORF3 /UG _TI TLE=chr onbsone 9 open readi ng
frame 3¢0.414757456¢0. 130419511« chronbsone 9 open readi ng frane

3¢ C90r f 3¢ Hs. 434253+« ENSG00000148120+ 6508 // proteolysis and peptidolysis //
inferred fromdirect assaye+4177 // am nopeptidase activity // inferred from
direct assay /// 4179 // nmenbrane al anyl am nopeptidase activity // inferred
fromelectronic annotation /// 8237 // metallopeptidase activity // inferred
fromdirect assay

1568592 _at " gb: BMP76092 / DB_XREF=gi : 19593683

/ DB_XREF=Ul - CF- EN1- acy- e- 14-0- Ul . s1 / CLONE=UI - CF- ENL- acy- e- 14-0- U

/ TI D=Hs2. 374986. 1 / CNT=104 / FEA=nRNA / TI ER=St ack / STK=14 / UG=Hs. 374986

/ UG _TI TLE=Hono sapi ens, clone | MAGE: 5277162,

MRNA" « 0. 414577198+ 0. 43358534+ hypot heti cal gene supported by

BC031266¢ LOCA00368 Hs. 489254« ¢ o

201506_at « " gb: NM_000358. 1 / DB_XREF=gi : 4507466 / GEN=TGFBI / FEA=FLnMRNA / CNT=491
/ TI D=Hs. 118787. 0 / TI ER=FL+St ack / STK=253 /UG=Hs. 118787 /LL=7045 / DEF=Hono
sapi ens transform ng growh factor, beta-induced, 68kD (TGFBI), nRNA

/ PROD=t ransform ng growt h factor,

bet a-i nduc"+0. 414357905+ 0. 432139104« "transform ng grow h factor

bet a-i nduced, 68kDa"+ TGFBI  Hs. 369397+« ENSG00000120708+ 7155 // cell adhesion //
inferred fromelectronic annotation /// 7162 // negative regul ation of cel
adhesion // traceable author statenment /// 7600 // sensory perception //
inferred fromelectronic annotation /// 7601 // visual perception //
traceabl e aus5578 // extracellular matrix (sensu Metazoa) // inferred from
el ectronic annotation /// 5615 // extracellular space // traceabl e aut hor
statenment+5178 // integrin binding // traceable author statement /// 5515 //
protein binding // inferred fromelectronic annotation
229900_at " gb: AL576908 / DB_XREF=gi : 12939516 / DB_XREF=AL576908

/ CLONE=CSODI 081YB18 (3 prine) /FEA=EST /CNT=24 /TI D=Hs. 55964.0 /Tl ER=St ack

[/ STK=17 / UG=Hs. 55964 /UG TI TLE=ESTs, Weakly simlar to CAHU conpl enent C4A
precursor (H. sapiens)"«0.413998325+0. 283778354« CD109 antigen (Gov pl atel et

al | oanti gens) » CD109¢ Hs. 399891« ENSG00000156535¢+4867 // serine-type
endopepti dase inhibitor activity // inferred fromelectronic annotation ///
17114 // wide-spectrum protease inhibitor activity // inferred from

el ectroni c annotation

231307_at " gb: AW02915 / DB_XREF=gi : 5849831 / DB_XREF=wr 02h09. x1

/ CLONE=I MAGE: 2480417 / FEA=EST / CNT=16 /Tl D=Hs. 293317.0 /Tl ER=St ack / STK=16

/ UG=Hs. 293317 /UG Tl TLE=ESTs, Weakly simlar to JM7

(H. sapi ens)"«0. 413900522+ 0. 347153308 Hypot het i ca

LOC389860« LOC389860+ Hs. 293317+« ENSGD0000187761e « «

226343_at » gb: W 4486 / DB_XREF=gi : 1384960 / DB_XREF=zd56b07. s1

/ CLONE=I MAGE: 344629 / FEA=EST / CNT=69 /Tl D=Hs. 6119. 0 / Tl ER=St ack / STK=40

/ UG=Hs. 6119 /UG Tl TLE=ESTs*0. 413106104+ 0. 463482496+ Di pepti dyl pepti dase

8 DPP8e Hs. 458609+« ENSG00000074603 6508 // proteolysis and peptidolysis //
inferred fromelectronic annotation /// 6508 // proteolysis and peptidolysis
/1 non-traceabl e author statenent /// 6508 // proteolysis and peptidolysis //
traceabl e author statenment /// 6955 // inmune response // tre5737 //
cytoplasm// non-traceable author statement /// 5737 // cytoplasm//
traceabl e author statenment /// 16020 // menbrane // inferred fromelectronic
annot atione3824 // catalytic activity // inferred fromelectronic annotation
/1]l 4274 |/ dipeptidyl-peptidase IV activity // inferred fromelectronic
annot ati on

227174 _at » gb: 298443 / DB_XREF=gi : 2326591 / DB_XREF=HSZ98443

/ CLONE=DKFZpht hml_1e10 / FEA=EST / CNT=39 / Tl D=Hs. 86366. 0 / Tl ER=St ack / STK=20
/ UG=Hs. 86366 /UG Tl TLE=ESTs*0. 412077545+ 0. 344206873+ hypot heti cal protein
FLJ38736 FLJ38736¢ Hs. 208067+« ENSG0000166415¢ « «

201850_at «"gb: NM_ 001747. 1 / DB_XREF=gi : 4502560 / GEN=CAPG / FEA=FLnNRNA / CNT=265
/ TI D=Hs. 82422. 0 / TI ER=FL+St ack / STK=106 / UG=Hs. 82422 /LL=822 / DEF=Honp

sapi ens capping protein (actin filanment), gelsolin-like (CAPG, nRNA

/ PROD=cappi ng protein (actin filanent),

gel solin"«0.412010411-0. 441914366+ " cappi ng protein (actin filament),

gel solin-1like"sCAPG Hs. 516155« ENSG00000042493+" 6461 // protei n conpl ex
assenbly // non-traceabl e author statenent /// 9613 // response to pest,

pat hogen or parasite // traceable author statenent /// 51016 // barbed-end
actin filament capping // traceable author statenent"«5634 // nucleus //
inferred fromelectronic annotation /// 8290 // F-actin capping protein
conplex // traceabl e author statenente3779 // actin binding // inferred from
el ectroni c annotation

225116_at " gb: AWB00045 / DB_XREF=gi : 6709722 / DB_XREF=xs45all. x1

/ CLONE=I MAGE: 2772572 | FEA=EST / CNT=104 / TI D=Hs. 75354. 1 / Tl ER=St ack / STK=8

/ UG=Hs. 75354 /LL=10985 /UG GENE=GCN1L1 /UG Tl TLE=GCNL (general control of

am no-acid synthesis 1, yeast)-like 1"¢0.411892932¢0. 411740456+ Horeodomnai n

i nteracting protein kinase 2¢H PK2¢Hs. 397465+ ENSG00000064393«"74 //

regul ation of cell cycle // non-traceable author statenent /// 6350 //
transcription // inferred fromelectronic annotation /// 6355 // regul ation
of transcription, DNA-dependent // inferred fromelectronic annotation ///
6468 // protein amno acid "+5634 // nucleus // inferred fromdirect assay
/1l 5737 |/ cytoplasm// inferred from sequence or structural simlarity ///
16604 // nucl ear body // traceable author statemente3714 // transcription



corepressor activity // traceable author statenent /// 4674 // protein
serine/threoni ne kinase activity // inferred fromelectronic annotation ///
5515 // protein binding // inferred fromphysical interaction /// 5524 /] ATP
bi ndi ng

224952 _at » gb: BF115054 / DB_XREF=gi : 10984530 / DB_XREF=hr 73f 11. x1

/ CLONE=I MAGE: 3134157 / FEA=nRNA / CNT=107 /Tl D=Hs. 4996. 1 / Tl ER=St ack / STK=28

[ UG=Hs. 4996 /LL=26115 /UG _GENE=DKFZP564D166 /UG Tl TLE=put ative ankyri n-repeat
contai ning proteine0.4114772710. 455240951« put ati ve ankyri n-repeat contai ni ng
pr ot ei ne DKFZP564D166+ Hs. 410889« ENSG00000170921+5488 // binding // inferred
from el ectronic annotation

202201_at «"gh: NM_000713. 1 / DB_XREF=gi : 4502418 / GEN=BLVRB / FEA=FLMRNA / CNT=192
/ TI D=Hs. 76289. 0 / TI ER=FL+St ack / STK=82 / UG=Hs. 76289 /LL=645 / DEF=Honp sapi ens
biliverdin reductase B (flavin reductase (NADPH)) (BLVRB), nRNA

/ PROD=bi | i verdi n reductase B (flavin

reduct as"«0.410997386¢ 0. 231592297<bi |l i verdi n reductase B (fl avin reduct ase

( NADPH) ) « BLVRBe Hs. 515785+ ENSG00000090013+ 9225 // nucl eoti de-sugar mnet abol i sm
/1 inferred fromelectronic annotatione«4074 // biliverdin reductase activity
/1 traceable author statenment /// 16491 // oxi doreductase activity //
inferred fromelectronic annotation /// 42602 // flavin reductase activity //
inferred fromel ectroni c annotation

204034_at " gh: NM 014297.1 / DB_XREF=gi : 7657686 [ GEN=YF13H12 / FEA=FLnMRNA

/ CNT=100 /Tl D=Hs. 7486. 0 / Tl ER=FL+St ack / STK=83 /UG=Hs. 7486 /LL=23474

/ DEF=Honp sapi ens protein expressed in thyroid (YFL3H12), nRNA. /PROD=protein
expressed in thyroid /FL=gb: NM 014297. 1"«0. 410168094+ 0. 443419337-ethy|na|on|c
encephal opat hy 1¢ ETHEle Hs. 7486« ENSGD0000105755¢++¢ 16787 // hydrol ase activity
[/l inferred fromelectronic annotation

206172_at «"gh: NM_000640. 1 / DB_XREF=gi : 10834991 / GEN=I L13RA2 / FEA=FLnRNA

[/ CNT=23 /Tl D=Hs. 25954. 0 / Tl ER=FL / STK=0 /UG=Hs. 25954 /LL=3598 / DEF=Hono
sapiens interleukin 13 receptor, alpha 2 (I1L13RA2), nRNA. /PROD=i nterl eukin
13 receptor, alpha 2 /FL=gb: Ur0981.1

gb: NM 000"+ 0. 409209733+ 0. 444132952« "i nterl eukin 13 receptor, al pha

2"« ] L13RA2¢ Hs. 336046+ ENSG00000123496+ 5615 // extracel | ul ar space //
traceabl e author statement /// 5625 // soluble fraction // traceabl e author
statenent /// 16020 // menbrane // inferred fromelectronic annotation ///
16021 // integral to nmenbrane // inferred from el ectronic annotatione4872 //
receptor activity // inferred fromelectronic annotation /// 4907 //
interleukin receptor activity // traceabl e author statenent

203719_at «"gh: NM_001983. 1 / DB_XREF=gi : 4503598 / GEN=ERCC1 / FEA=FLNMRNA / CNT=117
/ TI D=Hs. 59544. 0 / TI ER=FL+St ack / STK=27 /UG=Hs. 59544 /LL=2067 / DEF=Hono

sapi ens exci sion repair cross-conplenenting rodent repair deficiency,

conpl ementation group 1 (includes overl appi ng

a"+0.4087658510. 418580394+ "exci sion repair cross-conplenenting rodent repair
deficiency, conplenmentation group 1 (includes overlapping anti sense

sequence) "« ERCCle Hs. 435981« ENSG00000012061+6281 // DNA repair // inferred
fromelectronic annotation /// 6289 // nucl eoti de-excision repair // not
recorded /// 9653 // norphogenesis // traceabl e author statenente5634 //
nucleus // inferred fromelectronic annotation /// 5634 // nucleus //
traceabl e aut hor statenente«3684 // damaged DNA binding // inferred from

el ectronic annotation /// 4519 // endonucl ease activity // inferred from

el ectronic annotation /// 4520 // endodeoxyri bonucl ease activity // not
recorded /// 16787 // hydrol ase activity // inferred fromelectro
221875_x_at+"gb: AWh14210 / DB_XREF=gi : 7152378 / DB_XREF=hd75b05. x1

/ CLONE=I MAGE: 2915313 / FEA=EST / CNT=43 / TI D=Hs. 110309. 1 / Tl ER=St ack / STK=30

/ UG=Hs. 110309 /LL=3134 /UG CGENE=HLA-F /UG _TI TLE=nmaj or hi stoconpatibility
conplex, class |, F'+0.408629326¢0.418756127+" maj or hi stoconpatibility

conpl ex, class I, F"eHLA- Fe Hs. 519972« ENSG00000137403+" 19883 // antigen
presentation, endogenous antigen // inferred fromelectronic annotation ///
19885 // antigen processing, endogenous antigen via MHC class | // inferred
fromelectronic annotation"+16021 // integral to nmenbrane // inferred from

el ectronic annotation /// 42612 // MHAC class | protein conmplex // inferred
fromelectronic annotation*30106 // MHC class | receptor activity //
traceabl e aut hor statenent

203313_s_at+"gb: NM 003244. 1 / DB_XREF=gi : 4507472 | GEN=TA F / FEA=FLnRNA

/ CNT=128 /Tl D=Hs. 90077. 0 / Tl ER=FL+St ack / STK=32 /UG=Hs. 90077 /LL=7050

/| DEF=Hono sapiens TGinteracting factor (TALE fam |y honeobox) (TAF), nRNA
/ PROD=TG i nteracting factor (TALE fam |y homeobox)
"e0.408265837+0.460226533« TG-B- i nduced factor (TALE famly

honeobox) « TA Fe Hs. 373550« ENSG00000177426+" 122 // negative regul ati on of
transcription fromRNA polynerase Il pronoter // traceabl e author statenent
/11l 6350 // transcription // inferred fromelectronic annotation /// 6355 //
regul ati on of transcription, DNA-dependent // inferred fromelectronic
a"*5634 // nucleus // inferred fromelectronic annotation /// 5634 // nucl eus
/1 not recordede3700 // transcription factor activity // inferred from

el ectronic annotation /// 3700 // transcription factor activity // traceable
aut hor statenent /// 3714 // transcription corepressor activity // traceable
aut hor st atenment

203988_s_at+"gb: NM 004480. 1 / DB_XREF=gi : 4758407 / CEN=FUT8 / FEA=FLnRNA / CNT=78
[/ TI D=Hs. 118722. 0 / TI ER=FL / STK=0 / UG=Hs. 118722 /LL=2530 / DEF=Hono sapi ens
fucosyltransferase 8 (al pha (1,6) fucosyltransferase) (FUT8), nRNA

/ PROD=f ucosyl t ransferase 8 (al pha

(1,6)fucosyltr"«0.408163022+0. 388781721«"fucosyl transferase 8 (al pha (1, 6)



fucosyl transferase)"«FUT8¢ Hs. 118722+ ENSG0000033170+1701 // enbryonic

devel opnent (sensu Mammalia) // non-traceabl e author statement /// 6491 //
N-gl ycan processing // traceable author statement /// 9312 // oligosaccharide
bi osynthesis // traceable author statement /// 42355 // L-fucose catabolism
/1l non-t«5794 // Col gi apparatus // non-traceabl e author statenment /// 16021
/1 integral to menbrane // inferred fromelectronic annotatione"8424 //

gl ycoprotein 6-al pha-L-fucosyltransferase activity // traceabl e aut hor
statement /// 16757 // transferase activity, transferring glycosyl groups //
inferred fromel ectroni c annotati on”

228038_at » gb: Al 669815 / DB_XREF=gi : 4834589 / DB_XREF=t u31f 07. x1

/ CLONE=I MAGE: 2252677 / FEA=EST / CNT=31 /Tl D=Hs. 129911. 0 / Tl ER=St ack / STK=25

/ UG=Hs. 129911 / UG Tl TLE=ESTs* 0. 406076844+ 0. 461003072+ SRY (sex determ ni ng
regi on Y)-box 2¢SOX2e¢Hs. 518438« ENSG00000181449+"6325 // establishnent and/or
mai nt enance of chromatin architecture // non-traceabl e author statenent ///
6350 // transcription // inferred fromelectronic annotation /// 6355 //
regul ati on of transcription, DNA-dependent // non-traceabl e aut hor
statenent"+5634 // nucleus // non-traceabl e author statemente3700 //
transcription factor activity // non-traceabl e author statenent
228293 _at » gh: AJ245600. 1 / DB_XREF=gi : 5763726 / GEN=TR2D15 / FEA=mRNA / CNT=32

/ TI D=Hs. 180545. 0 / TI ER=St ack / STK=18 / UG=Hs. 180545 / DEF=Hono sapi ens nRNA for
hypot heti cal protein (TR2D15 gene). /PROD=hypot heti ca

prot ei n*0. 405949363+ 0. 300162246+ novel 58.3 KDA

prot ei ne LOC91614+ Hs. 280990+ ENSG00000121690+ 7242 // intracel lul ar signaling
cascade // inferred fromelectronic annotation*e5634 // nucleus // inferred
fromelectronic annotatione3677 // DNA binding // inferred fromelectronic
annot ati on

222487 _s_at«"gb: BCO03667.1 / DB_XREF=gi : 13277527 / FEA=FLnRNA / CNT=230

/ TI D=Hs. 108957. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 108957 /LL=51065

/ UG_GENE=LOC51065 / DEF=Hono sapiens, Simlar to 40S ri bosomal protein S27

i soform clone M3C: 12175, nRNA, conplete cds. /PROD=Simlar to
"e0.402423364+0. 357800605+ ri bosomal protein

S27-1i kee RPS27Le Hs. 108957+ ENSG)0000185088+ 6412 // protein biosynthesis //
inferred fromel ectronic annotation*5840 // ribosone // inferred from

el ectroni c annotatione3735 // structural constituent of ribosone // inferred
from el ectronic annotation

217080_s_at«"gb: Y19026. 1 / DB_XREF=gi : 6996435 / GEN=Honer - 2 / FEA=nRNA / CNT=1

/ TI D=Hs. 93564. 3 / TI ER=ConsEnd / STK=0 / UG=Hs. 93564 /LL=9455 / DEF=Hono sapi ens
MRNA for Homer-2 protein, Honer-2B splicing form /PROD=Honer-2 protein,
Honer-2B splicing form'«0.401726718+0. 419772495« honmer honol og 2

(Dr osophi | a) « HOVER2¢ Hs. 93564« ENS(00000103942« 7216 // met abotropi c gl utamate
receptor signaling pathway // traceabl e author statenentee
238877_at » gh: BE674583 / DB_XREF=gi : 10035124 / DB_XREF=7e02h07. x1

/ CLONE=I MAGE: 3281341 / FEA=EST / CNT=7 / Tl D=Hs. 102408. 0 / TI ER=ConsEnd / STK=4

/ UG=Hs. 102408 / UG Tl TLE=ESTs* 0. 401046982+ 0. 378191097+ Eyes absent honol og 4
(Drosophi | a) e EYAd4e Hs. 549032« ENSG00000112319+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 7275 /] devel oprent
/1 inferred fromelectronic annotation /// 7601 // visual perception //
trac"«5634 // nucleus // inferred fromelectronic annotatione287 // magnesi um
ion binding // inferred fromelectronic annotation /// 3824 // catalytic
activity // inferred fromelectronic annotation /// 4725 // protein tyrosine
phosphat ase activity // inferred fromelectronic annotation /// 16787 //
hydr ol ase activ

223614 _at»gh: AL136588. 1 / DB _XREF=gi : 13276678 / GEN=DKFZp761D112 / FEA=FLnRNA

/ CNT=28 / Tl D=Hs. 103849. 0 / Tl ER=FL+St ack / STK=20 /UG=Hs. 103849 / DEF=Hono

sapi ens MRNA; cDNA DKFZp761D112 (from cl one DKFZp761D112); conpl ete cds.

/ PROD=hypot heti cal protein

/ FL=gb: AL136588. 1+ 0. 399716625+ 0. 479980677+ hypot heti cal protein

DKFZp761D112¢ DKFZp761D112 Hs. 492187«

222877_at«"gb: AK024680. 1 / DB _XREF=gi : 10437021 / FEA=FLmMRNA / CNT=61

/ TI D=Hs. 63382. 0 / TI ER=St ack / STK=32 / UG=Hs. 63382 /LL=55403 /UG GENE=PRO2714
/ UG_TI TLE=hypot heti cal protein PRO2714 /DEF=Hono sapi ens cDNA: FLJ21027 fi s,
cl one CAE07110. /FL=gb: NM 018534. 1"+ 0. 398508487+ 0. 412770677+ Neuropi |l i n

2¢ NRP2¢ Hs. 471200« ENSG00000118257+ 1525 // angi ogenesis // non-traceabl e aut hor
statement /// 6118 // electron transport // inferred fromelectronic
annotation /// 7155 // cell adhesion // inferred fromelectronic annotation
/11 7155 // cell adhesion // non-traceable author statenment /// 75624 //
menbrane fraction // traceable author statenent /// 16020 // menbrane //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
non-traceabl e aut hor statene«4872 // receptor activity // traceabl e author
statement /// 5021 // vascul ar endothelial growh factor receptor activity //
non-traceabl e author statenment /// 5021 // vascul ar endothelial growh factor
receptor activity // traceable author statenment /// 5

208894 _at «"gb: M60334. 1 / DB_XREF=gi : 188255 / GEN=HLA- DRA / FEA=FLnRNA / CNT=470
/ TI D=Hs. 76807. 0 / TI ER=FL / STK=0 /UG=Hs. 76807 /LL=3122 /DEF=Human MHC cl ass |
HLA- DR- al pha nRNA, conpl ete cds. /PROD=cel |l surface glycoprotein

/ FL=gb: M60334. 1 gb: NM_019111. 1"+ 0. 397295711+ 0. 273340003 " naj or

hi st oconpatibility conplex, class Il, DR alpha /// major histoconpatibility
conpl ex, class |1, DR al pha"eHLA- DRAs Hs. 520048« ENSG00000168423 ///
ENS@0000198334+ " 6955 // inmmune response // inferred fromelectronic



annotation /// 6955 // imune response // non-traceable author statement ///
19884 // antigen presentation, exogenous antigen // inferred fromelectronic
annotation /// 19886 // antigen processing, exoge"+5887 // integral to plasm
nmenbrane // non-traceabl e author statement /// 16020 // menbrane // inferred
fromelectronic annotation /// 16021 // integral to menbrane // inferred from
el ectroni c annotation*45012 // MHC class Il receptor activity //
non-traceabl e aut hor statenent

203060_s_at *"gb: AF074331. 1 / DB_XREF=gi : 5052074 / GEN=PAPSS2 / FEA=FLMRNA

/ CNT=156 /Tl D=Hs. 274230. 0 / Tl ER=FL+St ack / STK=29 /UG=Hs. 274230 /LL=9060

/| DEF=Honmo sapi ens PAPS synt het ase-2 (PAPSS2) nRNA, conpl ete cds. /PROD=PAPS
synt het ase-2 / FL=gb: AF313907.1 gb: AF173365. 1

gb: A"+ 0. 397190655+ 0. 420607315 3' - phosphoadenosi ne 5' - phosphosul f ate synt hase
2¢ PAPSS2e Hs. 524491« ENSGD0000198682«" 103 // sulfate assimlation // inferred
fromelectronic annotation /// 1501 // skel etal developnent // inferred from
sequence or structural simlarity /// 6139 // nucl eobase, nucl eoside,

nucl eoti de and nucleic acid netabolism// not recorded"+5622 // intracellular
/1 inferred fromsequence or structural simlaritye4020 // adenylyl-sulfate
ki nase activity // inferred fromelectronic annotation /// 4781 // sulfate
adenyl yl transferase (ATP) activity // inferred from sequence or structura
simlarity /// 5524 // ATP binding // inferred from sequence or structura
siml

205567_at « " gb: NM_003654. 1 / DB_XREF=gi : 4502840 / GEN=CHST1 / FEA=FLNRNA / CNT=52
/ TI D=Hs. 104576. 0 / TI ER=FL+St ack / STK=29 /UG=Hs. 104576 /LL=8534 / DEF=Hono

sapi ens carbohydrate (chondroitin 6keratan) sulfotransferase 1 (CHST1), nRNA
/ PROD=car bohydrate (chondroitin 6kerat"e0.396331704+0. 400611059+ car bohydr at e
(keratan sulfate Gal-6) sul fotransferase

1e CHST1e Hs. 104576« ENSG00000175264+ 5976 // pol ysacchari de netabolism//
traceabl e author statenment /// 6012 // gal actose netabolism// inferred from
direct assay /// 6954 // inflammatory response // inferred fromelectronic
annotation /// 42339 // keratan sulfate nmetabolism// inferred froe5794 //
Col gi apparatus // inferred fromelectronic annotation /// 16021 // integra
to nenbrane // non-traceable author statement /// 31228 // intrinsic to Col gi
menbrane // inferred from sequence or structural simlaritye16740 //
transferase activity // inferred fromelectronic annotation /// 45130 //
keratan sul fotransferase activity // inferred fromdirect assay
218162_at " gb: NM_ 020190. 1 / DB_XREF=gi : 9910269 / GEN=HNCEL-i so / FEA=FLmRNA

/ CNT=185 / Tl D=Hs. 9315. 0 / TI ER=FL / STK=0 /UG=Hs. 9315 /LL=56944 / DEF=Hono

sapi ens HNCEL-iso protein (HNCEL-iso), nRNA. /PROD=HNCEL-iso protein

/ FL=gb: NM_020190. 1 gb: AF201945. 1"+« 0. 395020558+ 0. 286809714+ ol f act orredi n- 1 i ke
3¢ OLFML3¢ Hs. 9315+ ENSG00000116774e ¢

224455 s_ate+"gb: BC0O06112. 1 / DB_XREF=gi : 13543939 / FEA=FLNRNA / CNT=1

/ TI D=HsAf f x. 900856. 463 / TI ER=FL / STK=0 / DEF=Hono sapi ens, Similar to Rl KEN
cDNA 2610017309 gene, clone M3C: 12975, nmRNA, conmplete cds. /PROD=Simlar to
RI KEN cDNA 2610017Q09 gene

/ FL=gb: BC006112. 1"+ 0. 394881929+ 0. 384062406+ ADP- dependent gl ucoki nase ///

ADP- dependent gl ucoki nasee ADPGKe Hs. 513013« ENSG00000159322+ 5975 //

car bohydrate nmetabolism// inferred fromelectronic annotationee"16773 //
phosphot ransferase activity, alcohol group as acceptor // inferred from

el ectroni c annotation”

219641 ate+"gb: NM 017996. 1 / DB_XREF=gi : 8922230 / GEN=FLJ10103 / FEA=FLmRNA

[/ CNT=27 [ Tl D=Hs. 42140. 0 / Tl ER=FL+St ack / STK=12 /UG=Hs. 42140 /LL=55070

/ DEF=Hono sapi ens hypot hetical protein FLJ10103 (FLJ10103), nRNA

/ PROD=hypot heti cal protein FLJ10103 /FL=gb: BC001242.1

gb: N'+0. 393239993+ 0. 247291887+ de-eti ol ated honol og 1

(Ar abi dopsi s) « DET1e Hs. 42140+ ENSG)0000140543+ 6512 // ubiquitin cycle //
inferred fromel ectronic annotation*5634 // nucleus // inferred from

el ectroni c annotati one

201860_s_at «"gb: NM_000930. 1 / DB_XREF=gi : 4505860 / GEN=PLAT / FEA=FLnRNA

/ CNT=265 / Tl D=Hs. 274404. 0 / TI ER=FL+St ack / STK=118 /UG=Hs. 274404 /LL=5327

/ DEF=Hono sapi ens pl asm nogen activator, tissue (PLAT), nRNA

/ PROD=pl asm nogen activator, tissue /FL=gb: NM 000930. 1

gb: NM 00"+ 0. 392603088+ 0. 397742182+ " pl asm nogen acti vat or
tissue"ePLATs Hs. 491582« ENSG00000104368+ 6464 // protein nodification //
traceabl e author statenment /// 6508 // proteolysis and peptidolysis //
inferred fromelectronic annotation /// 6508 // proteolysis and peptidolysis
/1 traceable author statenment /// 7596 // bl ood coagul ation // traceable
aue5576 // extracellular region // inferred fromelectronic annotatione4263
/1 chymotrypsin activity // inferred fromelectronic annotation /// 4295 //
trypsin activity // inferred fromelectronic annotation /// 8233 // peptidase
activity // inferred fromelectronic annotation /// 8243 // plasm nogen
activator activity // in

217478_s_ate+"gb: X76775 / DB_XREF=gi : 512468 / FEA=DNA_1 /CNT=1 /Tl D=Hs. 77522. 1
/ TI ER=ConsEnd / STK=0 / UG=Hs. 77522 /LL=3108 /UG GENE=HLA- DNVA / UG_TI TLE=ng] or
hi st oconpatibility conplex, class ||, DM al pha / DEF=H. sapi ens HLA- DVA
gene"+0. 392526553 0. 176028156« " maj or hi stoconpati bility conplex, class Il, DM
al pha" « HLA- DVAs Hs. 351279« ENSG00000124546+ " 6955 // inmune response // inferred
fromelectronic annotation /// 9596 // detection of pest, pathogen or
parasite // traceable author statenment /// 19884 // antigen presentation
exogenous antigen // inferred fromelectronic annotation /// 19886 //
antig"«16020 // nmenbrane // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione5515 // protein



binding // traceable author statenment /// 45012 // NMHC class Il receptor
activity // inferred fromelectronic annotation /// 45012 // NMHC cl ass |
receptor activity // non-traceabl e author statenent
206256_at » " gb: NM_001308. 1 / DB_XREF=gi : 4503010 / GEN=CPN1 / FEA=FLnRNA / CNT=22
/ TI D=Hs. 2246. 0 / TI ER=FL+St ack / STK=14 /UG=Hs. 2246 /LL=1369 / DEF=Hono sapi ens
car boxypepti dase N, pol ypeptide 1, 50kD (CPN1), nRNA. /PROD=car boxypepti dase
N, pol ypeptide 1, 50kDprecursor

/ FL="+0. 392081707+ 0. 247931577+ " car boxypepti dase N, pol ypeptide 1

50kD" » CPN1e Hs. 2246+ ENSG00000120054+ 6508 // proteolysis and peptidolysis //
inferred fromel ectronic annotatione5615 // extracellular space // traceable
aut hor statenent«4182 // carboxypepti dase A activity // inferred from

el ectronic annotation /// 4184 // |ysine carboxypeptidase activity //
inferred fromelectronic annotation /// 8237 // metall opeptidase activity //
inferred fromel ectroni c annotation

202032_s_at+"gb: NM 006122. 1 / DB_XREF=gi : 5540099 / GEN=MAN2A2 [/ FEA=FLMRNA

/ CNT=161 / Tl D=Hs. 295605. 0 / Tl ER=FL+St ack / STK=54 [/ UG=Hs. 295605 /LL=4122

/| DEF=Hono sapi ens mannosi dase, al pha, class 2A, nmenber 2 (MAN2A2), nRNA

/ PROD=mannosi dase, al pha, class 2A, nenber 2

/ FL=gb" « 0. 391527667+ 0. 389772804« " mannosi dase, al pha, class 2A, nenber

2"« MAN2A2e Hs. 116459+ 5975 // carbohydrate nmetabolism// non-traceabl e aut hor
statenent /// 6013 // mannose netabolism// inferred fromelectronic
annotation+139 // Colgi nmenbrane // non-traceabl e author statement /// 16021
/1 integral to menbrane // inferred fromelectronic annotatione"4559 //

al pha- mannosi dase activity // inferred fromelectronic annotation /// 4572 [/
mannosyl - ol i gosacchari de 1, 3-1, 6-al pha- mannosi dase activity // non-traceable
aut hor statenent /// 16798 // hydrol ase activity, acting on glycosyl bonds //
inferred from"

201998_at " gb: Al 743792 / DB_XREF=gi : 5112080 / DB_XREF=wg53h11. x1

/ CLONE=I MAGE: 2368869 / FEA=FLNMRNA / CNT=240 / Tl D=Hs. 2554. 0 / Tl ER=St ack / STK=107
/ UG=Hs. 2554 /LL=6480 /UG GENE=SI AT1 /UG Tl TLE=si al yl transferase 1

(bet a- gal act osi de al pha-2, 6-si al ytransferase)

/ FL=gb: NM_003"+ 0. 391063229+ 0. 331896825+ " ST6 bet a- gal act osani de

al pha-2,6-sialyltranferase 1"« ST6GAL1e Hs. 207459« ENSG00000073849+ 6486 //
protein amno acid glycosylation // inferred fromelectronic annotation ///
6959 // hunoral inmune response // traceable author statement /// 9311 //

ol i gosaccharide netabolism// inferred fromsequence or structural simlarity
/11l 40007 /] growthe5794 // Col gi apparatus // inferred fromelectronic
annotation /// 16020 // menbrane // inferred fromelectronic annotation ///
16021 // integral to nenbrane // inferred from sequence or structura
simlaritye"3835 // beta-gal actosi de al pha-2, 6-sialyltransferase activity //
inferred fromsequence or structural simlarity"

230493 _at » gh: AW64964 / DB_XREF=gi : 7457508 / DB_XREF=hi 98e03. x1

/ CLONE=I MAGE: 2980348 / FEA=EST / CNT=13 / TI D=Hs. 128899. 0 / TI ER=St ack / STK=10

/ UG=Hs. 128899 / UG Tl TLE=ESTs* 0. 390452473+ 0. 461336168+t r ansnenbr ane protein
46« TMEMA6* Hs. 433791« ENSGD0000180730+ 16021 // integral to menbrane //
inferred fromel ectroni c annot ati one

204014 _at «"gb: NM_001394. 2 / DB_XREF=gi : 12707552 / GEN=DUSP4 / FEA=FLMRNA

/ CNT=105 / Tl D=Hs. 2359. 0 / TI ER=FL / STK=4 /UG=Hs. 2359 /LL=1846 / DEF=Hono

sapi ens dual specificity phosphatase 4 (DUSP4), nRNA. /PROD=dual specificity
phosphat ase 4 /FL=gb: NM 001394. 2 gb: BC002671. 1

g"+0. 388623967 0. 323797205+ dual specificity phosphatase

4¢ DUSP4+ Hs. 417962+ ENSQ00000120875+74 // regul ation of cell cycle //
non-traceabl e author statement /// 165 // MAPKKK cascade // traceabl e author
statement /// 6470 // protein am no acid dephosphorylation // inferred from
el ectronic annotation /// 6470 // protein am no acid dephosphoryl ati«5634 //
nucl eus // traceabl e author statenente4725 // protein tyrosine phosphatase
activity // inferred fromelectronic annotation /// 8330 // protein
tyrosi ne/t hreoni ne phosphatase activity // traceable author statenment ///
16787 // hydrol ase activity // inferred fromelectronic annotation /// 17017
218007_s_at*"gb: NM_ 015920. 1 / DB_XREF=gi : 7705705 / GEN=LOC51065 / FEA=FLmMRNA

/ CNT=230 /Tl D=Hs. 108957. 0 / Tl ER=FL+St ack / STK=142 /UG=Hs. 108957 /LL=51065

/ DEF=Honmo sapi ens 40S ri bosomal protein S27 isoform (LOC51065), nmRNA

/ PROD=40S ri bosomal protein S27 isoform

/ FL=gb: NM "+ 0. 388044463+ 0. 488953891+ri bosonal protein

S27-1i kee RPS27Le Hs. 108957+ ENSG)0000185088+ 6412 // protein biosynthesis //
inferred fromel ectronic annotation*5840 // ribosone // inferred from

el ectroni c annotatione3735 // structural constituent of ribosone // inferred
from el ectronic annotation

204137_at «"gb: NM_003272. 1 / DB_XREF=gi : 4507544 | GEN=TM/SF1 / FEA=FLnRNA / CNT=93
/ TI D=Hs. 15791. 0 / Tl ER=FL+St ack / STK=43 /UG=Hs. 15791 /LL=7107 / DEF=Hono

sapi ens transmenbrane 7 superfam |y nmenber 1 (upregulated in kidney)
(TM/SF1), nRNA. /PROD=transmenbrane 7

superfam [ "+0. 386683752+ 0. 279466874+t ransmenbrane 7 superfam |y nmenber 1
(upregul ated in kidney)es TM/SF1e Hs. 498160« ENSG00000077585¢ 5624 // menbr ane
fraction // traceable author statement /// 5887 // integral to plasm
menbrane // traceabl e author statenente

202447 _at «"gb: NM_001359. 1 / DB_XREF=gi : 4503300 / GEN=DECR1 / FEA=FLnRNA / CNT=168
/ TI D=Hs. 81548. 0 / TI ER=FL+St ack / STK=60 / UG=Hs. 81548 /LL=1666 / DEF=Honp

sapi ens 2, 4-di enoyl CoA reductase 1, mtochondrial (DECRLl), nuclear gene
encodi ng m t ochondri al protein, nMRNA

/ PROD="+0. 38616285 0. 431639712+ "2, 4-di enoyl CoA reductase 1



m t ochondri al "« DECR1e Hs. 492212« ENSG00000104325 8152 // netabolism// inferred
fromelectronic annotati on*5739 // mtochondrion // traceabl e author
statement«" 8670 // 2, 4-dienoyl - CoA reductase (NADPH) activity // traceable
aut hor statenent /// 16491 // oxidoreductase activity // inferred from

el ectroni c annotation”

203058_s_at * gb: AW299958 / DB _XREF=gi : 6709635 / DB_XREF=xs44905. x1

/ CLONE=I MAGE: 2772536 / FEA=FLMRNA / CNT=156 /Tl D=Hs. 274230. 0 / Tl ER=St ack

/ STK=31 [/ UG=Hs. 274230 /LL=9060 /UG _GENE=PAPSS2 /UG Tl TLE=3- phosphoadenosi ne
5- phosphosul fate synt hase 2 /FL=gb: AF313907. 1

gb: AF17336+ 0. 385586063+ 0. 419968482+« 3' - phosphoadenosi ne 5' - phosphosul fat e
synt hase 2¢ PAPSS2e¢ Hs. 524491« ENSG00000198682+" 103 // sulfate assimlation //
inferred fromelectronic annotation /// 1501 // skel etal devel opnent //
inferred fromsequence or structural simlarity /// 6139 // nucl eobase,

nucl eosi de, nucl eoti de and nucleic acid netabolism// not recorded"+5622 //
intracellular // inferred fromsequence or structural simlaritye4020 //
adenyl yl -sul fate ki nase activity // inferred fromelectronic annotation ///
4781 // sulfate adenylyltransferase (ATP) activity // inferred from sequence
or structural simlarity /// 5524 // ATP binding // inferred from sequence or
structural siml

202187_s_at«"gb: NM_006243. 1 / DB_XREF=gi : 5453949 / GEN=PPP2R5A / FEA=FLmRNA

/ CNT=214 /Tl D=Hs. 155079. 0 / Tl ER=FL+St ack / STK=87 /UG=Hs. 155079 /LL=5525

/ DEF=Hono sapi ens protei n phosphatase 2, regul atory subunit B (B56), al pha

i sof orm (PPP2R5A), nmRNA. / PROD=protein

phosphat a"+0. 385210751« 0. 356344664+ " pr ot ei n phosphatase 2, regul atory subunit
B (B56), al pha isofornie«PPP2R5As Hs. 497684« ENSG00000066027+ 7165 // signa
transduction // inferred fromelectronic annotatione159 // protein
phosphat ase type 2A conplex // inferred fromelectronic annotation /// 5737
/1 cytoplasm// traceable author statemente4721 // phosphoprotein phosphatase
activity // inferred fromelectronic annotation /// 5515 // protein binding
/1 inferred from physical interaction /// 8601 // protein phosphatase type 2A
regul ator activity // traceable author statenent /// 16787 // hydr
202598_at « " gb: NM_005979. 1 / DB_XREF=gi : 5174658 / GEN=S100A13 / FEA=FLNMRNA

/ CNT=149 /Tl D=Hs. 14331. 0 / Tl ER=FL+St ack / STK=81 /UG=Hs. 14331 /LL=6284

/| DEF=Hono sapi ens S100 cal ci um bi ndi ng protein Al3 (S100A13), nRNA

/ PROD=S100 cal ci um bi ndi ng protein A13 /FL=gbh: BC000632. 1

"¢(0.384911001°0. 329287525+ S100 cal ci um bi ndi ng protein

Al13¢ S100A13+ Hs. 516505+« ENSG00000189171+ 30154 // cell differentiation //
non-traceabl e aut hor statenente«5509 // calciumion binding // traceable

aut hor st atenment

224959 _at+"gb: Al 718385 / DB_XREF=gi : 5035641 / DB_XREF=as59f 10. x1

/ CLONE=I MAGE: 2333035 / FEA=NRNA / CNT=144 /Tl D=Hs. 302738. 0 / Tl ER=St ack / STK=34
/ UG=Hs. 302738 /UG Tl TLE=Honp sapi ens cDNA: FLJ21425 fis, clone

COL04162" 0. 384136788+ 0. 3751153+ "sol ute carrier famly 26 (sulfate
transporter), nenber 2"eSLC26A2¢Hs. 302738+« ENSG00000155850¢6810 // transport
/1 inferred fromelectronic annotation /// 8272 // sulfate transport //
traceabl e author statenente5624 // menbrane fraction // traceabl e author
statenment /// 5887 // integral to plasma nmenbrane // traceabl e author
statenent /// 16020 // menbrane // inferred from el ectronic annotatione8271
/1 sulfate porter activity // inferred fromelectronic annotation
235337_at » gb: Al 276403 / DB_XREF=gi : 3898677 / DB_XREF=gqw06b03. x1

/ CLONE=I MAGE: 1990253 / FEA=EST / CNT=14 /Tl D=Hs. 88143. 0 / Tl ER=ConsEnd / STK=2

/ UG=Hs. 88143 / UG Tl TLE=ESTs+ 0. 380236771« 0. 333425224+« SERTA donai n cont ai ni ng
4 SERTAD4« Hs. 445835« ENSG00000082497¢ « «

225102_at » gb: BG168471 / DB_XREF=gi : 12675184 / DB_XREF=602339623F1

/ CLONE=I MAGE: 4447685 / FEA=nNRNA / CNT=101 /Tl D=Hs. 3964. 0 / TI ER=St ack / STK=31

/ UG=Hs. 3964 / UG Tl TLE=Hono sapi ens cl one 24877 nRNA

sequencee 0. 37982234+ 0. 360708155« nonogl yceri de

| i pasee Ma_Le Hs. 277035+« ENSG00000074416+ 6629 // |ipid nmetabolism// traceable
aut hor statenent /// 6725 // aromatic conpound netabolism// inferred from
el ectronic annotation /// 6954 // inflammtory response // traceabl e aut hor
statenmente«4622 // |ysophospholipase activity // traceabl e author statenent
/11l 4759 // serine esterase activity // inferred fromelectronic annotation
/1l 16787 /! hydrol ase activity // inferred fromelectronic annotation ///
47372 /1 acylglycerol |ipase activity /

228060_at » gb: Al 809083 / DB_XREF=gi : 5395649 / DB_XREF=wf 68b10. x1

/ CLONE=I MAGE: 2360731 / FEA=EST / CNT=30 / TI D=Hs. 20976.0 / TI ER=St ack / STK=12

/ UG=Hs. 20976 /UG Tl TLE=ESTs*0. 379195861« 0. 423854532+ "sol ute carrier famly
35, menber F1"e«SLC35F1¢Hs. 549284« ENSG00000196376¢ ¢

203408_s_at*"gb: NM_002971. 1 / DB_XREF=gi : 4506790 / GEN=SATB1 / FEA=FLMRNA

/ CNT=196 /Tl D=Hs. 74592. 0 / Tl ER=FL+St ack / STK=31 /UG=Hs. 74592 /LL=6304

/| DEF=Hono sapi ens speci al AT-rich sequence binding protein 1 (binds to

nucl ear matri xscaffol d-associ ati ng DNAs) (SATB1), nRNA

"e(0.378378075+0. 232377319+ speci al AT-rich sequence binding protein 1 (binds
to nucl ear matrix/scaffol d-associ ati ng

DNA' s) « SATB1e Hs. 517717« ENSG00000182568+ " 6325 // establishnent and/ or

mai nt enance of chromatin architecture // traceable author statenent /// 6355
/1 regulation of transcription, DNA-dependent // inferred fromelectronic
annot ation"+5634 // nucleus // traceabl e author statenmente3690 //

doubl e-stranded DNA binding // traceable author statement /// 3700 //
transcription factor activity // inferred fromelectronic annotation
211000_s_at *"gb: AB015706. 1 / DB_XREF=gi : 4972293 / GEN=gp130 / FEA=FLNMRNA / CNT=2



/ TI D=Hs. 82065. 1 / TI ER=FL / STK=0 /UG=Hs. 82065 /LL=3572 / DEF=Hono sapi ens mRNA
for gpl30 of the rheumatoid arthritis antigenic peptide-bearing soluble form
(gpl30- RAPS), complete cds. /PROD=gpl"e0.375248776+0.381619715*"interl eukin 6
signal transducer (gpl30, oncostatin M

receptor) "l L6STe Hs. 532082« ENSG00000134352+ 6955 // inmune response //
traceabl e author statenment /// 7166 // cell surface receptor |inked signa
transduction // traceabl e author statemente5886 // plasma nenbrane //
traceabl e author statenment /// 5887 // integral to plasma nenbrane //
traceabl e author statenente«4872 // receptor activity // traceabl e author
statement /// 4915 // interleukin-6 receptor activity // traceabl e author
statement /// 4924 // oncostatin-Mreceptor activity // traceabl e author

st at enent

232270_at »gh: AL137535. 1 / DB_XREF=gi : 6808211 / FEA=nRNA / CNT=11 /Tl D=Hs. 15806. 0
/ TI ER=ConsEnd / STK=0 / UG=Hs. 15806 /UG TI TLE=Hono sapi ens nRNA; cDNA
DKFZp434H2019 (from cl one DKFZp434H2019) /DEF=Hono sapi ens nmRNA; cDNA
DKFZp434H2019 (from cl one DKFZp434H2019). 0. 374375004+ 0. 418956372+ Chr onosone
9 open readi ng frame 3¢C9orf 3¢ Hs. 434253+ ENSG00000148120+ 6508 // proteol ysis
and peptidolysis // inferred fromdirect assaye+4177 // am nopepti dase
activity // inferred fromdirect assay /// 4179 // menbrane al anyl

am nopepti dase activity // inferred fromelectronic annotation /// 8237 //

nmet al | opepti dase activity // inferred fromdirect assay

225685_at » gb: Al 801777 / DB_XREF=qgi : 5367249 / DB_XREF=t 095d04. x1

/ CLONE=I MAGE: 2186023 / FEA=EST / CNT=92 /Tl D=Hs. 6774.0 / Tl ER=St ack / STK=38

/ UG=Hs. 6774 [/ UG TI TLE=ESTs* 0. 373518748+ 0. 432762819+ CDC42 effector protein
(Rho GTPase binding) 3¢ CDC42EP3¢ Hs. 369574« ENSG00000163171+7165 // signa
transduction // traceabl e author statenmentee5519 // cytoskeletal regulatory
protein binding // traceabl e author statenent

203932_at «"gb: NM_ 002118. 1 / DB_XREF=gi : 4504398 / GEN=HLA- DVB / FEA=FLNRNA

/ CNT=91 /Tl D=Hs. 1162. 0 / Tl ER=FL+St ack / STK=49 /UG=Hs. 1162 /LL=3109 / DEF=Hono
sapi ens maj or histoconpatibility conplex, class Il, DM beta (HLA-DVB), nRNA

/ PROD=maj or hi stoconpatibility conplex, c"<0.37343969+0.301885343«" maj or

hi st oconpatibility conplex, class Il, DMbeta /// major histoconmpatibility
conplex, class Il, DM beta"sHLA-DVBeHs. 1162« ENSG0000112091+ " 6955 // i nmune
response // inferred fromelectronic annotation /// 9596 // detection of

pest, pathogen or parasite // traceable author statenent /// 19884 // antigen
presentation, exogenous antigen // inferred fromelectronic annotation ///
19886 // antig"+16020 // menbrane // inferred fromelectronic annotation ///
16021 // integral to menbrane // inferred fromelectronic annotatione45012 //
MHC class Il receptor activity // inferred fromelectronic annotation
203845_at » gh: AV727449 / DB_XREF=gi : 10836870 / DB_XREF=AV727449 |/ CLONE=HTCAY®X)1
/ FEA=FLMRNA / CNT=86 / Tl D=Hs. 199061. 0 / Tl ER=St ack / STK=25 /UG=Hs. 199061

/ LL=8850 /UG _GENE=PCAF /UG Tl TLE=p300CBP- associ ated factor /FL=gh: NM 003884. 2
gh: U57317. 2+ 0. 372691509+ 0. 293167749+ p300/ CBP- associ at ed

fact or « PCAFe Hs. 533055« ENS@G00000114166+" 6338 // chromatin renodeling //
non-traceabl e author statement /// 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 6473 // protein am no acid
ac"+*5634 // nucleus // traceable author statemente3712 // transcription
cofactor activity // inferred from physical interaction /// 4402 // histone
acetyltransferase activity // inferred fromelectronic annotation /// 8080 //
N-acetyltransferase activity // inferred fromelectronic annotation /// 16740
/

218039 _at«"gb: NM 016359. 1 / DB_XREF=gi : 7705950 / GEN=LOC51203 / FEA=FLMRNA

/ CNT=141 /Tl D=Hs. 279905. 0 / Tl ER=FL+St ack / STK=29 /UG=Hs. 279905 /LL=51203

/| DEF=Honmo sapi ens cl one HQ310 PRC0310pl1 (LOC51203), nRNA. /PROD=cl one HQ310
PRO0310pl / FL=gb: NM 016359. 1 gb: AF305711. 1

" (0. 372505532+ 0. 451181342+ nucl eol ar and spindl e associ ated protein

1+ NUSAP1e Hs. 511093« ENSG00000137804¢ 5634 // nucleus // inferred from

el ectroni c annotati one

217787_s_ategb: AL525086 /DB _XREF=gi : 12788579 / DB_XREF=AL525086

/ CLONE=CSODC005YC04 (3 prine) /FEA=FLMRNA /CNT=282 /Tl D=Hs. 130181.0

/ TIER=St ack /STK=18 / UG=Hs. 130181 /LL=2590 /UG _GENE=GALNT2

/ UG_TI TLE=UDP- N- acet yl - al pha- D- gal act osam ne: pol ypepti de

N-acet yl gal act osami ne0. 370598092+ 0. 232286231« UDP- N- acet yl - al pha- D- gal act osam n
e: pol ypepti de N acetyl gal act osam nyl transferase 2

(Gal NAc- T2) » GALNT2+ Hs. 300834« ENSQ)0000143641+ 6493 // O linked gl ycosyl ati on
/1 traceable author statenent«5794 // Col gi apparatus // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectroni c annotatione"4653 // pol ypepti de N acetyl gal act osam nyl transferase
activity // traceable author statenment /// 5529 // sugar binding // inferred
fromelectronic annotation /// 16757 // transferase activity, transferring

gl ycosyl groups // inferred fromelectronic annot™

209822_s_ate"gb: L22431.1 / DB_XREF=gi : 437386 / FEA=FLmMRNA / CNT=57

/ TID=Hs. 73729. 1 / TI ER=FL+St ack / STK=23 /UG=Hs. 73729 /LL=7436 /UG GENE=VLDLR

/ DEF=Hurman very | ow density |ipoprotein receptor, conplete cds. /PROD=very

| ow density |ipoprotein receptor /FL=gbh:D16493.1

gb: N'+0. 370071816+ 0. 327683806°very | ow density |ipoprotein
receptoreVLDLRe Hs. 370422+« ENSG00000147852+ 6629 // |ipid nmetabolism// inferred
fromelectronic annotation /// 6869 // lipid transport // inferred from

el ectronic annotation /// 6897 // endocytosis // inferred fromelectronic
annotation /// 7165 // signal transduction // traceabl e author statenentes5905



/! coated pit // inferred fromelectronic annotation /// 16020 // menbrane //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation*4872 // receptor activity // inferred
fromelectronic annotation /// 5041 // lowdensity |ipoprotein receptor
activity // traceable author statement /// 5319 // lipid transporter activity
/1 inferred fromelectronic annotation /// 5509 // calciumion bind
209289_at » gb: Al 700518 / DB_XREF=gi : 4988418 / DB_XREF=we37d09. x1

/ CLONE=I MAGE: 2343281 / FEA=FLNMRNA / CNT=149 /Tl D=Hs. 33287.1 / Tl ER=St ack / STK=42
/ UG=Hs. 33287 /LL=4781 / UG GENE=NFI B / UG Tl TLE=nucl ear factor |IB

/ FL=gb: BC001283. 1 gb: NM 005596. 1 gb: U85193. 1+ 0. 369999233+ 0. 403082808+ Nucl ear
factor |/BeNFlBeHs. 370359« ENSGD0000147862+" 6260 // DNA replication //
inferred fromelectronic annotation /// 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred from el ectronic annotation"+«5634 // nucleus //
inferred fromelectronic annotation /// 5634 // nucleus // traceabl e author
statenment+3700 // transcription factor activity // inferred fromelectronic
annotation /// 3700 // transcription factor activity // traceabl e author

st at enent

204451 _at+"gb: NM_003505. 1 / DB_XREF=gi : 4503824 / GEN=FZDl / FEA=FLNRNA / CNT=64

/ TI D=Hs. 94234.0 / TI ER=FL / STK=0 / UG=Hs. 94234 /LL=8321 / DEF=Hono sapi ens
frizzled (Drosophila) honolog 1 (FzZD1), nRNA. /PROD=frizzled 1

/ FL=gb: AB017363. 1 gb: NM 003505. 1

gb: AF072872. 1"+ 0. 369881163+ 0. 419885961+fri zzl ed honol og 1

(Drosophi | a) e« FZD1e Hs. 94234« ENSG0000157240+ 7186 // G protei n coupl ed receptor
protein signaling pathway // inferred fromelectronic annotation /// 7275 //
devel opnent // inferred fromelectronic annotation /// 16055 // Wht receptor
signaling pathway // inferred from el ectronic annotatione16020 // nenbrane //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
inferred fromel ectronic annotati on®4926 // non-G protein coupled 7TM
receptor activity // inferred fromelectronic annotation /// 4930 //

G protein coupled receptor activity // inferred fromelectronic annotation
203627_at » gb: Al 830698 / DB_XREF=gi : 5451454 |/ DB_XREF=wj 52f 06. x1

/ CLONE=I MAGE: 2406467 / FEA=FLNMRNA / CNT=95 / Tl D=Hs. 239176. 0 / Tl ER=St ack / STK=11
/ UG=Hs. 239176 /LL=3480 /UG GENE=I GF1R /UG TI TLE=i nsulin-like growmh factor 1
receptor /FL=gb: NM 000875. 2+ 0. 366260543+ 0. 332987729+ I nsul in-1ike growh
factor 1 receptorel GF1Re Hs. 20573+ ENSGD0000140443+74 // regul ation of cel
cycle // traceable author statement /// 6468 // protein am no acid
phosphorylation // inferred fromelectronic annotation /// 6916 //
anti-apoptosis // traceable author statenent /// 7165 // signal transduction
/'l traceabl e authore16020 // nenbrane // inferred fromelectronic annotation
/1] 16021 // integral to nmenbrane // inferred fromelectronic annotatione4872
/1 receptor activity // inferred fromelectronic annotation /// 5006 //

epi dermal growt h factor receptor activity // inferred fromelectronic
annotation /// 5010 // insulin-like gromh factor receptor activity //
traceabl e author statenment /// 5515 /

210982_s_at+"gb: M50333. 1 / DB_XREF=gi : 188268 / GEN=HLA- DRA / FEA=FLNRNA / CNT=2

/ TID=Hs. 76807.1 / TI ER=FL / STK=0 /UG=Hs. 76807 /LL=3122 /DEF=Human MHC cl ass |
HLA- DRA nmRNA, conpl ete cds. /PROD=MHC cel| surface glycoprotein

/ FL=gb: M60333. 1"+ 0. 366195799+ 0. 272812144+ " maj or hi stoconpatibility conpl ex,
class |1, DR al pha"e«HLA- DRAs Hs. 520048« ENSG00000168423 ///
ENS@0000198334+ " 6955 // inmune response // inferred fromelectronic
annotation /// 6955 // imune response // non-traceable author statement ///
19884 // antigen presentation, exogenous antigen // inferred fromelectronic
annotation /// 19886 // antigen processing, exoge"+5887 // integral to plasm
nmenbrane // non-traceabl e author statenment /// 16020 // menbrane // inferred
fromelectronic annotation /// 16021 // integral to menbrane // inferred from
el ectroni c annotation*45012 // MHC class Il receptor activity //
non-traceabl e aut hor statenent

210951 _x_at " gb: AF125393. 1 / DB_XREF=gi : 5410356 / FEA=FLMRNA / CNT=2

[ TI D=Hs. 50477.2 / TI ER=FL / STK=0 /UG=Hs. 50477 /LL=5873 /UG _GENE=RAB27A

/ DEF=Honmo sapi ens Rab27 isof orm nRNA, conpl ete cds. /PROD=Rab27 i sof orm

/ FL=gb: AF125393. 1"+ 0. 365996259+ 0. 336271768+ " RAB27A, nenber RAS oncogene

fam [ y"« RAB27As Hs. 298651« ENSGD0000069974« 7264 // small GIPase nedi ated signa
transduction // inferred fromelectronic annotatione«3924 // GIPase activity
/1 traceable author statenent /// 5525 // GIP binding // inferred from

el ectroni c annotation

212906_at » gb: BE044440 / DB_XREF=gi : 8361493 / DB_XREF=h045e07. x1

/ CLONE=I MAGE: 3040356 / FEA=nRNA / CNT=91 /Tl D=Hs. 251278.0 / TI ER=St ack / STK=29

/ UG=Hs. 251278 /LL=57476 /UG _GENE=KI AA1201 /UG TI TLE=KI AA1201

prot ei ne 0. 36571003+ 0. 175366957+ KI AA1201

prot ei ne KI AA1201e Hs. 144725+ ENSG00000023171e ¢

209355_s_at «"gb: AB0O00889. 1 / DB_XREF=gi : 2467299 / FEA=FLnRNA / CNT=126

/ TI D=Hs. 331371. 1 / Tl ER=FL+St ack / STK=8 /UG=Hs. 331371 /LL=8613 /UG _GENE=PPAP2B
/ DEF=Honmo sapi ens nRNA for phosphati di c acid phosphatase 2b, conplete cds.

/ PROD=phosphati di c acid phosphatase 2b

/ FL=gb: A"+ 0. 365618269+ 0. 200966532« phosphati di c aci d phosphat ase type

2Be PPAP2Be Hs. 405156« ENS@G0000162407+6629 // lipid metabolism// non-traceable
aut hor statenent /// 8354 // germcell mgration // traceabl e author
statenent+16020 // menbrane // traceable author statenent /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione4721 //
phosphopr ot ei n phosphatase activity // traceable author statement /// 8195 //



phosphati dat e phosphatase activity // inferred fromelectronic annotation ///
16787 // hydrol ase activity // inferred fromelectronic annotation
221916_at » gb: BF055311 / DB_XREF=gi : 10809207 / DB_XREF=7j 78a07. x1

/ CLONE=I MAGE: 3392532 / FEA=EST / CNT=58 / TI D=Hs. 302689. 1 / Tl ER=St ack / STK=36

/ UG=Hs. 302689 /LL=29951 /UG _GENE=DKFZp434B0417 /UG Tl TLE=hypot heti ca

protei ne0. 364237476+ 0. 330228323« " Neur of i | ament, |ight pol ypeptide

68kDa" « NEFLe Hs. 521461« ENSG00000104725++5882 // internediate filanent //
inferred fromelectronic annotation /// 5883 // neurofilanment // traceable
aut hor statenent /// 30424 /] axon // inferred fromdirect assay+5198 //
structural nolecule activity // inferred fromelectronic annotation /// 5200
/1 structural constituent of cytoskeleton // traceable author statenment ///
5515 // protein binding // inferred from physical interaction
210538_s_ate+"gb: U37546. 1 / DB_XREF=gi : 1145290 / GEN=M HC / FEA=FLnRNA / CNT=5

[ TID=Hs. 127799. 2 / TI ER=FL / STK=0 /UG=Hs. 127799 /LL=330 /DEF=Human | AP honol og
C (MHC) nRNA, conplete cds. /PROD=M HC

/ FL=gb: U37546. 1"+ 0. 364204914+ 0. 185080104+ bacul oviral | AP repeat-contai ni ng
3¢ Bl RC3¢ Hs. 127799« ENS(00000023445+ 6916 // anti-apoptosis // traceabl e author
statement /// 7166 // cell surface receptor l|inked signal transduction //
traceabl e author statenent /// 16567 // protein ubiquitination // inferred
fromelectronic annotation /// 42981 // regul ation of apoptosise151 //
ubiquitin |igase conplex // inferred fromelectronic annotatione4842 //
ubiquitin-protein |igase activity // inferred fromelectronic annotation ///
5515 // protein binding // inferred fromelectronic annotation /// 5515 //
protein binding // non-traceable author statement /// 8270 // zinc ion
binding // inferred from

204151 x_at«"gb: NM 001353. 2 / DB_XREF=gi : 5453542 / GEN=AKRLC1 / FEA=FLmRNA

/ CNT=107 /Tl D=Hs. 306098. 0 / Tl ER=FL+St ack / STK=25 /UG=Hs. 306098 /LL=1645

/ DEF=Honmo sapi ens al do-keto reductase famly 1, menber Cl1 (dihydrodi ol

dehydr ogenase 1; 20-al pha (3-al pha)-hydroxysteroid

de"«0. 362659638+ 0. 250531157+ " al do- ket o reductase famly 1, nenber Cl1

(di hydr odi ol dehydrogenase 1; 20-al pha (3-al pha)-hydroxysteroid

dehydr ogenase) "+ AKR1Cle Hs. 460260« ENSG00000187134+ 6805 // xenobiotic

nmet abolism// traceabl e author statenente5737 // cytoplasm// not
recordede4033 // al do-keto reductase activity // traceabl e author statenent
/11l 5488 // binding // traceable author statenent /// 5489 // electron
transporter activity // not recorded /// 15125 // bile acid transporter
activity // traceable author statement /// 47

225056_at « " gb: AB037810. 1 / DB _XREF=gi : 7243158 / GEN=KI AA1389 / FEA=NRNA / CNT=143
/ TI D=Hs. 18760. 0 / TI ER=St ack / STK=40 / UG=Hs. 18760 /LL=57568 / DEF=Hono sapi ens
MRNA for KI AA1389 protein, partial cds. /PROD=KI AA1389
protein"+0.361641438+0. 104449867+ si gnal -i nduced proliferation-associated 1
i ke 2SI PA1L2¢Hs. 268774« ENSG00000116991++5096 // GIPase activator activity
/1 inferred fromelectronic annotation /// 5515 // protein binding //
inferred fromel ectroni c annotation

203303_at » " gb: NM_006520. 1 / DB_XREF=gi : 5730086 / GEN=TCTELL / FEA=FLnMRNA

/ CNT=110 /Tl D=Hs. 75307. 0 / Tl ER=FL+St ack / STK=29 /UG=Hs. 75307 /LL=6990

/| DEF=Hono sapi ens t-conpl ex-associ ated-testis-expressed 1-1ike (TCTELL),
MRNA. / PROD=t - conpl ex- associ at ed-t esti s-expressed
1-1"«0.36151872+0. 312690591t - conpl ex- associ at ed-t esti s-expressed

1-1i kes TCTELL® Hs. 446392« ENSG00000165169¢ « *

219634 _at«"gb: NM 018413. 1 / DB_XREF=gi : 8923757 / GEN=CAST / FEA=FLnRNA / CNT=28
/ TI D=Hs. 287402. 0 / TI ER=FL / STK=0 / UG=Hs. 287402 /LL=50515 / DEF=Hono sapi ens
chondroitin 4-sul fotransferase (C4ST), nmRNA. /PROD=chondroitin

4-sul fotransferase /FL=gb: AB042326. 1 gb: NM 018413. 1

"¢0. 360620317+ 0. 18772636 car bohydrate (chondroitin 4) sulfotransferase

11+ CHST11e Hs. 546386+ ENSG00000171310+ 5975 // carbohydrate netabolism//
inferred fromel ectronic annotation /// 30206 // chondroitin sulfate

bi osynthesis // inferred fromdirect assaye5794 // Col gi apparatus //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
non-traceabl e aut hor statenente1537 // N acetyl gal act osam ne

4-O sul fotransferase activity // inferred fromdirect assay /// 16740 //
transferase activity // inferred fromelectronic annotation /// 47756 //
chondroitin 4-sulfotransferase activity // inferred fromdirect assay
211506_s_at «"gb: AF043337. 1 / DB_XREF=gi : 12641914 / GEN=I L8 / FEA=FLNRNA / CNT=1
[/ TID=Hs. 624.1 / TI ER=FL / STK=0 / UG=Hs. 624 /LL=3576 / DEF=Hono sapi ens
interleukin 8 Gtermnal variant (1L8) nRNA, conplete cds. /PROD=interl eukin
8 C-termnal variant /FL=gb: AF043337.1"+0. 3600904+ 0. 357918713¢«i nterl eukin

8¢ 1 L8 Hs. 624« ENSG00000169429+ 1525 // angi ogenesis // traceabl e author
statenment /// 6928 // cell notility // traceable author statenent /// 6935 //
chenotaxis // traceable author statement /// 7050 // cell cycle arrest //
inferred fromdirect assay /// 7186 // G protein coupled receps5615 //
extracel lul ar space // traceable author statenment /// 5625 // soluble
fraction // traceable author statenente5153 // interleukin-8 receptor binding
/1 inferred from physical interaction /// 5515 // protein binding // inferred
from physical interaction /// 8009 // chenokine activity // traceabl e author
st at enent

228523 _at » gh: AW970089 / DB_XREF=gi : 8159934 /DB XREF=EST382170 / FEA=EST / CNT=36
/ TI D=Hs. 284136. 6 / TI ER=ConsEnd / STK=0 / UG=Hs. 284136 /LL=29029

/ UG_GENE=PRQ2047 /UG _TI TLE=PRO2047 pr ot ei n*0. 359505681« 0. 324154224+ nanos
honol og 1 (Drosophil a)* NANOS1e Hs. 351851« ENSG00000188613+ 6445 // regul ati on of
translation // inferred fromelectronic annotatione+3723 // RNA binding //



inferred fromelectronic annotation /// 8270 // zinc ion binding // inferred
from el ectronic annotation

217744_s_at+"gb: NM 022121. 1 / DB_XREF=gi : 11545842 / GEN=PI GPC1 / FEA=FLmRNA

/ CNT=376 /Tl D=Hs. 303125. 0 /Tl ER=FL / STK=6 /UG=Hs. 303125 /LL=64065 / DEF=Hono
sapi ens p53-induced protein PIGPCL (PIGPCl), nRNA. /PROD=p53-induced protein
Pl GPC1 / FL=gh: AF317550. 1 gb: NM 022121. 1"+ 0. 359079846+ 0. 450540062+ " PERP, TP53
apopt osi s effector"ePERPs Hs. 520421« ENSGD0000112378+ 16021 // integral to
nmenbrane // inferred fromel ectronic annotatione

220230_s_at+"gbh: NM 016229. 1 / DB_XREF=gi : 7706442 |/ GEN=LOC51700 / FEA=FLmMRNA

/ CNT=9 /Tl D=Hs. 22142.0 / TI ER=FL / STK=5 / UG=Hs. 22142 /LL=51700 / DEF=Hono

sapi ens cytochrone b5 reductase b5R 2 (LOC51700), nRNA. /PROD=cyt ochrome b5
reduct ase b5R 2 /FL=gb: AF169802. 1

gb: NM _016229"+ 0. 358765735+ 0. 380932092« cyt ochr one b5 reduct ase

b5R. 2+ CYB5R2¢ Hs. 414362« ENSG00000166394 6118 // el ectron transport // inferred
fromdirect assay /// 6118 // electron transport // inferred fromelectronic
annotation /// 6695 // chol esterol biosynthesis // inferred fromelectronic
annot ati on*5625 // soluble fraction // non-traceabl e author statenment ///
5783 // endoplasmic reticulum// inferred fromelectronic annotation ///
16020 // menbrane // inferred fromdirect assay+4128 // cytochrone-b5
reductase activity // inferred fromdirect assay /// 16491 // oxi doreductase
activity // inferred fromelectronic annotation

220425_x_at+"gb: NM 017578. 1 / DB_XREF=gi : 13487901 / GEN=DKFZp434B1222

| FEA=FLRNA / CNT=6 / Tl D=Hs. 194093. 0 / TI ER=FL / STK=2 / UG=Hs. 194093 /LL=54763
/| DEF=Honmo sapi ens AKAP- bi ndi ng sperm protein ropporin (DKFZp434B1222), nRNA
/ PROD=AKAP- bi ndi ng sperm protein ropporin

/ FL=g" * 0. 355847735 0. 147364415+ "roppori n, rhophilin associated protein

1B" « ROPNLBe Hs. 528203« ENS@0000114547+910 // cytokinesis // non-traceabl e

aut hor statenent /// 7165 // signal transduction // inferred fromelectronic
annotation /// 7266 // Rho protein signal transduction // traceabl e author
statement /// 7283 // spermatogenesis // non-traceable author statee5737 //
cytoplasm// inferred fromdirect assay /// 16021 // integral to menbrane //
inferred fromelectronic annotation /// 19861 // flagellum// inferred from
direct assay /// 19867 // outer menbrane // inferred fromelectronic
annot ati on* 8603 // cAMP-dependent protein kinase regulator activity //
inferred fromelectronic annotation /// 15288 // porin activity // inferred
fromelectronic annotation /// 30159 // receptor signaling conplex scaffold
activity // non-traceabl e aut hor statenent

205190_at " gb: NM_002670. 1 / DB_XREF=gi : 4505896 / GEN=PLS1 / FEA=FLNRNA / CNT=45

/ TI D=Hs. 430. 0 / TI ER=FL+St ack / STK=14 /UG=Hs. 430 /LL=5357 / DEF=Hono sapi ens
plastin 1 (1 isoform) (PLS1), nRNA. /PROD=plastin 1 /FL=gb: NM 002670.1

ghb: L20826. 1"« 0. 355773112+ 0. 457937763+plastin 1 (I

i sof orm ¢ PLS1e Hs. 203637« ENSG00000120756+5903 // brush border // not recorded
/1] 15629 // actin cytoskeleton // not recordede5200 // structura

constituent of cytoskeleton // traceable author statement /// 5509 // cal cium
ion binding // inferred fromelectronic annotation /// 51015 // actin
filament binding // traceabl e author statenent

219073_s_at+"gbh: NM 017784. 1 / DB_XREF=gi : 8923336 / GEN=FLJ20363 / FEA=FLmRNA

/ CNT=56 /Tl D=Hs. 321622. 0 / Tl ER=FL+St ack /STK=12 /UG=Hs. 321622 /LL=54907

/ DEF=Hono sapi ens hypot hetical protein FLJ20363 (FLJ20363), nRNA

/ PROD=hypot heti cal protein FLJ20363 /FL=gh: NM 017784. 1

g" 0. 355458045+ 0. 331875791+ oxyst erol bindi ng protein-like

10+ OSBPL10e Hs. 150122« ENS@00000144645+6869 // lipid transport // inferred from
el ectronic annotation /// 8202 // steroid netabolism// inferred from

el ectroni c annotationes

231808_at » gb: AY007106. 1 / DB_XREF=gi : 9955998 / FEA=mRNA / CNT=64 / Tl D=Hs. 16773. 2
/ Tl ER=ConsEnd / STK=0 / UG=Hs. 16773 / UG _TI TLE=Hono sapi ens cl one TCCCl A00427
MRNA sequence / DEF=Honp sapi ens cl one TCCCl A00427 nmRNA

sequence. ¢ 0. 355034279+ 0. 301639408+ kerati n associ ated protein

4- 7+ KRTAP4- 7+ Hs. 380164+ ++45095 // keratin filament // inferred from

el ectroni c annotati one

201309_x_at"gb: U36189. 1 / DB _XREF=gi : 1244509 / GEN=hP311 / FEA=FLnRNA / CNT=470
/ TI D=Hs. 142827.0 / TIER=FL / STK=0 / UG=Hs. 142827 /LL=9315 / DEF=Human p311
protein (hP311) nmRNA, complete cds. /PROD=p311 protein /FL=gb: U30521.1

gb: NM 004772.1 gb: U36189. 1"« 0. 354112437+ 0. 256627831 chr onosonme 5 open readi ng
frame 13« C5orf 13« Hs. 483067« ENSG00000134986¢ « *

219521 ate+"gb: NM 018644. 1 / DB_XREF=gi : 12408651 / GEN=B3GAT1 / FEA=FLNMRNA

/ CNT=55 /Tl D=Hs. 3353. 0 / Tl ER=FL+St ack / STK=15 / UG=Hs. 3353 /LL=27087 / DEF=Hono
sapi ens beta-1, 3-glucuronyltransferase 1 (gl ucuronosyltransferase P)
(B3GAT1), mRNA.

/ PROD=bet a- 1, 3-gl ucuronyl transfe"«0. 352706643+ 0. 290207334« " bet a- 1, 3- gl ucur onyl
transferase 1 (gl ucuronosyltransferase

P) "+ B3GAT1es Hs. 381050« ENS@0000109956+ 5975 // carbohydrate netabolism//
traceabl e author statenment /// 6486 // protein am no acid glycosylation //
not recordede5794 // Colgi apparatus // inferred fromelectronic annotation
/1] 16020 // nmenbrane // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // traceabl e author statenente15018 //

gal act osyl gal act osyl xyl osyl protei n 3-bet a- gl ucuronosyl transferase activity //
inferred fromelectronic annotation /// 16740 // transferase activity //
inferred fromelectronic annotation /// 30145 // manganese ion binding //
inferred fromelectro

209493 _at " gb: AF338650. 1 / DB _XREF=gi : 12751451 / GEN=AlI PC / FEA=FLnRNA / CNT=154



/ TI D=Hs. 173035. 0 / Tl ER=FL+St ack / STK=56 /UG=Hs. 173035 /LL=23037 / DEF=Honmo
sapi ens PDZ domai n-contai ning protein AlPC (Al PC) nRNA, conplete cds.

/ PROD=PDZ dormmai n-contai ning protein AlPC /FL="+0.3516926580. 498600114« PDZ
domai n cont ai ni ng 3¢ PDZK3e Hs. 481819« ENS@G0000133401 7155 // cell adhesion //
inferred fromelectronic annotati one5576 // extracellular region // inferred
from sequence or structural simlarity /// 5634 // nucleus // inferred from
sequence or structural simlarity /// 5783 // endoplasmc reticulum//
inferred fromsequence or structural simlarity /// 5911 // intercee5198 //
structural nolecule activity // inferred fromelectronic annotation /// 5515
/1 protein binding // inferred fromsequence or structural simlarity

216874 _at «gb: UB0770. 1 / DB_XREF=gi : 2921608 / FEA=nRNA / CNT=1 /Tl D=Hs. 42192. 1

/ TI ER=ConsEnd / STK=0 / UG=Hs. 42192 /UG Tl TLE=Hunan EST cl one 251800 nari ner
transposon Hsmarl sequence /DEF=Human EST cl one 251800 mari ner transposon
Hsmar 1 sequence. 0. 350547892+ 0. 347848143« " Hono sapi ens, clone | MAGE: 5538654,
MRNA" e ¢ Hs. 546989e ¢ ¢ »

1554014 _at « " gh: BC0O07347. 1 / DB_XREF=gi : 13938415 / Tl D=Hs2. 36787. 2 / CNT=14

/ FEA=FLMRNA / TI ER=FL / STK=7 /LL=1106 /UG GENE=CHD2 / UG=Hs. 36787 / DEF=Hono
sapi ens, clone MGC. 1566 | MAGE: 3050321, nRNA, conpl ete cds. /PROD=Unknown
(protein for M3C:1566) /FL=gb: BC007347.1

gb: BC02" 0. 350414011 0. 477254353« chr onmodomai n hel i case DNA bi ndi ng protein
2¢ CHD2+ Hs. 546244+ ENSG00000173575 6333 // chromatin assenbly or di sassenbly //
inferred fromelectronic annotation /// 6357 // regulation of transcription
from RNA pol ynmerase Il pronmoter // traceable author statement /// 7001 //
chronosone organi zati on and bi ogenesis (sensu Eukaryota) // 785 // chromatin
/1 inferred fromelectronic annotation /// 5634 // nucleus // inferred from
el ectronic annotation*3682 // chromatin binding // inferred fromelectronic
annotation /// 4003 // ATP-dependent DNA helicase activity // traceable

aut hor statenent /// 4386 // helicase activity // inferred fromelectronic
annotation /// 5524 /] ATP binding // inferred from el

204955_at «"gh: NM_006307. 1 / DB_XREF=gi : 5454085 / GEN=SRPX / FEA=FLNRNA / CNT=73
/ TI D=Hs. 15154. 0 / Tl ER=FL+St ack / STK=37 / UG=Hs. 15154 /LL=8406 / DEF=Hono

sapi ens sushi -repeat-contai ning protein, X chronmosone (SRPX), nmRNA.

/ PROD=sushi - repeat - cont ai ning protein, X

chr onosone™” « 0. 349602813+ 0. 412023628« " sushi - r epeat - cont ai ni ng protein,
X-1inked" s SRPXe Hs. 15154+ ENSG0000101955+ 7155 // cell adhesion // inferred
from el ectronic annotati one16020 // nenbrane // traceabl e author
statenment+5515 // protein binding // inferred fromelectronic annotation
209288_s_at+gh: AL136842.1 / DB_XREF=gi : 6807668 / GEN=DKFZp434A0530 / FEA=FLMRNA
/ CNT=172 / Tl D=Hs. 260024. 0 / TI ER=FL / STK=0 / UG=Hs. 260024 /LL=10602 / DEF=Hono
sapi ens MRNA; cDNA DKFZp434A0530 (from cl one DKFZp434A0530); conplete cds.

/ PROD=hypot heti cal protein /FL=gb: AF164«0. 348909769+ 0. 326303541 CDCA42
effector protein (Rho GIPase bi nding)

3¢ CDCA2EP3+ Hs. 369574« ENS(0000163171+ 7165 // signal transduction // traceable
aut hor statenentee5519 // cytoskeletal regulatory protein binding //

traceabl e aut hor statenent

207739_s_at+"gb: NM 001472. 1 / DB_XREF=gi : 4503878 / CEN=GAGE2 / FEA=FLnRNA / CNT=3
/ TI D=Hs. 278444.0 | TIER=FL / STK=0 / UG=Hs. 278444 | LL=2574 |/ DEF=Hono sapi ens G
antigen 2 (GAGE2), nRNA. /PROD=G antigen 2 /FL=gh:U19143.1

gb: NM_001472. 1"+ 0. 348051267+ 0. 457391181+ G antigen 1 /// G antigen 2 /// G
antigen 3 /// Gantigen 4 /// Gantigen 5/// Gantigen 6 /// Gantigen 7 ///
Gantigen 7B /// G antigen 8 GAGEL /// GAGE2 /// GAGE3 //] GAGE4 /// GAGE5
1]l GAGE6 /// GAGEY //] GAGE’B /// GAGE8eHs. 278606« ENSG0000068990 ///
ENS@0000189064 /// ENSG00001987166968 // cellul ar defense response //
traceabl e author statement /// 6968 // cellul ar defense response // traceable
aut hor statementee

205860_x_at+"gb: NM 004476. 1 / DB_XREF=gi : 4758397 [/ GENFFOLH1 / FEA=FLNRNA

/ CNT=34 |/ TI D=Hs. 1915. 0 / TI ER=FL+St ack / STK=16 /UG=Hs. 1915 /LL=2346 / DEF=Hono
sapi ens fol ate hydrol ase (prostate-specific nmenbrane antigen) 1 (FOLHL),
MRNA. / PROD=f ol at e hydrol ase

(prostate-specific"+0.3476682430. 294365976 f ol at e hydrol ase
(prostate-specific nmenbrane antigen) 1eFCOLHleHs. 380325+ ENSG00000086205+ 6508
/1 proteolysis and peptidolysis // non-traceabl e author statenente5624 //
menbrane fraction // traceable author statement /// 5887 // integral to

pl asma nenbrane // traceabl e author statenent /// 16020 // nenbrane //
non-traceabl e aut hor statenente«4180 // carboxypepti dase activity // inferred
fromelectronic annotation /// 8237 // metallopeptidase activity // inferred
fromelectronic annotation /// 16805 // dipeptidase activity // inferred from
el ectronic annotation /// 43275 // gl utamate carboxype

227059_at * gb: Al 651255 / DB_XREF=qgi : 4735234 / DB_XREF=wa98e07. x1

/ CLONE=I MAGE: 2304228 / FEA=EST / CNT=45 /Tl D=Hs. 75113. 2 / TI ER=St ack / STK=37

[ UG=Hs. 75113 /LL=2971 /UG _GENE=GIF3A /UG Tl TLE=general transcription factor
[11A0.347276172+0. 478393655+ d ypi can 6« GPC6e Hs. 444329+ ENSG00000183098¢ « 5578
/1 extracellular matrix (sensu Metazoa) // inferred fromelectronic
annotation /// 5887 // integral to plasma nenbrane // traceabl e aut hor
statenent /// 16020 // nmenbrane // inferred from el ectronic annotatione
235911 _at » gb: Al 885815 / DB_XREF=gi : 5590979 / DB_XREF=w 61h04. x1

/ CLONE=I MAGE: 2429431 / FEA=EST / CNT=8 / TI D=Hs. 184727.0 / Tl ER=ConsEnd / STK=7

[/ UG=Hs. 184727 [/ UG_TI TLE=ESTs*0. 3463417170. 316212713 Hypot heti cal gene
supported by BC034933; BC068085¢ ¢ Hs. 552645 ¢«

204698_at « " gh: NM_002201. 2 / DB_XREF=gi : 6857799 / GEN=I S&Q20 / FEA=FLnRNA / CNT=51
/ TI D=Hs. 183487. 0 / TI ER=FL+St ack / STK=21 /UG=Hs. 183487 /LL=3669 / DEF=Hono



sapiens interferon stinulated gene (20kD) (1SG&0), nRNA. /PROD=i nterferon
stinmul ated gene (20kD) /FL=gh: U88964. 1

gb: "0. 346247733+ 0. 324685004«i nterferon stinul ated gene

20kDae | SG20¢ Hs. 459265« ENSG00000172183+" 738 // DNA cat abol i sm exonucl eol ytic
/1 inferred fromdirect assay /// 6401 // RNA catabolism// inferred from
direct assay /// 8283 // cell proliferation // traceable author statenent ///
9615 // response to virus // inferred fromdirect assay"+5654 // nucl eopl asm
/1 traceable author statenment /// 16605 // PM. body // inferred fromdirect
assaye+175 // 3'-5'-exoribonucl ease activity // inferred fromdirect assay ///
3723 // RNA binding // inferred fromelectronic annotation /// 4527 //
exonucl ease activity // inferred fromelectronic annotation /// 8310 //

si ngl e-stranded DNA specific 3'-5 exode

218804 _at " gb: NM 018043. 1 / DB_XREF=gi : 8922319 / GEN=FLJ10261 / FEA=FLmRNA

/ CNT=83 / TI D=Hs. 26176. 0 / TI ER=FL / STK=5 / UG=Hs. 26176 /LL=55107 / DEF=Hono

sapi ens hypothetical protein FLJ10261 (FLJ10261), nRNA. /PROD=hypothetica
protein FLJ10261 /FL=gb: NM 018043. 1"+ 0. 345593338+ 0. 432629408t r ansnmenbr ane
protein 16As TMEML6As Hs. 503074+ ENSGD0000131620¢ « «

201162_at " gb: NM_001553. 1 / DB_XREF=gi : 4504618 / GEN=I GFBP7 / FEA=FLnMRNA

/ CNT=409 /Tl D=Hs. 119206. 0 / Tl ER=FL+St ack / STK=157 /UG=Hs. 119206 /LL=3490

/ DEF=Honmo sapiens insulin-like growh factor binding protein 7 (I G-BP7),
MRNA. / PROD=i nsulin-1ike growth factor binding

pro"e0. 342326531+ 0. 499391894¢«i nsulin-like grow h factor binding protein

71 GFBP7+ Hs. 479808+ ENSG00000163453+ 1558 // regul ation of cell growth //
inferred fromelectronic annotation /// 8285 // negative regul ation of cel
proliferation // traceabl e author statenente5576 // extracellular region //
inferred fromelectronic annotation*5520 // insulin-like growth factor
binding // inferred fromelectronic annotation

207275_s_at«"gb: NM_001995. 1 / DB_XREF=gi : 4503650 / GEN=FACL1 / FEA=FLnMRNA / CNT=5
/ TI D=Hs. 278333. 0 / TIER=FL / STK=0 / UG=Hs. 278333 /LL=2179 / DEF=Hono sapi ens
fatty-aci d- Coenzyne A |igase, long-chain 1 (FACL1), nucl ear gene encodi ng

m tochondrial protein, nRNA /PRﬁItIong-ch"-0.34226572-0.390259071-acy|-CDA
synt hetase | ong-chain fam |y nenber 1¢ACSL1eHs. 406678« ENSG000001517266629 //
lipid nmetabolism// inferred fromelectronic annotation /// 6631 // fatty
acid metabolism// not recorded /// 7586 // digestion // traceabl e author
statenent /// 8152 // nmetabolism// inferred fromelectronic annotatione16021
/1 integral to menbrane // inferred fromelectronic annotatione287 //

magnesi umion binding // inferred fromelectronic annotation /// 4467 //

| ong-chain-fatty-aci d-CoA |igase activity // traceable author statenent ///
16874 // ligase activity // inferred fromelectronic annotation
228863_at » gh: N69091 / DB_XREF=gi : 1225252 / DB_XREF=yz60ell. sl

/ CLONE=I MAGE: 287468 / FEA=EST / CNT=15 / Tl D=Hs. 12268. 0 / Tl ER=St ack / STK=12

/ UG=Hs. 12268 / UG Tl TLE=ESTs* 0. 341732229+ 0. 272482417+ Hypot heti cal protein
LOC144997+ PCDH17+ Hs. 106511+ ENSG00000118946+ 7155 // cell adhesion // inferred
fromelectronic annotation /// 7156 // homophilic cell adhesion // inferred
from el ectronic annotati one16020 // menbrane // inferred fromelectronic
annot ati on*5509 // calciumion binding // inferred fromelectronic annotation
/11 5515 // protein binding // inferred fromelectronic annotation
206026_s_at*"gb: NM_007115. 1 / DB_XREF=gi : 6005905 / GEN=TNFAI P6 / FEA=FLmRNA

/ CNT=25 / Tl D=Hs. 29352. 0 / TI ER=FL / STK=0 / UG=Hs. 29352 /LL=7130 / DEF=Hono

sapi ens tunor necrosis factor, alpha-induced protein 6 (TNFAIP6), nRNA

/ PROD=t unor necrosis factor, al pha-induced protein

"e(0.341114680. 323464224«"tunor necrosis factor, al pha-induced protein

6" * TNFAI P6¢ Hs. 437322« ENSG00000123610+ 6954 // inflamuatory response //
traceabl e author statenent /// 7155 // cell adhesion // inferred from

el ectronic annotation /// 7165 // signal transduction // traceabl e author
statenment /// 7267 // cell-cell signaling // traceabl e author statenente5576
/1 extracellular region // not recordede5515 // protein binding // inferred
fromelectronic annotation /// 5540 // hyaluronic acid binding // traceable
aut hor st atenment

202644_s_at «"gb: NM_006290. 1 / DB_XREF=gi : 5454131 / GEN=TNFAI P3 / FEA=FLmRNA

/ CNT=151 /Tl D=Hs. 211600. 0 / Tl ER=FL+St ack / STK=55 /UG=Hs. 211600 /LL=7128

/ DEF=Hono sapi ens tunor necrosis factor, al pha-induced protein 3 (TNFAIP3),
nMRNA. / PROD=t unor necrosis factor

al pha-i nduce"«0. 341055608 0. 212819576+ "t unor necrosis factor, al pha-induced
protein 3"« TNFAI P3¢ Hs. 211600« ENSG0000118503+ 6512 // ubiquitin cycle //
inferred fromelectronic annotation /// 6915 // apoptosis // non-traceabl e
aut hor statenent /// 6916 // anti-apoptosis // non-traceabl e author statenent
/1] 16481 // negative regulation of transcription // non-traceabl e author
s*5634 // nucleus // non-traceabl e author statenente3677 // DNA binding //
inferred fromelectronic annotation /// 5515 // protein binding //
non-traceabl e author statement /// 8234 // cysteine-type peptidase activity
[/l inferred fromelectronic annotation /// 8270 // zinc ion binding //
inferred fromelec

218113 _at+"gb: NM 013390. 1 / DB_XREF=gi : 7019554 / GEN=TMEM2 / FEA=FLNRNA / CNT=123
/ TI D=Hs. 160417. 0 / TI ER=FL+St ack / STK=11 /UG=Hs. 160417 /LL=23670 / DEF=Hono
sapi ens transmenbrane protein 2 (TMEM2), nRNA. /PROD=t ransnenbrane protein 2
/ FL=gb: AF137030. 1 gb: NM 013390. 1"+ 0. 340755884+ 0. 303198801t r ansnmenbr ane
protein 2¢ TVEM2s Hs. 494146« ENSGD0000135048++ 16021 // integral to nenbrane //
traceabl e aut hor statenmente

213032_at » gbh: Al 186739 / DB_XREF=qgi : 3737377 / DB_XREF=ge79c01. x1

/ CLONE=I MAGE: 1745184 |/ FEA=nRNA / CNT=97 /Tl D=Hs. 326416. 0 / Tl ER=St ack / STK=16



/ UG=Hs. 326416 /UG Tl TLE=Honp sapi ens nRNA; cDNA DKFZp564H1916 (from cl one
DKFZp564H1916) » 0. 338828605+ 0. 306483063+ Nucl ear fact or

| / Be NFI Be Hs. 370359« ENSE00000147862" 6260 // DNA replication // inferred from
el ectronic annotation /// 6350 // transcription // inferred fromelectronic
annotation /// 6355 // regulation of transcription, DNA-dependent // inferred
fromelectronic annotati on"+5634 // nucleus // inferred fromelectronic
annotation /// 5634 // nucleus // traceable author statenmente3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700
/1 transcription factor activity // traceabl e author statenent

231738_at " gb: NM_ 018940. 1 / DB_XREF=gi : 11036655 / GEN=PCDHB7 / FEA=FLMRNA / CNT=7
/ TI D=Hs. 203830. 0 / TI ER=FL / STK=3 / UG=Hs. 203830 /LL=56129 / DEF=Honp sapi ens
prot ocadherin beta 7 (PCDHB7), nRNA. /PROD=protocadherin beta 7

/ FL=gb: NM 018940. 1 gb:AF152500.1"-0.338366396-0.342126918-protocadherin bet a
7+ PCDHB7+ Hs. 203830« ENSG00000113212+ 7155 // cell adhesion // inferred from

el ectronic annotation /// 7156 // homophilic cell adhesion // inferred from
el ectronic annotation /// 16339 // cal ci um dependent cell-cell adhesion //
non-traceabl e aut hor statenente16020 // nenbrane // inferred fromelectronic
annotation /// 16021 // integral to menbrane // Unknowne5509 // cal ciumion
bi nding // Unknown /// 5515 // protein binding // inferred fromelectronic
annot ati on

212956_at » gb: Al 348094 / DB_XREF=gi : 4085300 / DB_XREF=gqp61g12. x1

/ CLONE=I MAGE: 1927558 / FEA=NRNA / CNT=71 /Tl D=Hs. 90419. 0 / TI ER=St ack / STK=21

/ UG=Hs. 90419 /LL=23158 /UG _GENE=KI AA0882 /UG TI TLE=KI AA0882

prot ei ne 0. 33777808+ 0. 469652941« KI AAO882

pr ot ei ne KI AA0882+ Hs. 480819« ENSG00000109436++ 5509 // cal ciumion binding //
inferred fromel ectroni c annotation

235775_at » gb: Al 765006 / DB_XREF=gi : 5231515 / DB_XREF=wh56a08. x1

/ CLONE=I MAGE: 2384726 / FEA=EST / CNT=9 / Tl D=Hs. 145014. 0 / Tl ER=ConsEnd / STK=5

/ UG=Hs. 145014 / UG _TI TLE=ESTs* 0. 337510372+ 0. 347833519+ hypot heti cal protein
DKFZp762A217+ DKFZp762A217+ Hs. 444240+« ENSG)0000179104+++5488 // binding //
inferred fromel ectroni c annotation

203607_at « " gb: NM_014937. 1 / DB_XREF=gi : 7662413 / GEN=KI AA0966 / FEA=FLmMRNA

/ CNT=103 / Tl D=Hs. 52463. 0 / Tl ER=FL+St ack / STK=37 / UG=Hs. 52463 /LL=22876

/| DEF=Honmo sapi ens Kl AA0966 protein (KIAA0966), nRNA. /PROD=KI AA0966 protein
/ FL=gb: AB023183. 1 gb: NM 014937. 1

gb: AF113227. 1"« 0. 335320835+ 0. 350032006+ i nosi t ol pol yphosphat e- 5- phosphat ase
Fe | NPP5Fe Hs. 369755+ ENSG00000198825¢ «

33304_at+"Cluster Incl. U88964: Human HEMA5 nRNA, conpl ete cds /cds=(37, 582)

/ gb=U88964 / gi =2062679 /ug=Hs. 183487

/1 en=701"+0. 335312814+ 0. 35206473«i nterferon stinul ated gene

20kDae | SG0¢ Hs. 459265« ENSG00000172183+" 738 // DNA cat abol i sm exonucl eol ytic
/1 inferred fromdirect assay /// 6401 // RNA catabolism// inferred from
direct assay /// 8283 // cell proliferation // traceable author statenent ///
9615 // response to virus // inferred fromdirect assay"+5654 // nucl eopl asm
/1 traceable author statenent /// 16605 // PM. body // inferred fromdirect
assaye+175 // 3'-5'-exoribonucl ease activity // inferred fromdirect assay ///
3723 // RNA binding // inferred fromelectronic annotation /// 4527 //
exonucl ease activity // inferred fromelectronic annotation /// 8310 //

si ngl e-stranded DNA specific 3'-5 exode

201666_at « " gb: NM_003254. 1 / DB_XREF=gi : 4507508 / GEN=TI MP1 / FEA=FLnMRNA / CNT=282
/ TI D=Hs. 5831. 0 / TI ER=FL+St ack / STK=220 /UG=Hs. 5831 /LL=7076 / DEF=Honp sapi ens
tissue inhibitor of metall oproteinase 1 (erythroid potentiating activity,

col | agenase inhibitor) (TIMP1), nmRNA"«0.332816101+0. 318693098 "ti ssue

i nhibitor of nmetalloproteinase 1 (erythroid potentiating activity,

col I agenase inhibitor)"eTI MPle Hs. 522632+« ENSG00000102265+ 7275 // devel opnent
/1l not recorded /// 8284 // positive regulation of cell proliferation //
traceabl e author statenment /// 51045 // negative regul ati on of nenbrane
protein ectodormain proteolysis // inferred fromdirect assaye5578 //
extracellular matrix (sensu Metazoa) // inferred fromelectronic
annot ati on*4857 // enzyme inhibitor activity // inferred fromelectronic
annotation /// 8191 // metall oendopepti dase i nhibitor activity // inferred
fromdirect assay

208812_x_at «"gb: BC004489. 1 / DB_XREF=gi : 13325360 / FEA=FLnRNA / CNT=490

[ TI D=Hs. 277477. 0 / TI ER=FL+St ack / STK=335 /UG=Hs. 277477 /LL=3107

/ UG_GENE=HLA- C / DEF=Hono sapi ens, nmjor histoconpatibility conplex, class |
C, clone M3C: 11039, nRNA, conpl ete cds. /PROD=nmj or

hi st oc" 0. 331251899+ 0. 320048567+« " maj or hi stoconpatibility conplex, class |
C'eHLA- C Hs. 534125+ ENSG00000198479+" 19882 // antigen presentation // inferred
fromelectronic annotation /// 19883 // antigen presentation, endogenous
antigen // inferred fromelectronic annotation /// 19885 // antigen
processi ng, endogenous antigen via MHC class | // inferred from

el ectron"+5887 // integral to plasma nmenbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // non-traceabl e author statenent /// 16021
/1 integral to menbrane // inferred fromelectronic annotation /// 42612 //
MHC class | protein conmplex // inferred froe30106 // MHC class | receptor
activity // inferred fromelectronic annotation /// 30106 // MC cl ass |
receptor activity // non-traceabl e author statenment /// 45012 // WNMHC cl ass |
receptor activity // non-traceabl e author statenent

207281 _x_ate+"gb: NM 016378. 1 / DB_XREF=gi : 7706758 / GEN=VCX- 2r [/ FEA=FLmRNA

/ CNT=13 / TI D=Hs. 279737. 0 / TI ER=FL+St ack / STK=10 / UG=Hs. 279737 /LL=51480

/ DEF=Hono sapi ens vari abl e charge protein on X with two repeats (VCX-2r),



MRNA. / PROD=vari abl e charge protein on X with two

"e(0.330924745+0. 184259314+ "vari abl e charge, X-linked /// variable charge,
X-linked 2 /// variable charge, X-linked 3A /// variably charged X-C'«VCX ///
VCX2 /11 VCX3A //] VCX-CeHs. 278906 ENSG00000182583 /// ENSQ0000177504 ///
ENSQGD0000169059 6325 // establishnment and/or maintenance of chromatin
architecture // traceable author statenent /// 7283 // spermatogenesis //
inferred fromexpression pattern /// 42255 // ribosone assenbly //
non-traceabl e author statenent /// 6325 // establishnent ande5730 //

nucl eolus // inferred fromexpression pattern /// 5730 // nucleolus //
inferred fromsequence or structural simlaritye3682 // chromatin binding //
traceabl e author statenment /// 5515 // protein binding // non-traceable

aut hor statenent /// 3682 // chromatin binding // inferred from sequence or
structural simlarity /// 5515 // protein binding // inferred from sequence
or

204749_at " gb: NM_004538. 1 / DB_XREF=gi : 4758757 / GEN=NAP1L3 / FEA=FLMRNA / CNT=71
/ TI D=Hs. 21365. 0 / TI ER=FL+St ack / STK=32 /UG=Hs. 21365 /LL=4675 / DEF=Hono

sapi ens nucl eosone assenbly protein 1-1ike 3 (NAP1L3), nRNA. /PROD=nucl eosone
assenbly protein 1-1ike 3 /FL=gb: NM 004"«0. 330293751+ 0. 350791122« nucl eosone
assenbly protein 1-1ike 3¢NAP1L3eHs. 21365« ENSG0000186310+ 6334 // nucl eosone
assenbly // traceable author statement«5634 // nucleus // inferred from

el ectronic annotation /// 5678 // chromatin assenbly conplex // traceable
aut hor statemente

229893_at » gb: BF589413 / DB_XREF=gi : 11681737 / DB_XREF=nab26b11. x1

/ CLONE=I MAGE: 3267020 / FEA=EST / CNT=22 /Tl D=Hs. 55501. 0 / TI ER=St ack / STK=17

/ UG=Hs. 55501 /UG TI TLE=ESTs+ 0. 330275529+ 0. 273880769« FERM donai n cont ai ni ng
3¢ FRVD3e Hs. 127535« ENSG00000172159+ 8152 // netabolism// inferred from

el ectronic annotatione5737 // cytoplasm// inferred fromelectronic
annotation /// 5856 // cytoskeleton // inferred fromelectronic annotation
/11 16020 // nenbrane // inferred fromel ectronic annotatione287 // magnesi um
ion binding // inferred fromelectronic annotation /// 5488 // binding //
inferred fromelectronic annotation /// 8092 // cytoskel etal protein binding
/1 inferred fromelectronic annotation /// 16462 // pyrophosphatase activity
/1 inferre

206508_at « "gb: NM_001252. 1 / DB_XREF=gi : 4507604 / GEN=TNFSF7 / FEA=FLMRNA / CNT=19
/ TI D=Hs. 99899. 0 / TI ER=FL / STK=1 / UG=Hs. 99899 /LL=970 / DEF=Hono sapi ens tunor
necrosis factor (ligand) superfamly, menber 7 (TNFSF7), nRNA. /PROD=CD70
antigen (CD27 |igand) /FL=gb:NNL00125"-O.329885903-0.347688001-"tunnr
necrosis factor (ligand) superfamly, menber

7"« TNFSF7¢ Hs. 501497« ENS@G0000125726 6915 // apoptosis // not recorded ///
6955 // immune response // inferred fromelectronic annotation /// 7165 //
signal transduction // traceable author statenent /// 7267 // cell-cel
signaling // traceable author statenent /// 8283 // cell proliferatione5887
/1 integral to plasma menbrane // traceable author statement /// 16020 //
nmenbrane // inferred fromel ectronic annotatione5164 // tunor necrosis factor
receptor binding // inferred fromelectronic annotation

205334 _at «"gb: NM_006271. 1 / DB_XREF=gi : 5454031 / GEN=S100Al / FEA=FLNRNA / CNT=73
/ TI D=Hs. 292707. 0 / TI ER=FL+St ack / STK=14 /UG=Hs. 292707 /LL=6271 / DEF=Hono
sapi ens S100 cal ci um bi nding protein Al (S100A1l), nRNA. /PROD=S100

cal ci um bi nding protein Al /FL=gb: NM 006271. 1"+0. 329447163+ 0. 126082802+ S100
cal ci um bi ndi ng protein Ale SI00Ale Hs. 515715« ENSG0000160678 7154 // cel
conmuni cation // not recorded /// 7242 // intracellul ar signaling cascade //
not recorded /// 7399 // neurogenesis // not recordede+5509 // calciumion
bi nding // non-traceable author statement /// 5515 // protein binding //
inferred from physical interaction /// 8270 // zinc ion binding //
non-traceabl e aut hor statenent

226189 _at«"gb: BF513121 / DB_XREF=gi : 11598300

/ DB_XREF=Ul - H BWL.- amm- g- 04- 0- Ul . s1 / CLONE=I MAGE: 3070639 / FEA=EST / CNT=70

/ TI D=Hs. 52620. 3 / TI ER=St ack / STK=24 / UG=Hs. 52620 /LL=3696 /UG _GENE=I TGB8

/UG TI TLE=i ntegrin, beta 8"+0.3293613110. 42903489+ "Hono sapi ens, clone

| MAGE: 4794726, NmRNA"ee+Hs. 367688¢ ¢+«

221805_at " gb: AL537457 / DB_XREF=gi : 12800950 / DB_XREF=AL537457

/ CLONE=CSODF025YHO7 (3 prine) /FEA=FLMRNA /CNT=134 /Tl D=Hs. 211584.0

[ TIER=St ack / STK=35 / UG=Hs. 211584 /LL=4747 /UG _GENE=NEFL

/ UG_TI TLE=neurof i | ament, |ight pol ypeptide (68kD)

/ FL=gb: NM 006158. 1"+ 0. 329140318 0. 250857103+ "neurofil anment, |ight polypeptide
68kDa" « NEFL+ Hs. 521461+ ENSGD0000104725¢+5882 // intermediate filament 7/
inferred fromelectronic annotation /// 5883 // neurofilanment // traceable
aut hor statenent /// 30424 /] axon // inferred fromdirect assaye5198 //
structural nolecule activity // inferred fromelectronic annotation /// 5200
/1 structural constituent of cytoskeleton // traceable author statenment ///
5515 // protein binding // inferred from physical interaction
238009_at » gb: Al 446064 / DB_XREF=qgi : 4292592 / DB_XREF=tj 33c10. x1

/ CLONE=I MAGE: 2143314 |/ FEA=EST / CNT=20 / TI D=Hs. 28107.0 / Tl ER=ConsEnd / STK=5

/ UG=Hs. 28107 /UG Tl TLE=ESTs* 0. 328349811« 0. 266495752+ SRY (sex determ ni ng
regi on Y)-box 5e¢SOX5¢Hs. 505007« ENSG00000134532" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 6366 //
transcription from RNA polynerase Il pronoter // traceabl e author
statenent"+5634 // nucleus // inferred fromelectronic annotation*3700 //
transcription factor activity // traceabl e author statenent

223279_s_ate"gb: AF322916. 1 / DB_XREF=gi : 12240160 / FEA=FLNRNA / CNT=78



/ TI D=Hs. 49753. 0 / Tl ER=FL+St ack / STK=8 /UG=Hs. 49753 /LL=55075

/ UG_GENE=FLJ10128 / DEF=Hono sapi ens uveal autoantigen nRNA, conplete cds.

/ PROD=uveal autoantigen /FL=gh: AF322916.1"«0.328077579+0. 456112333+ uvea

aut oantigen with coiled-coil domains and ankyrin

repeat s UACAs Hs. 108049« ENSG00000137831+ 16032 // viral life cycle // inferred
fromelectronic annotatione5576 // extracellular region // non-traceable
aut hor statemente

219221 ate+"gb: NM 024724.1 / DB_XREF=gi : 13376033 / GEN=FLJ22332 / FEA=FLmRNA

/ CNT=45 /Tl D=Hs. 111092. 0 / Tl ER=FL+St ack / STK=18 /UG=Hs. 111092 /LL=79779

/ DEF=Hono sapi ens hypot hetical protein FLJ22332 (FLJ22332), nRNA

/ PROD=hypot heti cal protein FLJ22332

/ FL=gb: NM_024724. 1"+ 0. 325495212+ 0. 475734725+ zi nc finger and BTB donain
cont ai ni ng 38+ ZBTB38¢ Hs. 518301¢++5634 // nucleus // inferred fromelectronic
annot ati on* 3676 // nucleic acid binding // inferred fromelectronic
annotation /// 8270 // zinc ion binding // inferred fromelectronic
annot ati on

229839 _at e+ gh: Al 799784 / DB_XREF=gi : 5365256 / DB_XREF=wc43b08. x1

/ CLONE=I MAGE: 2321367 / FEA=EST / CNT=10 / Tl D=Hs. 49696. 0 / TI ER=St ack / STK=9

/ UG=Hs. 49696 /UG Tl TLE=ESTs*0. 325481945+ 0. 201093114+ Hypot heti cal protein
M3C45780¢ M3C45780¢ Hs. 146246+« ENSG0000168079+ 6817 // phosphate transport //
inferred fromelectronic annotatione5737 // cytoplasm// inferred from

el ectroni c annotation /// 16020 // menbrane // inferred fromelectronic
annot ati on+4872 // receptor activity // inferred fromelectronic annotation
/1]l 5044 || scavenger receptor activity // inferred fromelectronic
annot ati on

213203_at " gb: Al 633709 / DB_XREF=gi : 4685039 / DB_XREF=t h71f 03. x1

/ CLONE=I MAGE: 2124125 / FEA=nRNA / CNT=59 / Tl D=Hs. 30174.0 / Tl ER=St ack / STK=35
/ UG=Hs. 30174 /LL=10302 /UG GENE=SNAPC5 /UG Tl TLE=snal | nucl ear RNA activating
conpl ex, pol ypeptide 5, 19kD'es0.322856093¢0.296966444«"Snal | nucl ear RNA
activating conpl ex, polypeptide 5,

19kDa" « SNAPC5e Hs. 30174« ENSG00000174446+" 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred fromel ectronic annotation /// 6366 //
transcription fromRNA polynerase Il pronoter // traceabl e author statenent
/1] 6384 /] "+5634 // nucleus // traceable author statenmente3700 //
transcription factor activity // traceabl e author statenent

201163_s_at «"gb: NM 001553. 1 / DB_XREF=gi : 4504618 / GEN=I GFBP7 / FEA=FLmRNA

/ CNT=409 / Tl D=Hs. 119206. 0 / TI ER=FL+St ack / STK=157 / UG=Hs. 119206 /LL=3490

/ DEF=Honmo sapiens insulin-like growh factor binding protein 7 (I G-BP7),
MRNA. / PROD=i nsulin-1ike growth factor binding

pro"e0. 322828653+ 0. 452974194«i nsulin-like grow h factor binding protein

71 GFBP7+ Hs. 479808+ ENSG00000163453+ 1558 // regul ation of cell growh //
inferred fromelectronic annotation /// 8285 // negative regul ation of cel
proliferation // traceabl e author statenente5576 // extracellular region //
inferred fromelectronic annotatione5520 // insulin-like growth factor
binding // inferred fromelectronic annotation

225876_at » gb: T84558 / DB_XREF=gi : 712910 / DB_XREF=yd53d09.r1

/ CLONE=I MAGE: 111953 / FEA=nRNA / CNT=68 / TI D=Hs. 13804. 1 / TI ER=St ack / STK=11

/ UG=Hs. 13804 /LL=57185 /UG _GENE=DJ462023.2 /UG TI TLE=hypot heti cal protein
dJ462Q23. 2+ 0. 321922938+ 0. 327428899+ hypot heti cal protein

dJ462023. 2° DJ462023. 2¢ Hs. 523442+ ENSG00000001461e

221601_s_at e gb: Al 084226 / DB _XREF=gi : 3422649 / DB_XREF=0y72g09. x1

/ CLONE=I MAGE: 1671424 | FEA=FLMRNA / CNT=75 / Tl D=Hs. 58831. 0 / Tl ER=St ack / STK=27
/ UG=Hs. 58831 /LL=9214 /UG GENE=TOSO / UG Tl TLE=r egul at or of Fas-induced
apopt osi s / FL=gb: NM 005449. 1 gb: AF057557. 1+ 0. 321435111+ 0. 301615731 Fas
apoptotic inhibitory nmolecule /// Fas apoptotic inhibitory

nol ecul es FAI MBe Hs. 58831« ENS(00000162894+ 6916 // anti-apoptosis // traceable
aut hor statenent /// 6968 // cellul ar defense response // traceabl e author
statenentee

235122 _at »gh: Al 800713 / DB_XREF=gi : 5366107 / DB_XREF=t c13c06. x1

/ CLONE=I MAGE: 2063722 / FEA=EST / CNT=30 / TI D=Hs. 16365. 0 / TI ER=ConsEnd / STK=3
/ UG=Hs. 16365 / UG Tl TLE=ESTs+0. 321186607+ 0. 312179861« CDNA cl one

| MAGE: 6254031« Hs. 403972¢ ¢«

209287_s_at«"gb: AF104857. 1 / DB_XREF=gi : 4324453 / FEA=FLnRNA / CNT=172

/ TI D=Hs. 260024. 0 / TI ER=FL / STK=0 / UG=Hs. 260024 /LL=10602 /UG _GENE=CEP3

/| DEF=Hono sapi ens Cdc42 effector protein 3 nmRNA, conplete cds. /PROD=Cdc42
effector protein 3 /FL=gb: AF164118.1 gb: NM 006449. 1

gh"«0. 320948255 0. 476620103« CDC42 effector protein (Rho GIPase bi ndi ng)

3¢ CDCA2EP3+ Hs. 369574« ENS(00000163171+ 7165 // signal transduction // traceable
aut hor statenentee5519 // cytoskeletal regulatory protein binding //
traceabl e aut hor statenent

224950_at » gb: BF476250 / DB_XREF=gi : 11547077 / DB_XREF=naal9c02. x1

/ CLONE=I MAGE: 3255170 / FEA=nRNA / CNT=164 /Tl D=Hs. 300591. 0 / Tl ER=St ack / STK=30
/ UG=Hs. 300591 /LL=57174 /UG _GENE=KI AA1436 /UG TI TLE=KI AA1436

pr ot ei ne 0. 320869397+ 0. 245895375+ prost agl andi n F2 receptor negative

regul at or « PTGFRNe Hs. 418093« ENSG00000134247+17148 // negative regul ati on of
protein biosynthesis // inferred fromsequence or structural simlarity+16021
/1 integral to menbrane // inferred fromelectronic annotatione5515 //
protein binding // inferred fromsequence or structural simlarity
227193 _at »gh: Al 955713 / DB_XREF=gi : 5748023 / DB_XREF=wt 37f 01. x1

/ CLONE=I MAGE: 2509657 / FEA=EST / CNT=40 / Tl D=Hs. 23023. 0 / Tl ER=St ack / STK=15



/ UG=Hs. 23023 / UG Tl TLE=ESTs* 0. 320769132+ 0. 442011579+ " CDNA FLJ37631 fis, clone
BRCOC2015944" ¢ ¢ Hs. 375762 ¢+

1553177_at « " gb: BC022407. 1 / DB_XREF=gi : 18490408 / Tl D=Hs2. 350581. 1 / CNT=11

[ FEA=FLMRNA / Tl ER=FL / STK=1 /LL=117157 /UG _GENE=EAT2 / UG=Hs. 350581 / DEF=Hono
sapi ens, SH2 dommai n-cont ai ni ng nol ecul e EAT2, cl one M3C: 24157 | MAGE: 4717041,
MRNA, conpl ete cds. /PROD=SH2 domai n-con"+0. 319992164+ 0. 140769287« SH2
domai n- cont ai ni ng nol ecul e EAT2¢ EAT2¢ Hs. 350581« ENSG00000198574+ 7242 |/

i ntracel lul ar signaling cascade // inferred fromelectronic annotationes
214459 x_ate"gb: ML2679. 1 / DB _XREF=gi : 187911 / GEN=HLA- C / FEA=FLmRNA / CNT=13

[ TI D=Hs. 274485. 0 / TI ER=FL / STK=1 /UG=Hs. 274485 /LL=51353 /UG Tl TLE=Om
antigen / DEF=Human Owl antigen nmRNA, conpl ete cds.

/ FL=gb: ML2679. 1"+ 0. 319863005« 0. 275255734+ " nmaj or hi stoconpatibility conpl ex,
class I, C'e«HLA-CeHs. 534125« ENSG00000198479+"19882 // antigen presentation //
inferred fromelectronic annotation /// 19883 // antigen presentation
endogenous antigen // inferred fromelectronic annotation /// 19885 //

anti gen processing, endogenous antigen via MHC class | // inferred from

el ectron"+5887 // integral to plasma nmenbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // non-traceabl e author statenent /// 16021
/1 integral to menbrane // inferred fromelectronic annotation /// 42612 //
MHC class | protein conmplex // inferred fro-30106 // MHC class | receptor
activity // inferred fromelectronic annotation /// 30106 // MC cl ass |
receptor activity // non-traceabl e author statement /// 45012 // WNMHC cl ass |
receptor activity // non-traceabl e author statenent

231944 _at«"gb: AL045717 / DB_XREF=gi : 5433833 / DB_XREF=DKFZp434D186_s1

/ CLONE=DKFZp434D186 / FEA=nmRNA / CNT=18 / Tl D=Hs. 188228. 0 / TI ER=ConsEnd / STK=2
/ UG=Hs. 188228 /UG Tl TLE=Honp sapi ens cDNA FLJ11003 fis, clone
PLACE1002851"« 0. 318758994+ 0. 09761486+ EROL- | i ke beta (S.

cerevi si ae) * EROLLBe Hs. 424926+ ENSG)0000086619+ 6118 // el ectron transport //
inferred fromelectronic annotation /// 6457 // protein folding // traceable
aut hor statenent /// 6810 // transport // inferred fromelectronic
annot ati on*5783 // endoplasmic reticulum// traceable author statenment ///
16020 // menbrane // inferred fromelectronic annotatione16491 //

oxi doreduct ase activity // non-traceabl e author statement /// 51082 //
unf ol ded protein binding // non-traceabl e aut hor statenent

224458 at+"gb: BC006115. 1 / DB _XREF=gi : 13543948 / FEA=FLMRNA / CNT=1

/ TI D=Hs Af f x. 900859. 640 / Tl ER=FL / STK=0 / DEF=Hono sapiens, Simlar to R KEN
cDNA 2810432L12 gene, clone M3C: 12992, nmRNA, conmplete cds. /PROD=Simlar to
RI KEN cDNA 2810432L12 gene

/ FL=gb: BC006115. 1"+ 0. 318357825+ 0. 332268609+ chr onbsone 9 open readi ng frane
125 /// chronmosonme 9 open reading frame

125« C9or f 125« Hs. 254609« ENSG00000165152¢ « «

230831 _at » gh: AW94986 / DB_XREF=gi : 6701622 / DB_XREF=Ul - H Bl 2- ahs-c-05-0- Ul . s1
/ CLONE=I MAGE: 2727920 / FEA=EST / CNT=10 / Tl D=Hs. 21439. 0 / Tl ER=St ack / STK=10

/ UG=Hs. 21439 / UG Tl TLE=ESTs* 0. 318320445+ 0. 234532512« Hypot heti cal protein
M3C14161e M3C14161 Hs. 368399+ ENSQ)0000171877++5737 // cytoplasm// inferred
fromelectronic annotation /// 5856 // cytoskeleton // inferred from

el ectroni c annotation /// 16020 // menbrane // inferred fromelectronic
annotation+5488 // binding // inferred fromelectronic annotation /// 8092 //
cytoskel etal protein binding // inferred fromelectronic annotation
216526_x_at «"gb: AK024836. 1 / DB_XREF=gi : 10437242 | FEA=nMRNA / CNT=1

[ TI D=Hs. 277477. 2 | TI ER=ConsEnd / STK=0 /UG=Hs. 277477 /LL=3107 /UG GENE=HLA-C
/ UG_TI TLE=maj or hi stoconpatibility conplex, class I, C /DEF=Hono sapi ens
cDNA: FLJ21183 fis, clone CAS11634, highly simlar to

"e(0.317720115+0. 327962158+ " maj or hi stoconpatibility conplex, class |

C'eHLA- C Hs. 534125+ ENSG00000198479+" 19882 // antigen presentation // inferred
fromelectronic annotation /// 19883 // antigen presentation, endogenous
antigen // inferred fromelectronic annotation /// 19885 // antigen
processi ng, endogenous antigen via MHC class | // inferred from

el ectron"+5887 // integral to plasma nmenbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // non-traceabl e author statenent /// 16021
/1 integral to menbrane // inferred fromelectronic annotation /// 42612 //
MHC class | protein conmplex // inferred froe30106 // MHC class | receptor
activity // inferred fromelectronic annotation /// 30106 // MC cl ass |
receptor activity // non-traceabl e author statenment /// 45012 // WNMHC cl ass |
receptor activity // non-traceabl e author statenent

204780_s_at«"gb: AA164751 / DB_XREF=gi : 1740929 / DB_XREF=z093g12.s1

/ CLONE=I MAGE: 594502 / FEA=FLNRNA / CNT=60 / Tl D=Hs. 82359. 0 / Tl ER=St ack / STK=13
/ UG=Hs. 82359 /LL=355 /UG GENE=TNFRSF6 / UG Tl TLE=t unor necrosis factor
receptor superfamly, menber 6 /FL=gb: NM 000043.1

gb: M674"« 0. 317225659+ 0. 300139465+ " Fas (TNF receptor superfanm |y, menber

6) "¢ FASe Hs. 244139« ENS(00000026103+ 6461 // protein conplex assenbly //
traceabl e author statenment /// 6915 // apoptosis // inferred fromelectronic
annotation /// 6916 // anti-apoptosis // traceable author statement /// 6917
/1 induction of apoptosis // traceable author statement /// 6955 «5625 //
soluble fraction // traceable author statenent /// 5829 // cytosol //
non-traceabl e author statenment /// 16020 // menbrane // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectroni c annotati on*4888 // transnenbrane receptor activity // inferred
fromelectronic annotation /// 5515 // protein binding // inferred from

el ectroni c annotation

1555471 _a_at+"gb: BC014364. 1 / DB_XREF=gi : 15680077 /Tl D=Hs2. 24889. 2 / CNT=1



/ FEA=FLMRNA / Tl ER=FL / STK=1 /LL=56776 /UG _GENE=FM\2 / UG=Hs. 24889 / DEF=Hono
sapi ens, clone MGC: 24252 | MAGE: 3932604, nRNA, conpl ete cds. /PROD=Unknown
(protein for MSC:24252) /FL=gh: BC014364. 1"+ 0. 31518639+ 0. 178515726+ f or m n

2¢ FMN2e Hs. 24889+« 7242 // intracel lul ar signaling cascade // inferred from

el ectronic annotation /// 7275 // developnent // inferred fromelectronic
annotation /// 7275 // devel opnent // non-traceabl e author statenent ///
16043 // cell organization and biogenesis // inferre5634 // nucleus //
inferred fromelectronic annotatione3779 // actin binding // inferred from
el ectroni c annotation

202481 _at+"gb: NM_ 004753. 1 / DB_XREF=gi : 4759083 / GEN=SDR1 / FEA=FLnRNA / CNT=134
/ TID=Hs. 17144. 0 / TI ER=FL+St ack / STK=62 / UG=Hs. 17144 /LL=9249 / DEF=Hono

sapi ens short-chai n dehydrogenasereductase 1 (SDR1), nRNA. /PROD=short-chain
dehydr ogenaser educt ase 1

/ FL=gb: BC002730. "+ 0. 314932119+ 0. 241452785+ dehydr ogenase/ r educt ase ( SDR

fam |y) menber 3¢ DHRS3eHs. 289347« ENSG00000162496+ 6631 // fatty acid

met abolism// traceabl e author statenent /// 7601 // visual perception //
traceabl e author statenent /// 8152 // metabolism// inferred fromelectronic
annot ati on*16021 // integral to menbrane // inferred fromelectronic

annot atione166 // nucl eotide binding // traceable author statement /// 4022
/1 al cohol dehydrogenase activity // inferred fromelectronic annotation ///
5489 // electron transporter activity // traceable author statenment /// 16491
/1 oxidoreductase activity // infer

238513_at » gh: BF905445 / DB_XREF=gi : 12296904 / DB_XREF=MR3- MIT0329- 261200- 002- a08
| FEA=EST / CNT=13 / Tl D=Hs. 25978. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 25978

/ UG_TI TLE=ESTs* 0. 313951821+ 0. 441616491« Proline rich da (G carboxygl utan c
acid) 4 (transnenbrane)esPRRAHs. 471695+ ENSG00000135378++5576 //
extracellular region // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // non-traceabl e author statemente5509 // calciumion
binding // inferred fromelectronic annotation

226051 _at » gb: BF973568 / DB_XREF=gi : 12340783 / DB_XREF=602242731F1

/ CLONE=I MAGE: 4331335 / FEA=EST / CNT=65 / TI D=Hs. 55940. 0 / TI ER=St ack / STK=31

/ UG=Hs. 55940 /UG Tl TLE=ESTs*0. 313462008+ 0. 473771578+ sel enopr ot ei n

M SELM Hs. 55940¢ ¢«

209286_at » gb: Al 754416 / DB_XREF=gi : 5132680 / DB_XREF=cr 25a08. x1

/ CLONE=HBMSC _cr 25a08 / FEA=FLMRNA / CNT=172 /Tl D=Hs. 260024. 0 / Tl ER=St ack

/ STK=26 [/ UG=Hs. 260024 /LL=10602 /UG GENE=CEP3 /UG Tl TLE=Cdc42 effect or
protein 3 /FL=gb: AF164118. 1 gh: NM 006449. 1 gh: AF094521. 1

gb: A+ 0. 313215413+ 0. 364798852+ CDC42 effector protein (Rho GIPase bi ndi ng)

3¢ CDCA2EP3+ Hs. 369574« ENS(00000163171+ 7165 // signal transduction // traceable
aut hor statenente«5519 // cytoskeletal regulatory protein binding //
traceabl e aut hor statenent

242997 _at » gb: AW64311 / DB_XREF=gi : 7456852 / DB_XREF=hi 09f 06. x1

/ CLONE=I MAGE: 2971811 / FEA=EST / CNT=5 / Tl D=Hs. 259498. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 259498 / UG Tl TLE=ESTs* 0. 313035013+ 0. 280343179+ " CDNA cl one

| MAGE: 3878708, partial cds"eeHs.259498¢¢¢¢

204627_s_at"gb: M35999. 1 / DB _XREF=gi : 183532 / FEA=FLnRNA / CNT=66

/ TID=Hs. 87149. 0 / TI ER=FL / STK=0 /UG=Hs. 87149 /LL=3690 /UG _GENE=I TGB3

/UG TITLE=integrin, beta 3 (platelet glycoprotein Illa, antigen CD61)

/ DEF=Hurman pl atel et glycoprotein Illa (GPll1l1a) nRNA, conplete
cds"+0.311760513+0. 308651659+ "integrin, beta 3 (platelet glycoprotein Illa,
antigen CD61)"e| TGB3e Hs. 218040+ ENSG00000056345+ 7160 // cell-matrix adhesi on
/1 inferred fromelectronic annotation /// 7229 // integrin-nediated
signaling pathway // inferred fromelectronic annotation /// 7596 // bl ood
coagul ation // traceabl e author statenent«8305 // integrin conplex //
traceabl e author statenmente«4872 // receptor activity // inferred from

el ectronic annotation /// 5515 // protein binding // inferred fromelectronic
annot ati on

221215 _s_at«"gb: NM_020639. 1 / DB_XREF=gi : 10190675 / GEN=ANKRD3 / FEA=FLmRNA

/ CNT=2 / Tl D=Hs. 55565. 0 / TI ER=FL / STK=1 / UG=Hs. 55565 / LL=54101 / DEF=Hono

sapi ens ankyrin repeat domain 3 (ANKRD3), nRNA. /PROD=ankyrin repeat domain 3
/ FL=gb: NM _020639. 1"+ 0. 31105269+ 0. 327297024+r ecept or-i nteracti ng
serine-threoni ne ki nase 4« Rl PK4eHs. 517310« ENSG00000183421+ 6468 // protein
am no acid phosphorylation // inferred fromdirect assay /// 6468 // protein
am no acid phosphorylation // inferred fromelectronic annotationee4674 //
protein serine/threonine kinase activity // inferred fromdirect assay ///
4674 |/ protein serine/threonine kinase activity // inferred fromelectronic
annotation /// 5515 // protein binding // inferred from physical interaction
/11 5524 /] ATP bi

218035_s_at*"gbh: NM_019027. 1 / DB_XREF=gi : 9506670 / GEN=FLJ20273 / FEA=FLmRNA

[/ CNT=177 /Tl D=Hs. 95549. 0 / Tl ER=FL+St ack / STK=22 [/ UG=Hs. 95549 /LL=54502

/ DEF=Honmo sapi ens hypot hetical protein (FLJ20273), nRNA. /PROD=hypot heti ca
protein /FL=gb: NM 019027. 1"+ 0. 310521165+ 0. 283122316+ RNA- bi ndi ng

prot ei ne FLJ20273¢ Hs. 518727+ ENSGD0000163694+++166 // nucl eotide binding //
inferred fromelectronic annotation /// 3676 // nucleic acid binding //
inferred fromel ectroni c annotation

217362_x_at «"gb: AF005487. 1 / DB_XREF=gi : 5915893 / FEA=MRNA / CNT=2

/ TI D=Hs. 167385. 0 / Tl ER=ConsEnd / STK=0 / UG=Hs. 167385 /UG Tl TLE=Hono sapi ens
MHC class Il antigen HLA-DRB6 nRNA, partial cds /DEF=Honb sapi ens MHC cl ass
Il antigen (DRB6) nRNA, HLA- DRB6*0201 all el e,

sequenc" 0. 310278639+ 0. 248200861+ " maj or hi stoconpatibility conplex, class 11,
DR beta 6 (pseudogene)" s HLA- DRB6* Hs. 545653 ¢«



1554093_a_at »"gb: BC014315. 1 / DB_XREF=gi : 15680008 / Tl D=Hs2. 30174. 2 / CNT=12

| FEA=FLNRNA / TI ER=FL / STK=4 /LL=10302 / UG_GENE=SNAPC5 / UG=Hs. 30174 / DEF=Hono
sapiens, Simlar to small nuclear RNA activating conpl ex, polypeptide 5,
19kD, clone MSC: 22700 | MAGE: 3997264, nRNA, co"+0.309358042¢0. 371366591 " snal
nucl ear RNA activating conpl ex, polypeptide 5,

19kDa" « SNAPC5e Hs. 30174« ENSG00000174446+" 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred fromel ectronic annotation /// 6366 //
transcription fromRNA polynerase Il pronoter // traceabl e author statenent
/1] 6384 /] "+5634 // nucleus // traceable author statenmente3700 //
transcription factor activity // traceabl e author statenent
214838_at » gb: AL035297. 1 / DB _XREF=gi : 4200248 / FEA=mRNA / CNT=12

/ TI D=Hs. 119254. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 119254 / DEF=H. sapi ens gene from
PAC 747L4. | PROD=hypot hetical proteine0.3082022560. 303020022« hypot heti ca
protein LOC375035¢ LOC375035¢ Hs. 546557+« ENSG00000184197¢ « «

209514 _s_at «"gb: BE502030 / DB_XREF=gi : 9704438 / DB_XREF=hy11d05. x1

/ CLONE=I MAGE: 3197001 / FEA=FLNMRNA / CNT=83 / Tl D=Hs. 50477.1 / Tl ER=St ack / STK=12
/ UG=Hs. 50477 /LL=5873 / UG _GENE=RAB27A / UG Tl TLE=RAB27A, menber RAS oncogene
fam |y /FL=gb: U38654. 3"« 0. 308099948+ 0. 223938749+ "RAB27A, nenber RAS oncogene
fam | y"+« RAB27As Hs. 298651« ENSG00000069974+ 7264 // small GIPase nedi ated si gha
transduction // inferred fromelectronic annotatione«3924 // GIPase activity
/1 traceable author statenent /// 5525 // GIP binding // inferred from

el ectroni c annotation

1554049_s_at " gb: BC013107. 1 / DB_XREF=gi : 15341858 / Tl D=Hs2. 110707. 2 / CNT=29

| FEA=FLMRNA / TI ER=FL / STK=5 /LL=50717 /UG _GENE=H326 / UG=Hs. 110707 / DEF=Hono
sapi ens, clone MGC. 9478 | MAGE: 3918647, nRNA, conpl ete cds. /PROD=Unknown
(protein for MSC: 9478) /FL=gb:BC013107.1"-0.306339094-0.333325774-VD r epeat
domai n 42A« WDR42As Hs. 492236« ENSGD0000132716¢ « «

213599 _at » gb: BE045993 / DB_XREF=gi : 8363046 / DB_XREF=hd91c08. x4

/ CLONE=I MAGE: 2916878 / FEA=nRNA / CNT=31 / TI D=Hs. 116206. 0 / TI ER=St ack / STK=12
/ UG=Hs. 116206 /LL=11339 /UG GENE=Q P5 /UG Tl TLE=Qpa-interacting protein

5¢0. 304903478+ 0. 266589565+ Opa i nteracting protein

5¢ O P5¢ Hs. 511092+ ENSG00000104147+ 7154 // cell conmmunication // non-traceable
aut hor statenentee5515 // protein binding // traceabl e author statenent
201825_s_at *gb: AL572542 |/ DB_XREF=gi : 12930912 / DB_XREF=AL572542

/ CLONE=CSODI 008YC09 (3 prine) /FEA=FLMRNA /CNT=244 /Tl D=Hs. 238126.0

/ TI ER=St ack / STK=69 / UG=Hs. 238126 /LL=51097 /UG GENE=LOC51097

/UG _TI TLE=CA - 49 protein /FL=gh: NM 016002. 1

gb: AF151807. 1+ 0. 304714068+ 0. 322588409+ C4 - 49

prot ei ne CA - 49« Hs. 498397« ENSG00000143653¢ ¢ ¢

201925_s_at«"gb: NM_000574. 1 / DB_XREF=gi : 10835142 / GEN=DAF / FEA=FLMRNA

/ CNT=314 /Tl D=Hs. 1369. 0 / TI ER=FL+St ack / STK=84 /UG=Hs. 1369 /LL=1604 / DEF=Hono
sapi ens decay accelerating factor for conplenent (CD55, Cromer bl ood group
system) (DAF), nRNA. /PROD=decay accel erating"+0.303353317+0.210470539«"decay
accel erating factor for conpl enent (CD55, Cromer bl ood group

system "« DAFe Hs. 527653« ENSG00000196352+ " 6955 // i mmune response // inferred
fromelectronic annotation /// 6958 // conpl enent activation, classica
pathway // inferred fromelectronic annotation"+5625 // soluble fraction //
traceabl e author statenment /// 5887 // integral to plasma nenbrane //
traceabl e author statenment /// 16020 // menbrane // inferred fromelectronic
annot at i one

204268_at « " gb: NM_005978. 2 / DB_XREF=gi : 9845513 / GEN=S100A2 / FEA=FLNRNA / CNT=73
/ TI D=Hs. 38991. 0 / TI ER=FL+St ack / STK=32 /UG=Hs. 38991 /LL=6273 / DEF=Honp

sapi ens S100 cal ci um bi nding protein A2 (S100A2), nRNA. /PROD=S100

cal ci um bi nding protein A2 /FL=gb: NM 005978. 2

gb: B"+ 0. 302570694+ 0. 273671908+ S100 cal ci um bi ndi ng protein

A2+ S100A2¢ Hs. 516484+ ENSG00000196754++5509 // cal ciumion binding //
non-traceabl e aut hor statenent

203921 _at+"gb: NM_ 004267.1 / DB_XREF=gi : 4757983 / GEN=CHST2 / FEA=FLnRNA / CNT=82
/ TI D=Hs. 8786. 0 / TI ER=FL+St ack / STK=43 / UG=Hs. 8786 /LL=9435 / DEF=Honp sapi ens
car bohydrate (chondroitin 6keratan) sulfotransferase 2 (CHST2), nRNA

/ PROD=car bohydrate (chondroitin

6ker at an)s"«0. 300448341+ 0. 306711863+ car bohydrate (N-acetyl gl ucosam ne-6-0
sul fotransferase 2¢CHST2¢ Hs. 8786 ENSG0000175040 5975 // car bohydrate
nmetabolism// inferred fromelectronic annotation /// 6044 [/
N-acet yl gl ucosam ne netabolism// inferred fromdirect assay /// 6790 //

sul fur metabolism// inferred fromdirect assay /// 6954 // inflammuatory
response // inferred frome«5802 // Colgi trans face // inferred fromdirect
assay /// 16021 // integral to menbrane // inferred fromelectronic
annotation /// 31228 // intrinsic to Golgi nenbrane // non-traceabl e aut hor
statement+ 1517 // N-acetyl gl ucosam ne 6- 0O sul fotransferase activity //
inferred fromdirect assay /// 16740 // transferase activity // inferred from
el ectroni c annotation

226991 _at+"gb: AA489681 / DB _XREF=gi : 2219283 / DB_XREF=aa50c04. s1

/ CLONE=I MAGE: 824358 / FEA=nRNA / CNT=51 / TI D=Hs. 102248. 0 / TI ER=St ack / STK=30

/ UG=Hs. 102248 /UG Tl TLE=Hono sapi ens cDNA: FLJ22105 fis, clone

HEP17660" 0. 300143304+ 0. 180361942+ "Nucl ear factor of activated T-cells,
cytopl asm c, cal cineurin-dependent 2"e«NFATC2¢Hs. 356321+ ENSG00000101096+ " 6355
/1 regulation of transcription, DNA-dependent // inferred fromelectronic
annotation /// 6355 // regulation of transcription, DNA-dependent //
traceabl e author statenent"+5634 // nucleus // inferred fromelectronic



annotation /// 5634 // nucleus // traceable author statement /// 5737 //
cytoplasm// traceabl e author statenente3700 // transcription factor activity
/1 inferred fromelectronic annotation /// 3700 // transcription factor
activity // traceabl e aut hor statenent

227827_at » gh: AWL38143 / DB_XREF=qgi : 6142543 / DB_XREF=Ul - H Bl 1- acy- b-09-0- Ul . s1
/ CLONE=I MAGE: 2715976 / FEA=EST / CNT=32 /Tl D=Hs. 71721. 0 / Tl ER=St ack / STK=16

/ UG=Hs. 71721 / UG Tl TLE=ESTs* 0. 299211701+ 0. 283903787+ Ar g/ Abl -i nteracti ng
protei n ArgBP2e ARGBP2¢ Hs. 481342« ENS(00000154556+ 5634 // nucleus // inferred
fromelectronic annotation /// 5634 // nucleus // non-traceabl e aut hor
statenent /// 5634 // nucleus // traceable author statement /// 5856 //
cytoskeleton // inferred fromelectronic annotation /// 15629 // actin
cytoskel eton <3676 // nucleic acid binding // inferred fromelectronic
annotation /// 5200 // structural constituent of cytoskeleton // traceable
aut hor statenent /// 5515 // protein binding // non-traceabl e author
statement /// 8093 // cytoskeletal adaptor activity //

202488_s_at«"gb: NM 005971. 2 / DB_XREF=gi : 11612675 / GEN=FXYD3 / FEA=FLmRNA

/ CNT=217 / Tl D=Hs. 301350. 0 / TI ER=FL+St ack / STK=18 /UG=Hs. 301350 /LL=5349

/ DEF=Honmo sapi ens FXYD domai n-contai ning ion transport regulator 3 (FXYD3),
transcript variant 1, nRNA. /PROD=MAT-8
protein,"«0.298821164+0. 078494809 FXYD donmai n contai ning ion transport
regul at or 3¢ FXYD3e Hs. 301350« ENSG00000089356+ 6811 // ion transport // inferred
fromelectronic annotation /// 6821 // chloride transport // traceabl e author
statenment+5887 // integral to plasma nenbrane // traceabl e aut hor statenent
/11 16020 // menbrane // inferred fromelectronic annotatione5216 // ion
channel activity // inferred fromelectronic annotation /// 5254 // chloride
channel activity // traceabl e author statenent

204628_s_at*"gb: NM_000212. 1 / DB_XREF=gi : 4557676 / GEN=I TGB3 / FEA=FLMRNA

/ CNT=66 / TI D=Hs. 87149.0 / TI ER=FL / STK=0 /UG=Hs. 87149 /LL=3690 / DEF=Hono
sapiens integrin, beta 3 (platelet glycoprotein Illa, antigen CD61) (ITGB3),
MRNA. / PROD=i ntegrin beta chain, beta 3

precurso”e«0.298712975+0. 260757517«"integrin, beta 3 (platelet glycoprotein
[Ila, antigen CD61)"e«| TGB3¢Hs. 218040 ENSG00000056345+ 7160 // cell-matrix
adhesion // inferred fromelectronic annotation /// 7229 // integrin-nediated
signaling pathway // inferred fromelectronic annotation /// 7596 // bl ood
coagul ation // traceabl e author statenment«8305 // integrin conplex //
traceabl e author statenmente«4872 // receptor activity // inferred from

el ectronic annotation /// 5515 // protein binding // inferred fromelectronic
annot ati on

205097_at « " gb: Al 025519 / DB_XREF=gi : 3241132 / DB_XREF=0v75c04. x1

/ CLONE=I MAGE: 1643142 / FEA=FLNMRNA / CNT=44 /Tl D=Hs. 29981. 0 / Tl ER=St ack / STK=19
/ UG=Hs. 29981 /LL=1836 /UG GENE=SLC26A2 /UG Tl TLE=solute carrier famly 26
(sulfate transporter), nenber 2 /FL=gbh: U14528.1

gb: N'+0. 29748411+ 0. 303042601«"sol ute carrier famly 26 (sulfate transporter),
menber 2"« SLC26A2¢ Hs. 302738« ENSG00000155850 6810 // transport // inferred
fromelectronic annotation /// 8272 // sulfate transport // traceabl e author
statenent+5624 // nmenbrane fraction // traceable author statenent /// 5887 //
integral to plasma nenbrane // traceabl e author statenment /// 16020 //
menbrane // inferred fromel ectronic annotatione8271 // sulfate porter
activity // inferred fromelectronic annotation

205101_at " gb: NM_000246. 1 / DB_XREF=gi : 4557748 | GEN=MHC2TA / FEA=FLNRNA / CNT=54
/ TI D=Hs. 3076.0 / TI ER=FL / STK=0 /UG=Hs. 3076 /LL=4261 / DEF=Honp sapi ens MIC
class Il transactivator (VMHC2TA), nmRNA. /PROD=MHC cl ass Il transacti vator

/ FL=gh: U18259. 1 gb: NM_000246. 1"+ 0. 295373757+ 0. 428976164+ MHC cl ass |

transacti vat or« MHC2TAs Hs. 126714+« ENSG00000179583+" 6355 // regul ati on of
transcription, DNA-dependent // inferred fromelectronic annotation /// 6955
/! immune response // traceable author statenent /// 9596 // detection of
pest, pathogen or parasite // traceable author statenment /// 42829 // defense
resp"+5634 // nucleus // inferred fromelectronic annotatione3677 // DNA
binding // traceable author statenent /// 3702 // RNA pol ynerase |
transcription factor activity // traceable author statement /// 3713 //
transcription coactivator activity // traceable author statement /// 5524 [/
ATP binding // inferred fr

203973_s_at*"gb: NM_005195. 1 / DB_XREF=gi : 4885130 / GEN=CEBPD / FEA=FLNRNA

/ CNT=116 /Tl D=Hs. 76722. 0 / Tl ER=FL+St ack / STK=69 /UG=Hs. 76722 /LL=1052

/| DEF=Honmo sapi ens CCAATenhancer binding protein (CEBP), delta (CEBPD), nRNA
/ PROD=CCAATenhancer binding protein (CEBP), delta
"e(0.294973117+0. 255817514+ " CCAAT/ enhancer bi ndi ng protein (C EBP)

del t a" « CEBPD» Hs. 440829« ENS@0000180733" 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred fromel ectronic annotation /// 6366 //
transcription fromRNA polynerase Il pronoter // traceabl e author
statenent"+5634 // nucleus // inferred fromelectronic annotation*3677 // DNA
binding // inferred fromelectronic annotation

218404 _at " gb: NM 013322. 1 / DB_XREF=gi : 7019536 / GEN=SNX10 / FEA=FLnRNA / CNT=110
/ TI D=Hs. 106260. 0 / TI ER=FL+St ack / STK=23 / UG=Hs. 106260 /LL=29887 / DEF=Hono
sapi ens sorting nexin 10 (SNX10), nmRNA. /PROD=sorting nexin 10

/ FL=gb: AF121860. 1 gb: NM 013322. 1"+« 0. 294837401+ 0. 282136589+ sorti ng nexin

10 SNX10e Hs. 520714« ENS@0000086300+ 7242 // intracel | ul ar signaling cascade //
inferred fromelectronic annotation /// 15031 // protein transport //
inferred fromel ectronic annotationee

230645_at " gb: BF110588 / DB_XREF=gi : 10940278 / DB_XREF=7n39e12. x1



/ CLONE=I MAGE: 3567071 / FEA=EST / CNT=10 / TI D=Hs. 150478. 0 / TI ER=St ack / STK=9

/ UG=Hs. 150478 /UG Tl TLE=ESTs, Weakly simlar to KI AA0987 protein

(H. sapi ens)"+0. 294088466+ 0. 227629134« FERM donmai n cont ai ni ng

3¢ FRVD3e Hs. 127535« ENSG00000172159+ 8152 // netabolism// inferred from

el ectronic annotation*5737 // cytoplasm// inferred fromelectronic
annotation /// 5856 // cytoskeleton // inferred fromelectronic annotation
/11 16020 // nenbrane // inferred fromel ectronic annotatione287 // magnesi um
ion binding // inferred fromelectronic annotation /// 5488 // binding //
inferred fromelectronic annotation /// 8092 // cytoskel etal protein binding
/1 inferred fromelectronic annotation /// 16462 // pyrophosphatase activity
/1 inferre

219377_at«"gb: NM 022751. 1 / DB_XREF=gi : 12232414 | GEN=FLJ21610 / FEA=FLmRNA

/ CNT=44 [ TI D=Hs. 12727.0 / TI ER=FL / STK=2 /UG=Hs. 12727 /LL=64762 / DEF=Honmo
sapi ens hypothetical protein FLJ21610 (FLJ21610), nRNA. /PROD=hypothetica
protein FLJ21610 /FL=gb: NM 022751. 1"+ 0. 294063071 0. 465847214« "fanm |y with
sequence simlarity 59, menber A'eFAVB9As Hs. 444314« ENSGD0000141441¢« 5529 //
sugar binding // inferred fromelectronic annotation

235944 _at » gb: BF446673 / DB_XREF=gi : 11511811 / DB_XREF=7¢q90e09. x1

/ CLONE=I MAGE: 3705689 / FEA=EST / CNT=10 / Tl D=Hs. 150042. 0 / TI ER=ConsEnd / STK=1
/ UG=Hs. 150042

/ UG _TI TLE=ESTs* 0. 293530078+ 0. 34247325+ hemni cent i ne FI BL- 6 Hs. 58877+« ENSG000001433
416468 // protein am no acid phosphorylation // inferred fromelectronic
annotation /// 7155 // cell adhesion // inferred fromelectronic annotation
/11 7156 // homophilic cell adhesion // inferred fromelectronic annotation
/11 7596 // blood coagul ation //+16020 // nenbrane // inferred from

el ectroni c annotati on*4888 // transnenbrane receptor activity // inferred
fromelectronic annotation /// 5021 // vascul ar endothelial growh factor
receptor activity // inferred fromelectronic annotation /// 5509 // cal cium
ion binding // inferred fromelectronic annotation /
209728_at " gb: BC005312. 1 / DB _XREF=gi : 13529055 / FEA=FLmMRNA / CNT=84

/ TI D=Hs. 318720. 0 / Tl ER=FL+St ack /STK=31 /UG=Hs. 318720 / DEF=Honmp sapi ens,

cl one M3C: 12387, nRNA, conplete cds. /PROD=Unknown (protein for M3C: 12387)

/ FL=gb: ML6942. 1 gb: BC005312. 1"+ 0. 293224614+ 0. 180698512+ " maj or

hi st oconpatibility conplex, class Il, DR beta 4 /// major histoconpatibility
conplex, class |1, DR beta 4"«HLA- DRB4sHs. 534321+ ENSG00000196915+ " 6955 //

i mmune response // inferred fromelectronic annotation /// 7165 // signa
transduction // non-traceabl e author statenent /// 9405 // pathogenesis //
traceabl e author statenent /// 19884 // antigen presentation, exogenous
antigen // inferred frome"+5887 // integral to plasma nmenbrane // not
recorded /// 16020 // menbrane // inferred fromelectronic annotation ///
16021 // integral to menbrane // inferred fromelectronic annotatione45012 //
MHC class Il receptor activity // inferred fromelectronic annotation ///
45012 // MHC class Il receptor activity // traceabl e author statenent

203561 _at " gb: NM 021642. 1 / DB_XREF=gi : 11056051 / GEN=FCGR2A / FEA=FLNMRNA

/ CNT=142 /Tl D=Hs. 78864. 0 / Tl ER=FL+St ack / STK=8 /UG=Hs. 78864 /LL=2212

/ DEF=Honmo sapiens Fc fragnment of 1gG low affinity Ila, receptor for (CD32)
(FCGR2A), nRNA. /PROD=Fc fragnment of 1gG |ow

af fi"e0.2912759030. 243931508 "Fc fragnent of 1gG low affinity Ila, receptor
(CD32) "« FCGR2As Hs. 352642+ ENSG00000143226+ 6955 // i mmune response // not
recorded+5886 // plasma nmenbrane // non-traceabl e author statenent /// 16021
/1 integral to menbrane // inferred fromelectronic annotatione4872 //
receptor activity // inferred fromelectronic annotation /// 5057 // receptor
signaling protein activity // not recorded /// 19864 // 1gG binding //
inferred fromel ectroni c annotation

223991 s_ate+"gb: AF130059. 1 / DB_XREF=gi : 11493424 | FEA=FLnRNA / CNT=3

/ TI D=Hs. 99858. 1 / TI ER=FL / STK=0 /UG=Hs. 99858 /LL=6130 / UG GENE=RPL7A

/| DEF=Hono sapi ens cl one FLB5634 PROL477 nRNA, conpl ete cds. /PROD=PROL477

/ FL=gb: AF130059. 1"« 0. 291120475+ 0. 219294329+« UDP- N- acet y| - al pha- D- gal act osam ne
pol ypepti de N acetyl gal act osam nyl transferase 2

(Gal NAc- T2) » GALNT2¢ Hs. 300834+ ENSQ)0000143641+ 6493 // O linked gl ycosyl ati on
/1 traceable author statenent«5794 // Col gi apparatus // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectroni c annotatione"4653 // pol ypepti de N acetyl gal act osam nyltransferase
activity // traceable author statenment /// 5529 // sugar binding // inferred
fromelectronic annotation /// 16757 // transferase activity, transferring
gl ycosyl groups // inferred fromelectronic annot™

227998 _at » gb: AA045184 / DB_XREF=gi : 1523386 / DB_XREF=zk66c01. s1

/ CLONE=I MAGE: 487776 | FEA=EST / CNT=23 /Tl D=Hs. 738. 3 / Tl ER=St ack / STK=16

/ UG=Hs. 738 /LL=9045 /UG GENE=RPL14 /UG TI TLE=ri bosonal protein

L14+0. 290239401+ 0. 355984084+ S100 cal ci um bi ndi ng protein

Al6e S100A16¢ Hs. 515714+ ENSG)0000188643+++5509 // cal ciumion binding //
inferred fromel ectroni c annotation

225681 _at « " gb: AA584310 / DB_XREF=gi : 2368919 / DB_XREF=nn79g01. s1

/ CLONE=I MAGE: 1090128 / FEA=EST / CNT=87 /Tl D=Hs. 283713. 0 / TI ER=St ack / STK=54

/ UG=Hs. 283713 /UG Tl TLE=ESTs, Weakly simlar to ORF YG.050w
(S.cerevisiae)"+0.288349646¢0.23214703+col | agen triple helix repeat
cont ai ni ng 1+ CTHRCle Hs. 405614« ENSG00000164932 6817 // phosphate transport //
inferred fromelectronic annotation /// 7155 // cell adhesion // inferred
fromelectronic annotatione5737 // cytoplasm// inferred fromelectronic
annot ati on*5198 // structural nolecule activity // inferred fromelectronic
annotation /// 5515 // protein binding // inferred fromelectronic



annot ati on

204527 _at « " gb: NM_000259. 1 / DB_XREF=gi : 10835118 / GEN=MYCHA / FEA=FLNRNA / CNT=65
[/ TI D=Hs. 170157. 0 / TI ER=FL / STK=7 /UG=Hs. 170157 /LL=4644 |/ DEF=Honp sapi ens
myosi n VA (heavy pol ypeptide 12, nyoxin) (MYGA), nmRNA. /PROD=nyosin VA
(heavy pol ypeptide 12, nyoxin) /FL=gb: U909"«0. 288078303+ 0. 357998865+ " nmyosi n
VA (heavy pol ypeptide 12, nyoxin)"esM/CbAs Hs. 21213« ENSG00000197535+ 6810 //
transport // non-traceabl e author statenment /// 30048 // actin filament-based
nmovenent // non-traceabl e author statenmente16459 // nyosin // inferred from
el ectronic annotation /// 30426 // growth cone // non-traceabl e aut hor
statement /// 43005 // neuronal cell projection // non-traceabl e author
statenment«146 // mcrofilament notor activity // non-traceabl e author
statenment /// 3779 // actin binding // inferred fromelectronic annotation
/11 5516 // calmodulin binding // inferred fromelectronic annotation ///
5524 // ATP binding // inferred fromelectron

203263_s_at *gb: Al 625739 / DB_XREF=gi : 4650670 / DB_XREF=t y65g05. x1

/ CLONE=I MAGE: 2283992 / FEA=FLNMRNA / CNT=119 /Tl D=Hs. 54697. 0 / Tl ER=St ack / STK=12
/ UG=Hs. 54697 /LL=23229 /UG _GENE=ARHGEF9 /UG Tl TLE=Cdc42 guani ne exchange
factor (GEF) 9 /FL=gb: NM 015185. 1+ 0. 287807239+ 0. 222283704+ Cdc42 guani ne

nucl eoti de exchange factor (GEF) 9¢ ARHGEF9e Hs. 54697« ENSG00000131089¢ ¢«
229285 _at »gh: Al 669749 / DB_XREF=qgi : 4834523 / DB_XREF=t ul2f 11. x1

/ CLONE=I MAGE: 2250861 / FEA=EST / CNT=12 / TI D=Hs. 56156.0 / TI ER=St ack / STK=11

/ UG=Hs. 56156 /UG Tl TLE=ESTs*0. 287376276+ 0. 254177171+ "ri bonucl ease L
(2',5"-oligoi soadenyl ate

synt het ase- dependent ) "« RNASELe Hs. 518545+ ENSG00000135828+ 6397 // mnmRNA
processing // inferred fromelectronic annotation /// 6468 // protein am no
aci d phosphorylation // non-traceabl e author statenmente«3723 // RNA binding
[/l inferred fromdirect assay /// 4672 // protein kinase activity // inferred
fromelectronic annotation /// 5524 // ATP binding // inferred from

el ectronic annotation /// 16787 // hydrol ase activity // inferred from

el ectroni c annot at

227067_x_at « gb: AWD24960 / DB_XREF=gi : 5878490 / DB_XREF=wu70c08. x1

/ CLONE=I MAGE: 2525390 / FEA=EST / CNT=32 /Tl D=Hs. 8121. 2 / Tl ER=St ack / STK=26

/ UG=Hs. 8121 /LL=4853 /UG _GENE=NOTCH2 / UG TI TLE=Not ch (Drosophila) honol og
2¢0. 287266534+ 0. 259946741« Not ch honol og 2 (Drosophila) N-termna

| i kee NOTCH2NLe Hs. 502564« ENSG00000163386¢++5509 // cal ciumion binding //
inferred fromel ectroni c annotation

228442 _ategh: Al 770171 / DB_XREF=gi : 5236626 / DB_XREF=wi 79b10. x1

/ CLONE=I MAGE: 2399515 / FEA=EST / CNT=23 /Tl D=Hs. 112157.0 / Tl ER=St ack / STK=23
/ UG=Hs. 112157 / UG Tl TLE=ESTs* 0. 286310597+ 0. 224929837+ " Nucl ear factor of
activated T-cells, cytoplasm c, calcineurin-dependent

2"« NFATC2e Hs. 356321« ENSG00000101096+ " 6355 // regul ati on of transcription
DNA- dependent // inferred fromel ectronic annotation /// 6355 // regulation
of transcription, DNA-dependent // traceabl e author statenent"+5634 //
nucleus // inferred fromelectronic annotation /// 5634 // nucleus //
traceabl e author statenment /// 5737 // cytoplasm// traceabl e author
statement+3700 // transcription factor activity // inferred fromelectronic
annotation /// 3700 // transcription factor activity // traceabl e author

st at enent

1561691 _at " gb: BC039371. 1 / DB _XREF=gi : 24659793 / Tl D=Hs2. 407549. 1 / CNT=1

/ FEA=nmRNA / Tl ER=ConsEnd / STK=1 /LL=285735 /UG GENE=L0OC285735 / UG=Hs. 407549
/ UG_TI TLE=hypot heti cal protein LOC285735 /DEF=Hono sapi ens, clone

| MAGE: 5271214, nRNA. "+ 0. 285653768+ 0. 206420453+ hypot heti cal protein
LOC285735¢ LOC285735¢ Hs. 407549¢ ¢ o o

203455_s_at«"gb: NM_002970. 1 / DB_XREF=gi : 4506788 / GEN=SAT / FEA=FLnMRNA / CNT=192
/ TI D=Hs. 28491. 0 / TI ER=FL+St ack / STK=183 /UG=Hs. 28491 /LL=6303 / DEF=Honmo
sapi ens sperm di nesperni ne Nl-acetyltransferase (SAT), nmRNA

/ PROD=sper m di nesperm ne Nl-acetyltransferase

/ FL=gb: M776" « 0. 285561654+ 0. 275182508 sper mi di ne/ sper m ne

N1- acetyl transferasees SATs Hs. 28491« ENSG0000130066+++4145 // di am ne
N-acetyltransferase activity // traceable author statenent /// 8415 //
acyltransferase activity // inferred fromelectronic annotation /// 16740 //
transferase activity // inferred fromelectronic annotation

228247 _at+"gb: H43637 / DB_XREF=gi : 919689 / DB_XREF=yp24b06. s1

/ CLONE=I MAGE: 188339 / FEA=EST / CNT=28 / Tl D=Hs. 10726. 0 / Tl ER=St ack / STK=11

/ UG=Hs. 10726 /UG Tl TLE=ESTs, Weakly simlar to ALUL_HUVAN ALU SUBFAM LY J
SEQUENCE CONTAM NATI ON WARNI NG ENTRY

(H. sapi ens) " 0. 285303228+ 0. 254259418+ Sinmi |l ar to FRGL protein (FSHD region
gene 1 protein)eM3C72104¢ Hs. 529357+« ENSG00000149531¢ ¢ «

229327_s_at+gb: BE674528 / DB_XREF=gi : 10035069 / DB_XREF=7e02b02. x1

/ CLONE=I MAGE: 3281259 / FEA=EST / CNT=33 / Tl D=Hs. 30250. 2 / Tl ER=St ack / STK=13

/ UG=Hs. 30250 /LL=4094 /UG GENE=MAF /UG Tl TLE=v- maf nuscul oaponeurotic

fi brosarcoma (avi an) oncogene honol oge0. 284643464+ 0. 16928561¢ V- maf

nmuscul oaponeurotic fibrosarcoma oncogene honol og

(avi an) « MAFe Hs. 134859+ ENSQ00000178573+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 6366 // transcription from RNA
pol ymerase Il pronmoter // traceable author statenment"«785 // chromatin //
traceabl e author statenent /// 5634 // nucleus // inferred fromelectronic
annot atione3677 // DNA binding // inferred fromelectronic annotation ///
3702 // RNA polynerase Il transcription factor activity // traceabl e aut hor
st at enent



219049 _at+"gb: NM 018371. 1 / DB_XREF=gi : 8922959 / GEN=FLJ11264 / FEA=FLmRNA

/ CNT=52 / TI D=Hs. 11260. 0 / TI ER=FL / STK=1 /UG=Hs. 11260 /LL=55790 / DEF=Hono
sapi ens hypothetical protein FLJ11264 (FLJ11264), nRNA. /PROD=hypothetica
protein FLJ11264 /FL=gb: NM 018371. 1"+ 0. 284049643+ 0. 175014499+ " chondroi tin
bet al, 4

N- acet yl gal act osam nyl transf erase”+ ChGne Hs. 387794« ENSG00000147408 7399 //
neur ogenesi s // non-traceabl e author statement /// 8037 // cell recognition
/1l non-traceabl e author statenent /// 8283 // cell proliferation //
non-traceabl e author statenent /// 9653 // norphogenesis // non-traceabl e
aut hor statenent /// 15014 //+5622 // intracellular // inferred from sequence
or structural simlarity /// 5625 // soluble fraction // inferred fromdirect
assay /// 5794 /| Colgi apparatus // inferred fromelectronic annotation ///
16021 // integral to nmenbrane // inferred fromelecte5515 // protein binding
/1 inferred fromsequence or structural simlarity /// 8955 // peptidoglycan
gl ycosyltransferase activity // inferred fromdirect assay /// 15020 //

gl ucuronosyl transferase activity // inferred fromdirect assay /// 16740 //
transf

207012_at » gb: U79292. 1 / DB_XREF=qgi : 1710273 / FEA=FLMRNA / CNT=23 / Tl D=Hs. 90800. 1
/ TIER=St ack / STK=8 / UG=Hs. 90800 /LL=4325 /UG GENEEMWP16 / UG Tl TLE=natri x

met al | opr ot ei nase 16 (menbrane-inserted) /DEF=Human cl one 23734 nRNA
sequence. [ FL=gb: AB0O09303. 1 gb: D83646. 1 gh: D8+ 0. 283333623+ 0. 332531645¢¢eeeee
223704_s_at«"gb: AF284225. 1 /| DB_XREF=gi : 9247124 | GEN=DVRT2 / FEA=FLNRNA / CNT=16
/ TI D=Hs. 59506. 0 / TI ER=FL+St ack / STK=12 / UG=Hs. 59506 /LL=10655 / DEF=Hono

sapi ens DVRT2terra-li ke protein (DVRT2) nRNA, conplete cds, alternatively
spliced. /PROD=DVRT2terra-like protein

[/ FL=g"+ 0. 283042143+ 0. 245295245+ doubl esex and mab-3 rel ated transcription
factor 2¢DVRT2eHs. 59506« ENSG00000173253+" 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dependent // inferred fromel ectronic annotation /// 7530 // sex

determ nation // traceable author statement /// 7548 // sex differentiation
/1 infer"+5634 // nucleus // inferred fromelectronic annotatione3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700
/1 transcription factor activity // traceabl e author statenent
229310_at " gb: BE465475 / DB_XREF=gi : 9511250 / DB_XREF=hw20g02. x1

/ CLONE=I MAGE: 3183506 / FEA=EST / CNT=20 /Tl D=Hs. 272572. 1 / TI ER=St ack / STK=13

/ UG=Hs. 272572 [/ LL=3040 /UG _GENE=HBA2 / UG TI TLE=henogl obi n, al pha
2"+0.282951148+0. 19812354+ kel ch repeat and BTB (PQZ) domai n cont ai ni ng

9« KBTBD9e Hs. 130593« ENSGD0000119771¢+5634 // nucleus // inferred from

el ectroni c annotatione5515 // protein binding // inferred fromelectronic
annot ati on

203140_at «"gb: NM_001706. 1 / DB_XREF=gi : 4502382 / GEN=BCL6 / FEA=FLnRNA / CNT=123
/ TI D=Hs. 155024. 0 / TI ER=FL+St ack / STK=54 /UG=Hs. 155024 /LL=604 / DEF=Hono

sapi ens B-cell CLLIynmphoma 6 (zinc finger protein 51) (BCL6), nRNA

/ PROD=B-cel | CLLI ynphoma 6 (zinc finger protein

5"« 0. 282179286+ 0. 351701201+ B-cel | CLL/|ynmphoma 6 (zinc finger protein 51) ///
B-cell CLL/Iynphoma 6 (zinc finger protein

51) « BCL6* Hs. 478588+ ENSG00000113916+" 122 // negative regul ati on of
transcription from RNA pol ynerase Il pronoter // not recorded /// 6350 //
transcription // inferred fromelectronic annotation /// 6355 // regul ation
of transcription, DNA-dependent // traceable author statement /// 6954 //
i"e119 // nediator conmplex // not recorded /// 5634 // nucleus // inferred
fromdirect assay+«3700 // transcription factor activity // non-traceable

aut hor statenent /// 5515 // protein binding // inferred from physica
interaction /// 8270 // zinc ion binding // inferred fromelectronic
annot ati on

204612_at « " gb: NM_ 006823. 1 / DB_XREF=gi : 5803126 / GEN=PKI A / FEA=FLnRNA / CNT=91
/ TI D=Hs. 75209. 0 / TI ER=FL+St ack / STK=22 /UG=Hs. 75209 / LL=5569 / DEF=Honp

sapi ens protein kinase (cAMP-dependent, catalytic) inhibitor al pha (PKIA),
MRNA. / PROD=pr ot ei n ki nase, cAMP-dependent,
"e(0.282028802+ 0. 313447206+ "prot ei n ki nase (cAMP-dependent, catal ytic)

i nhi bitor al pha"e«PKI AsHs. 433700+ ENSG00000171033+6469 // negative regul ati on
of protein kinase activity // inferred fromelectronic annotationee4862 //
CAMP- dependent protein kinase inhibitor activity // inferred fromelectronic
annot ati on

238432_at »gh: Al 275162 / DB_XREF=gi : 3897436 / DB_XREF=qw08b10. x1

/ CLONE=I MAGE: 1990459 / FEA=EST / CNT=14 /Tl D=Hs. 93714. 0 / TI ER=ConsEnd / STK=0

/ UG=Hs. 93714 /UG Tl TLE=ESTs*0. 281777012+ 0. 293101967+ " CDNA FLJ35776 fis, clone
TESTI 2005326" ¢ » Hs. 19872¢ ¢ ¢«

239492 _at » gb: R12499 / DB_XREF=gi : 765575 / DB_XREF=yf 29g05. s1

/ CLONE=I MAGE: 128312 / FEA=EST / CNT=7 / Tl D=Hs. 20468. 0 / TI ER=ConsEnd / STK=4

/ UG=Hs. 20468 / UG Tl TLE=ESTse 0. 280897327+ 0. 244814895+ SEC14-1 i ke 4 (S.

cerevi si ae) * SEC14L4« Hs. 517541« ENSG00000133488 6810 // transport // inferred
fromelectronic annotation /// 6886 // intracellular protein transport //
inferred fromelectronic annotatione5622 // intracellular // inferred from
el ectroni c annotation /// 16020 // menbrane // inferred fromelectronic
annot ati one5215 // transporter activity // inferred fromelectronic
annotation /// 8289 // lipid binding // inferred fromelectronic annotation
/1]l 8320 // protein carrier activity // inferred fromelectronic annotation
228245 s_at+"gb: AWb94320 / DB_XREF=gi : 7281578 / DB_XREF=hg59d01. x1

/ CLONE=I MAGE: 2949889 / FEA=EST / CNT=39 / Tl D=Hs. 110080. 0 / Tl ER=St ack / STK=25

/ UG=Hs. 110080 /UG Tl TLE=ESTs, Weakly simlar to S13495 pregnancy zone protein



(H. sapi ens)"+«0. 280756135+ 0. 281887755+ 0vost ati n

2+ OV0OS2e Hs. 524331« ENS(00000177359+++ 4866 // endopepti dase inhibitor activity
/1 inferred fromelectronic annotation

225337_at * gb: Al 346910 / DB_XREF=gi : 4084116 / DB_XREF=qp59b12. x1

/ CLONE=I MAGE: 1927295 / FEA=EST / CNT=101 /Tl D=Hs. 9006. 1 / Tl ER=St ack / STK=52

/ UG=Hs. 9006 /LL=9218 /UG GENE=VAPA /UG TI TLE=FVAMP (vesi cl e- associ at ed

menbr ane protein)-associated protein A

(33kD) 0. 280271993+ 0. 248267708+ Abhydr ol ase domai n cont ai ni ng

2¢ ABHD2+ Hs. 122337+« ENSG00000140526¢+ 16021 // integral to menbrane //
non-traceabl e aut hor statenmente3824 // catalytic activity // inferred from
el ectroni c annotation

215501_s_at+"gb: AK022513. 1 / DB_XREF=gi : 10433943 / FEA=nmRNA / CNT=3

[/ TID=Hs. 177534. 1 / TI ER=ConsEnd / STK=0 /UG=Hs. 177534 /LL=11221 /UG_GENE=DUSP10
/ UG _TI TLE=dual specificity phosphatase 10 /DEF=Hono sapi ens cDNA FLJ12451
fis, clone NT2RML000377, highly simlar to Hono

sap"+0. 279882432+ 0. 290143771-dual specificity phosphat ase

10+ DUSP10e Hs. 497822« ENSG00000143507+ 6470 // protein am no acid
dephosphorylation // inferred fromelectronic annotation /// 6470 // protein
am no aci d dephosphorylation // traceabl e author statenent /// 6950 //
response to stress // traceable author statenent /// 7254 // JNK cascade //
trace5634 // nucleus // traceable author statement /// 5737 // cytoplasm//
traceabl e author statenente16787 // hydrol ase activity // inferred from

el ectronic annotation /// 17017 // MAP ki nase phosphatase activity //
inferred fromel ectroni c annotation

228653_at * gb: Al 700341 / DB_XREF=gi : 4988241 / DB_XREF=wd06e10. x1

/ CLONE=I MAGE: 2327370 / FEA=EST / CNT=23 /Tl D=Hs. 110406. 0 / Tl ER=St ack / STK=14
/ UG=Hs. 110406 /UG _TI TLE=ESTs*0. 279784309+ 0. 146477606 Si m | ar to Rl KEN cDNA
E130306ML7 geneesHs. 269122¢ e+

227055_at «"gh: Al 827972 / DB_XREF=gi : 5448730 / DB_XREF=wk31c11l. x1

/ CLONE=I MAGE: 2413940 / FEA=EST / CNT=33 /Tl D=Hs. 51483. 0 / Tl ER=St ack / STK=18

/ UG=Hs. 51483 /UG _TI TLE=ESTs, Wakly simlar to hypothetical protein

(H. sapi ens) 0. 279646268+ 0. 395524054« hypot heti cal protein

M3C17301e M3C17301 Hs. 51483« ENSG00000170439¢ ¢+ 8757 //

S- adenosyl et hi oni ne- dependent net hyl transferase activity // inferred from
el ectronic annotation /// 16740 // transferase activity // inferred from

el ectroni c annotation

209312_x_at+"gb: U65585. 1 / DB_XREF=gi : 5478215 / GEN=HLA- DRB1 / FEA=FLNRNA

/ CNT=126 /Tl D=Hs. 180255. 0 / TI ER=FL / STK=0 / UG=Hs. 180255 /LL=3123 / DEF=Hono
sapiens MHC class Il antigen (HLA-DRB1) nRNA, HLA-DRB1*PBL allele, conplete
cds. /PROD=MHC class Il antigen

/ FL=gb: NM _0021"« 0. 279297569+ 0. 198766104« " maj or hi stoconpati bility conpl ex,
class Il, DR beta 1 /// major histoconpatibility conplex, class Il, DR beta
1"« HLA- DRB1e Hs. 520049+ ENSG00000196126+ " 6955 // i mune response // inferred
fromelectronic annotation /// 19884 // antigen presentation, exogenous
antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exogenous antigen via MAC class Il // inferred fromelectronic
anno"+ 16020 // nmenbrane // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione45012 // NMHC
class Il receptor activity // inferred fromelectronic annotation
214770_at » gb: Al 299239 / DB_XREF=gi : 3958893 / DB_XREF=qn33g02. x1

/ CLONE=I MAGE: 1900082 / FEA=nRNA / CNT=18 /Tl D=Hs. 49. 2 / Tl ER=ConsEnd / STK=1

/[ UG=Hs. 49 /LL=4481 /UG _GENE=MSR1 /UG Tl TLE=macr ophage scavenger receptor

1. 0. 278856486+ 0. 282990929+ macr ophage scavenger receptor

1e MBR1e Hs. 446291+ ENSG00000038945+ 6817 // phosphate transport // inferred from
el ectronic annotation /// 6898 // receptor nediated endocytosis // inferred
fromelectronic annotation /// 6898 // receptor nediated endocytosis //
traceabl e author statenent«5737 // cytoplasm// inferred fromelectronic
annotation /// 5887 // integral to plasma nenbrane // traceabl e aut hor
statenent /// 16020 // menbrane // inferred from el ectronic annotatione4872
/1 receptor activity // inferred fromelectronic annotation /// 5044 //
scavenger receptor activity // inferred fromelectronic annotation /// 5044
/!l scavenger receptor activity // traceable author statement /// 5319 //
lipid transporter activity //

205266_at « " gh: NM_002309. 2 / DB_XREF=gi : 6006018 / GEN=LI F / FEA=FLnRNA / CNT=44
/ TI D=Hs. 2250. 0 / TI ER=FL+St ack / STK=14 /UG=Hs. 2250 /LL=3976 / DEF=Hono sapi ens
| eukemia inhibitory factor (cholinergic differentiation factor) (LIF), nRNA
/ PROD=I eukeni a inhibitory factor (cho"«0.2780672990. 278755455« eukem a

i nhibitory factor (cholinergic differentiation

factor)eLl FeHs. 2250 ENSG00000128342+ 6955 // inmune response // inferred from
el ectronic annotation /// 7166 // cell surface receptor |inked signa
transduction // not recorded /// 7267 // cell-cell signaling // not recorded
/11 7275 |/ devel opment // traceable author statenent /// 8284 // pe5615 //
extracel lul ar space // not recordede5125 // cytokine activity // inferred
fromelectronic annotation /// 5146 // leukem a inhibitory factor receptor
binding // not recorded /// 5147 // oncostatin-Mreceptor binding // not
recorded /// 8083 // growh factor activity // inferred fromelectron
231727_s_at+"gb: NM 020679. 1 / DB_XREF=gi : 10190723 / GEN=AD023 / FEA=FLnRNA

[/ CNT=9 /Tl D=Hs. 325631.1 /TI ER=FL / STK=1 /UG=Hs. 325631 /LL=57409 / DEF=Hono
sapi ens AD023 protein (AD023), nRNA. /PROD=AD023 protein

/ FL=gb: NM _020679. 1"« 0. 277366017+ 0. 26942769+ AD023

pr ot ei ne AD023¢ Hs. 325631« ENS(00000125457++¢3723 // RNA binding // inferred



from el ectronic annotation

244825 at » gb: Al 005420 / DB_XREF=gi : 3214930 / DB_XREF=0u08b08. x1

/ CLONE=I MAGE: 1625655 / FEA=EST / CNT=4 / Tl D=Hs. 130650. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 130650 /UG Tl TLE=ESTs*0. 275643018+ 0. 191345388+ Kl AA1202

pr ot ei ne KI AA1202+ Hs. 420541+ ENSG00000158352+ ¢« 5515 // protein binding //
inferred fromel ectroni c annotation

226777_at » gb: AA147933 / DB_XREF=gi : 1717306 / DB_XREF=z| 50d02. s1

/ CLONE=I MAGE: 505347 / FEA=EST / CNT=76 / Tl D=Hs. 8895. 0 / Tl ER=St ack / STK=28

/ UG=Hs. 8895 / UG TI TLE=ESTs*0. 27472012+ 0. 471959434+ A di si ntegri n and

nmet al | opr ot ei nase domain 12 (neltrin

al pha) « ADAML2+ Hs. 386283« ENSG00000148848+ 6508 // proteolysis and peptidolysis
/1 inferred fromelectronic annotation /// 7155 // cell adhesion // inferred
fromelectronic annotation /// 7520 // nyoblast fusion // traceabl e author
statenment+5886 // plasma nmenbrane // traceable author statement /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione4222 //

nmet al | oendopepti dase activity // inferred fromelectronic annotation /// 5515
/! protein binding // inferred fromelectronic annotation /// 8270 // zinc
ion binding // inferred fromelectronic annotation

214596_at « " gb: T15991 / DB_XREF=gi : 518153 / DB_XREF=| B2413 / FEA=FLNRNA / CNT=18
/ TI D=Hs. 7138. 0 / TI ER=ConsEnd / STK=1 / UG=Hs. 7138 /LL=1131 /UG _GENE=CHRMB

/ UG_TI TLE=chol i nergi c receptor, nuscarinic 3

/ FL=gb: NM _000740. 1"+ 0. 273789427+ 0. 396855444+ " chol i nergi ¢ receptor, muscarinic
3"+ CHRVBe Hs. 7138« ENSG00000133019+ 6464 // protein nodification // traceable
aut hor statenent /// 7165 // signal transduction // traceabl e author
statenment /// 7186 // G protein coupled receptor protein signaling pathway //
traceabl e author statenment /// 7268 // synaptic transmission // ine5886 //

pl asma nenbrane // traceable author statenent /// 5887 // integral to plasma
menbrane // traceabl e author statenente1584 // rhodopsin-Ilike receptor
activity // inferred fromelectronic annotation /// 4435 // phosphoi nositide
phosphol i pase C activity // traceable author statement /// 4872 /]| receptor
activity // traceable author statement /// 4981 // nuscarinic acetylch
213988_s_at e gb: BE971383 / DB_XREF=gi : 10584719 / DB_XREF=601651561F1

/ CLONE=I MAGE: 3934935 / FEA=EST / CNT=19 /Tl D=Hs. 28491. 3 / TI ER=St ack / STK=17

/ UG=Hs. 28491 /LL=6303 /UG _GENE=SAT /UG Tl TLE=sper m di nesper m ne

N1-acetyl transferasec0. 273626687+ 0. 39933789« sper i di ne/ sperm ne

N1- acetyl transferasees SATs Hs. 28491« ENSG0000130066+++4145 // di am ne
N-acetyltransferase activity // traceable author statenent /// 8415 //
acyltransferase activity // inferred fromelectronic annotation /// 16740 //
transferase activity // inferred fromelectronic annotation
214787 _at » gb: BE268538 / DB_XREF=gi : 9142145 / DB _XREF=601125471F1

/ CLONE=I MAGE: 3345232 / FEA=NRNA / CNT=18 / Tl D=Hs. 135202. 0 / TI ER=ConsEnd / STK=0
/ UG=Hs. 135202 /LL=10260 /UG _GENE=I RLB /UG Tl TLE=c- nyc pronot er - bi ndi ng
protei ne0. 273286293« 0. 349535021« c- myc pronoter bindi ng

pr ot ei ne MYCPBPe Hs. 513817+ ENSG00000174485+" 6355 // regul ati on of
transcription, DNA-dependent // non-traceabl e author statenent”«5634 //

nucl eus // non-traceabl e author statement«3677 // DNA binding //
non-traceabl e aut hor statenent

204781_s_at«"gb: NM_000043. 1 / DB_XREF=gi : 4507582 / GEN=TNFRSF6 / FEA=FLmMRNA

/ CNT=60 /Tl D=Hs. 82359. 0 / TI ER=FL+St ack / STK=15 /UG=Hs. 82359 /LL=355 / DEF=Hono
sapi ens tunor necrosis factor receptor superfamly, menber 6 (TNFRSF6), nRNA
/ PROD=apopt osis (APO- 1) antigen 1 /FL=g"+0.272839486¢0.290458845+" Fas ( TNF
receptor superfamly, menber 6)"eFASeHs. 244139« ENSG0000026103 6461 //
protein conpl ex assenbly // traceable author statement /// 6915 // apoptosis
/1 inferred fromelectronic annotation /// 6916 // anti-apoptosis //
traceabl e author statenment /// 6917 // induction of apoptosis // traceable
aut hor statement /// 6955 «5625 // soluble fraction // traceabl e author
statement /// 5829 // cytosol // non-traceable author statement /// 16020 //
menbrane // inferred fromelectronic annotation /// 16021 // integral to
nmenbrane // inferred fromelectronic annotation*4888 // transnmenbrane
receptor activity // inferred fromelectronic annotation /// 5515 // protein
binding // inferred fromelectronic annotation

213142_x_at = gb: AV700415 / DB_XREF=gi : 10302386 / DB_XREF=AV700415

/ CLONE=GKCDGAO4 / FEA=MRNA / CNT=62 / Tl D=Hs. 12969. 0 / Tl ER=St ack / STK=37

/ UG=Hs. 12969 /LL=54103 /UG GENE=LOC54103 /UG Tl TLE=hypot heti ca

prot ei ne0. 272736215+ 0. 232942401+ hypot heti cal protein

LOC54103« LOC54103¢ Hs. 186649+ ENSG)0000135174¢ ¢ «

204364_s_at *gb: BE535746 / DB _XREF=gi : 9764391 / DB_XREF=601060419F1

/ CLONE=I MAGE: 3446788 / FEA=FLMRNA / CNT=132 /Tl D=Hs. 7358. 0 / TI ER=St ack / STK=31
/ UG=Hs. 7358 /LL=65055 /UG GENE=FLJ13110 /UG Tl TLE=hypot hetical protein
FLJ13110 / FL=gb: NM 022912. 1« 0. 272308449+ 0. 17901772+ chr onbsone 2 open readi ng
frame 23« C2orf 23« Hs. 368884« ENSGD0000068615++4872 // receptor activity //
inferred from el ectronic annotation

204670_x_at*"gb: NM_002125. 1 / DB_XREF=gi : 4504412 | GEN=HLA- DRB5 / FEA=FLmMRNA

/ CNT=62 / Tl D=Hs. 308026. 0 / TI ER=FL / STK=1 / UG=Hs. 308026 /LL=3127 / DEF=Hono

sapi ens maj or histoconpatibility conplex, class Il, DR beta 5 (HLA-DRB5),
MRNA. / PROD=nmmj or hi stoconpatibility conpl ex,
"e(0.271462746+0. 167047497« " maj or hi stoconpatibility conplex, class Il, DR

beta 1"e<HLA- DRB1e Hs. 520049+ ENSG00000196126+ " 6955 // i mune response //
inferred fromelectronic annotation /// 19884 // antigen presentation
exogenous antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exogenous antigen via MAC class Il // inferred fromelectronic



anno"+ 16020 // nmenbrane // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione45012 // NMHC
class Il receptor activity // inferred fromelectronic annotation

221815 _at«"gb: BE671816 / DB_XREF=gi : 10032446 / DB_XREF=7a47d01. x1

/ CLONE=I MAGE: 3221857 / FEA=EST / CNT=71 /Tl D=Hs. 21921. 0 / Tl ER=St ack / STK=26

/ UG=Hs. 21921 /UG TI TLE=ESTs, Modderately simlar to AF119917 63 PRO2831

(H sapiens)"«0.271109117+0. 300796333+ abhydr ol ase domai n cont ai ni ng

2+ ABHD2+ Hs. 122337+« ENSGQ00000140526++ 16021 // integral to menbrane //
non-traceabl e aut hor statenmente3824 // catalytic activity // inferred from

el ectroni c annotation

205743 _at « " gb: NM_003149. 1 / DB_XREF=gi : 4507246 / GEN=STAC / FEA=FLnRNA / CNT=30

/ TI D=Hs. 56045. 0 / TI ER=FL+St ack / STK=12 / UG=Hs. 56045 /LL=6769 / DEF=Honp

sapi ens src honol ogy three (SH3) and cysteine rich domain (STAC), nRNA

/ PROD=src honol ogy three (SH3) and cysteine ric"+0.270141137+0. 270483148+ SH3
and cysteine rich domai ne STAC* Hs. 56045« ENSG00000144681 7242 // intracel |l ul ar
signaling cascade // inferred fromelectronic annotatione5625 // soluble
fraction // traceabl e author statenente19992 // diacylglycerol binding //
inferred fromel ectroni c annotation

230363_s_at » gb: BEB58808 / DB_XREF=gi : 10374225 / DB_XREF=7f 95h05. x1

/ CLONE=I MAGE: 3304761 / FEA=EST / CNT=15 /Tl D=Hs. 52463. 1 / TI ER=St ack / STK=14

/ UG=Hs. 52463 /LL=22876 /UG _GENE=KI AA0966 /UG TI TLE=KI AA0966

pr ot ei ne 0. 269685135+ 0. 254600018+i nosi t ol pol yphosphat e- 5- phosphat ase

Fe | NPP5Fe Hs. 369755+ ENSG00000198825¢ ¢ »

201744_s_at «"gb: NM_002345. 1 / DB_XREF=gi : 4505046 / GEN=LUM / FEA=FLNMRNA / CNT=472
/ TI D=Hs. 79914. 0 / TI ER=FL+St ack / STK=235 /UG=Hs. 79914 /LL=4060 / DEF=Homo

sapi ens lum can (LUM, nRNA. /PROD=l um can /FL=gb: NM 002345.1 gh: U18728. 1

ghb: U21128. 1"« 0. 268363516+ 0. 169181764« um cane LUW Hs. 406475« ENSG00000139329+ 760
1 // visual perception // traceable author statement /// 30199 // coll agen
fibril organization // non-traceable author statemente5578 // extracellul ar
matrix (sensu Metazoa) // traceable author statement /// 5583 // fibrillar
collagen // inferred fromdirect assay+5201 // extracellular matrix
structural constituent // non-traceabl e author statement /// 5518 // coll agen
binding // inferred fromdirect assay

221802_s_at *gb: AU157109 / DB_XREF=gi : 11018630 / DB_XREF=AU157109

/ CLONE=PLACE1006159 / FEA=nRNA / CNT=94 / Tl D=Hs. 23740. 1 / TI ER=St ack / STK=26

/ UG=Hs. 23740 /LL=57698 /UG GENE=KI AA1598 /UG Tl TLE=KI AA1598

protei ne0. 267646189+ 0. 253759738+ Kl AA1598¢ KI AA1598¢ Hs. 501140+ ENSG)0000187164¢« «
211959 _at » gb: AW07532 / DB_XREF=gi : 5856310 / DB_XREF=ws52h07. x1

/ CLONE=I MAGE: 2500861 / FEA=nRNA / CNT=430 /Tl D=Hs. 103391. 0 / Tl ER=St ack / STK=15
/ UG=Hs. 103391 /UG Tl TLE=Human insulin-like growmh factor binding protein 5

(1 GFBP5) nRNAe 0. 267225029+ 0. 2697340461 nsul i n-1i ke growt h factor bindi ng
protein 51 G-BP5¢ Hs. 369982« ENSG00000115461+ 1558 // regul ation of cell growth
/1 inferred fromelectronic annotation /// 7165 // signal transduction //
non-traceabl e aut hor statenente«5576 // extracellular region // non-traceable
aut hor statenent«5520 // insulin-like growh factor binding // inferred from
el ectroni c annotation

205234 _at «"gb: NM_004696. 1 / DB_XREF=gi : 4759113 / GEN=SLC16A4 / FEA=FLMRNA

/ CNT=60 / Tl D=Hs. 23590. 0 / TI ER=FL / STK=4 /UG=Hs. 23590 /LL=9122 / DEF=Homo
sapiens solute carrier famly 16 (nonocarboxylic acid transporters), menber 4
(SLC16A4), mRNA. /PROD=sol ute carrier famly

"e(0.266339873+0. 353127336 "sol ute carrier famly 16 (nonocarboxylic acid
transporters), menber 4"« SLC16A4e Hs. 351306 ENSG00000168679+6810 // transport
[/l inferred fromelectronic annotation /// 15718 // nonocarboxylic acid
transport // traceabl e author statenente5624 // nenbrane fraction //
traceabl e author statenment /// 5887 // integral to plasma nenbrane //
traceabl e author statenment /// 16021 // integral to menbrane // inferred from
el ectroni c annotatione5215 // transporter activity // inferred from

el ectronic annotation /// 8028 // nonocarboxylic acid transporter activity //
traceabl e author statenment /// 15293 // synporter activity // inferred from
el ectroni c annotation

208306_x_at «"gb: NM_021983. 2 / DB_XREF=gi : 11875206 / GEN=HLA- DRB4 / FEA=FLnRNA

/ CNT=2 / Tl D=Hs. 293934. 0 / TI ER=FL / STK=0 / UG=Hs. 293934 /LL=3126 / DEF=Hono

sapi ens maj or histoconpatibility conplex, class Il, DR beta 4 (HLA-DRB4),
MRNA. / PROD=nmmj or hi stoconpatibility conpl ex,
"e(.266282328+0.171698177+" Maj or hi stoconpatibility conplex, class Il, DR

beta 4"« HLA- DRB1s Hs. 520049+ ENSG00000196126+ " 6955 // i mune response //
inferred fromelectronic annotation /// 19884 // antigen presentation
exogenous antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exogenous antigen via MAC class Il // inferred fromelectronic
anno"+ 16020 // nmenbrane // inferred fromelectronic annotation /// 16021 //
integral to nenbrane // inferred fromelectronic annotatione45012 // NMHC
class Il receptor activity // inferred fromelectronic annotation
230333_at » gh: BE326919 / DB_XREF=gi : 9200695 / DB_XREF=hr 67f 02. x1

/ CLONE=I MAGE: 3133563 / FEA=EST / CNT=14 /Tl D=Hs. 28491. 4 / TI ER=St ack / STK=14

/ UG=Hs. 28491 /LL=6303 /UG _GENE=SAT /UG _TI TLE=sper m di nesper m ne

N1- acetyl transferases0. 265287619+ 0. 407840509+ Sper m di ne/ sper ni ne

N1- acetyl transferasees SATs Hs. 28491« ENSG0000130066+++4145 // di am ne
N-acetyltransferase activity // traceable author statenent /// 8415 //
acyltransferase activity // inferred fromelectronic annotation /// 16740 //
transferase activity // inferred fromelectronic annotation

219922 s_ate+"gb: NM 021070.1 / DB_XREF=gi : 10835104 / GEN=LTBP3 / FEA=FLmMRNA



/ CNT=18 /Tl D=Hs. 289019. 0 / TI ER=FL / STK=0 / UG=Hs. 289019 /LL=4054 / DEF=Honmo
sapiens latent transform ng growmh factor beta binding protein 3 (LTBP3),
MRNA. / PROD=I| atent transform ng growh factor

be"+0. 265152268 0. 387705381 atent transform ng grow h factor beta binding
protein 3¢LTBP3eHs. 289019« ENSG0000168056¢ 5509 // cal ciumion binding //
inferred fromelectronic annotation /// 19838 // growth factor binding //
inferred fromel ectroni c annotation

204836_at » " gb: NM_000170. 1 / DB_XREF=gi : 4504012 / GEN=GLDC / FEA=FLnRNA / CNT=59
[/ TID=Hs. 27.0 / TI ER=FL+St ack / STK=26 / UG=Hs. 27 /LL=2731 / DEF=Honp sapi ens

gl yci ne dehydrogenase (decarboxyl ating; glyci ne decarboxyl ase, glycine

cl eavage systemprotein P) (G.DC), nRNA

/ PROD"+ 0. 264783188 0. 230959896-"gly0|ne dehydr ogenase (decarboxyl ati ng;

gl yci ne decar boxyl ase, gl ycine cl eavage system protein

P) "+ GLDCs Hs. 149156+ 6546 // gl ycine catabolism// traceabl e author
statenent+5739 // mtochondrion // inferred fromelectronic annotation ///
5961 // gl yci ne dehydrogenase conpl ex (decarboxylating) // inferred from

el ectroni c annotation*4375 // glyci ne dehydrogenase (decarboxyl ati ng)
activity // traceable author statement /// 5489 // electron transporter
activity // traceable author statenment /// 16491 // oxidoreductase activity
/1 inferred fromelectronic annotation

208729_x_at"gb: D83043. 1 / DB _XREF=gi : 1871135 / GEN=HLA- B / FEA=FLnRNA / CNT=488
[/ TID=Hs. 77961. 1 / TI ER=FL / STK=0 /UG=Hs. 77961 /LL=3106 /UG TI TLE=nmg]j or

hi st oconpatibility conplex, class I, B /DEF=Human HLA-B nRNA, allele A*2711
conpl ete cds. /FL=gbh: U50710.1 gb: U01848.1 gh"+0. 263802283+ 0. 241195431+ " naj or
hi st oconpatibility conplex, class |, B"¢HLA-BeHs. 77961« ENSG0000198638+ " 19883
/1 antigen presentation, endogenous antigen // inferred fromelectronic
annotation /// 19885 // antigen processing, endogenous antigen via MHC cl ass
I // inferred fromelectronic annotation"«5887 // integral to plasma nmenbrane
/1 non-traceabl e author statenent /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation /// 42612 // MHAC class | protein conpl ex
/1 inferred fromelectronic annotation*30106 // MHC class | receptor activity
/1 inferred fromelectronic annotation /// 30106 // MHC class | receptor
activity // non-traceabl e aut hor statenent

230538_at » gh: Al 027957 / DB_XREF=qgi : 3245266 / DB_XREF=0v84c05. x1

/ CLONE=I MAGE: 1644008 / FEA=EST / CNT=16 /Tl D=Hs. 121005.0 /Tl ER=St ack / STK=12

/ UG=Hs. 121005 / UG Tl TLE=ESTs*0. 261721578+ 0. 3877819+rai - | i ke

pr ot ei ne RaLPe Hs. 552630« ENSG00000185634+ 7242 // intracel lul ar signaling
cascade // inferred fromelectronic annotationes

226925_at » gb: AW69729 / DB_XREF=gi : 6024727 / DB_XREF=cr 51d05. x1

/ CLONE=HBMSC _cr51d05 / FEA=nNRNA / CNT=35 / Tl D=Hs. 37443. 0 / TI ER=St ack / STK=17

/[ UG=Hs. 37443 / UG _TI TLE=Hono sapi ens nRNA; cDNA DKFZp434B2119 (from cl one
DKFZp434B2119); partial cdse0.261433584+0. 241512563« aci d phosphat ase-1i ke

2¢ ACPL2e Hs. 255491« ENS(00000155893¢++ 3993 // acid phosphatase activity //
inferred fromel ectroni c annotation

202340_x_at *"gb: NM_002135. 1 / DB_XREF=gi : 4504440 / GEN=NR4ALl / FEA=FLRNA

/ CNT=145 /Tl D=Hs. 1119. 0 / TI ER=FL+St ack / STK=57 /UG=Hs. 1119 /LL=3164 / DEF=Hono
sapi ens nucl ear receptor subfamly 4, group A nenber 1 (NR4AL), nRNA

/ PROD=nucl ear receptor subfamly 4, group A

meni «0. 260119832+ 0. 237116468+ "nucl ear receptor subfamly 4, group A nenber
1"« NR4ALe Hs. 524430« ENS(00000123358+ " 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 7165 // signal transduction //
traceabl e author statenent"+5634 // nucleus // inferred fromelectronic
annot atione3700 // transcription factor activity // inferred fromelectronic
annotation /// 3707 // steroid hornone receptor activity // inferred from

el ectronic annotation /// 4879 // |igand-dependent nuclear receptor activity
/[l inferred fromelectronic annotation

225327 _at«"gb: AB037791. 1 / DB _XREF=gi : 7243120 / GEN=KI AA1370 / FEA=nRNA / CNT=93
/ TI D=Hs. 29716. 0 / TI ER=St ack / STK=15 / UG=Hs. 29716 /LL=56204 / DEF=Honmo sapi ens
MRNA for KI AA1370 protein, partial cds. /PROD=KI AA1370
protein"e+0.2592141410. 407698922« hypot heti cal protein

FLJ10980 FLJ10980¢ Hs. 152385+« ENSG)0000047346¢ * *

215193 x_at«"gb: AJ297586. 1 / DB_XREF=gi : 10185079 / GEN=HLA- DRB1 / FEA=mRNA

/ CNT=7 /Tl D=Hs. 279930. 1 / Tl ER=ConsEnd / STK=0 / UG=Hs. 279930 /LL=3125 / DEF=Hono
sapi ens nMRNA for MHC class Il antigen (HLA-DRB1 gene), DRB1*0402 allele.

/ PROD=MHC cl ass Il antigen"+0.257766347+0. 170593997« " maj or hi stoconpatibility
conplex, class |1, DR beta 1"<HLA- DRB1sHs. 520049+ ENSG00000196126+ " 6955 //

i mmune response // inferred fromelectronic annotation /// 19884 // antigen
presentation, exogenous antigen // inferred fromelectronic annotation ///
19886 // antigen processing, exogenous antigen via MHC class Il // inferred
from el ectronic anno"+16020 // menbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati on*45012 // MHC class Il receptor activity // inferred from

el ectroni c annotation

238935_at « "gb: AV958475 / DB_XREF=gi : 8148159 / DB_XREF=EST370545 / FEA=EST / CNT=7
/ TI D=Hs. 293947. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 293947 /UG TI TLE=ESTs, Weakly
simlar to 138022 hypothetical protein

(H. sapiens) 0. 257176254+ 0. 286609611« Ri bosomal protein

S27-11 kees RPS27Le Hs. 108957+ ENSG)0000185088+ 6412 // protein biosynthesis //
inferred fromel ectronic annotation*5840 // ribosone // inferred from

el ectroni c annotatione3735 // structural constituent of ribosone // inferred



from el ectronic annotation

1563498_s_at » gb: AK090434. 1 / DB _XREF=gi : 21748555 / Tl D=Hs2. 407102. 1 / CNT=1

| FEA=nRNA / TI ER=ConsEnd / STK=0 / UG=Hs. 407102 / UG _TI TLE=Hono sapi ens nRNA for
FLJ00351 protein. /DEF=Hono sapi ens nmRNA for FLJ00351
protein.+0.253759538+ 0. 438626825« hypot heti cal protein

LOC283130 LOC283130¢ Hs. 435510« ENSG00000162241+ 6810 // transport // inferred
fromel ectronic annotati one5743 // mtochondrial inner nmenbrane // inferred
fromelectronic annotation /// 16020 // menbrane // inferred fromelectronic
annot ati one5215 // transporter activity // inferred fromelectronic
annotation /// 5488 // binding // inferred fromelectronic annotation
203628_at » gb: H0O5812 / DB_XREF=gi : 869364 / DB_XREF=yl 77f 04. s1 / CLONE=| MAGE: 44149
/ FEA=FLRNA / CNT=95 / Tl D=Hs. 239176. 0 / Tl ER=St ack / STK=24 /UG=Hs. 239176

/ LL=3480 /UG _GENE=I GF1R /UG TI TLE=i nsulin-like growth factor 1 receptor

/ FL=gb: NM_000875. 2+ 0. 25302582+ 0. 247385627+i nsul in-1ike growth factor 1
receptore| GF1Re Hs. 20573« ENSG00000140443+74 // regul ation of cell cycle //
traceabl e author statenent /// 6468 // protein am no acid phosphorylation //
inferred fromelectronic annotation /// 6916 // anti-apoptosis // traceable
aut hor statenent /// 7165 // signal transduction // traceabl e authore«16020 //
menbrane // inferred fromelectronic annotation /// 16021 // integral to
menbrane // inferred fromelectronic annotation+4872 // receptor activity //
inferred fromelectronic annotation /// 5006 // epidermal growth factor
receptor activity // inferred fromelectronic annotation /// 5010 //
insulin-like growmth factor receptor activity // traceabl e author statenent
/1] 5515 /

205428_s_at+"gb: NM_001740. 2 / DB_XREF=gi : 6031158 / GEN=CALB2 / FEA=FLMRNA

/ CNT=36 / Tl D=Hs. 106857. 0 / TI ER=FL+St ack / STK=15 / UG=Hs. 106857 /LL=794

/ DEF=Honmo sapi ens cal bindin 2, (29kD, calretinin) (CALB2), transcript variant
CALB2, nRNA. /PROD=cal bindin 2, full length
prote"«0.250640444+0. 245213116+ " cal bi ndin 2, 29kDa
(calretinin)"eCALB2¢ Hs. 106857+ ENSG00000172137++5509 // cal ci umion bindi ng
/!l inferred fromelectronic annotation /// 5509 // calciumion binding // not
recor ded

226731 _at » gb: AA156873 / DB_XREF=qgi : 1728488 / DB_XREF=z| 20h08. s1

/ CLONE=I MAGE: 502527 / FEA=EST / CNT=65 / Tl D=Hs. 184411.5 / Tl ER=St ack / STK=43

/ UG=Hs. 184411 /LL=213 / UG _GENE=ALB

/ UG_TI TLE=al bum ne<0. 250567439+ 0. 307572375+" I ntegri n, al pha

1"« PELO Hs. 519304« ENSE00000152684+ 6412 // protein biosynthesis // inferred
fromelectronic annotati on*5634 // nucleus // inferred fromelectronic
annot at i one

211799_x_at"gb: U62824. 1 / DB _XREF=gi : 1575443 [ GEN=HLA- Cw* 1701 / FEA=FLmRNA

/ CNT=5 / TI D=Hs. 287811. 0 / TI ER=FL / STK=0 /UG=Hs. 287811 / DEF=Honp sapi ens HLA
class | heavy chain (HLA-Ow*1701) nRNA, conplete cds. /PROD=HLA class | heavy
chai n / FL=gbh: U62824. 1"+ 0. 249968844+ 0. 338861617+ " Maj or hi stoconpatibility
conmpl ex, class |, C'sHLA-C»Hs. 534125« ENSG00000198479+"19882 // antigen
presentation // inferred fromelectronic annotation /// 19883 // antigen
presentation, endogenous antigen // inferred fromelectronic annotation ///
19885 // antigen processing, endogenous antigen via MHC class |I // inferred
fromelectron"+«5887 // integral to plasma nmenbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // non-traceabl e author statenent /// 16021
/1 integral to menbrane // inferred fromelectronic annotation /// 42612 //
MHC class | protein conmplex // inferred froe30106 // MHC class | receptor
activity // inferred fromelectronic annotation /// 30106 // MC cl ass |
receptor activity // non-traceabl e author statement /// 45012 // WNMHC cl ass |
receptor activity // non-traceabl e author statenent
201926_s_at «"gb: BC001288. 1 / DB_XREF=gi : 12654888 / FEA=FLNRNA / CNT=314

/ TID=Hs. 1369. 0 / TI ER=FL / STK=0 /UG=Hs. 1369 /LL=1604 /UG _GENE=DAF / DEF=Hono
sapiens, Simlar to decay accelerating factor for conpl enent (CD55, Croner

bl ood group system, clone M3C: 5192, nRNA

conpl e"+0. 249576464+ 0. 15250219+ "decay accel erating factor for conpl ement
(CD55, Cromer blood group system "eDAFeHs. 527653« ENSG00000196352¢ " 6955 //

i mmune response // inferred fromelectronic annotation /// 6958 // conpl ement
activation, classical pathway // inferred fromelectronic annotation"«5625 //
soluble fraction // traceable author statement /// 5887 // integral to plasm
nmenbrane // traceabl e author statenment /// 16020 // menbrane // inferred from
el ectroni c annotati one

1554352_s_at+"gb: BC041706. 1 / DB_XREF=gi : 27469518 / Tl D=Hs2. 145631. 1 / CNT=3

| FEA=FLMRNA / TI ER=FL / STK=2 /LL=10260 /UG GENE=I RLB / UG=Hs. 145631 / DEF=Hono
sapiens, Simlar to KIAA0O476 gene product, clone M3C: 48955 | MAGE: 5530033,
NMRNA, conplete cds. /PROD=Sim|ar to KI AA0476"«0.249388797+0. 304021065 c- nyc
pronot er bi ndi ng protei ne MYCPBPe Hs. 513817« ENS@0000174485" 6355 // regul ation
of transcription, DNA-dependent // non-traceabl e author statenent"«5634 //
nucl eus // non-traceabl e author statement«3677 // DNA binding //
non-traceabl e aut hor statenent

212158 at+"gb: AL577322 / DB_XREF=gi : 12940338 / DB_XREF=AL577322

/ CLONE=CSODI 085Y1 06 (3 prine) /FEA=nRNA /CNT=306 /Tl D=Hs. 1501. 0 /Tl ER=St ack

/ STK=61 [/ UG=Hs. 1501 /LL=6383 /UG GENE=SDC2 /UG Tl TLE=syndecan 2 (heparan

sul fate proteoglycan 1, cell surface-associ ated,
fibrog"e«0.249284714+0. 158688429+ "syndecan 2 (heparan sul fate proteoglycan 1
cell surface-associated, fibroglycan)"eSDC2¢Hs. 1501« ENSG0000169439++5887 //
integral to plasma nmenbrane // non-traceabl e author statenent /// 16020 //
menbrane // inferred fromelectronic annotatione8092 // cytoskeletal protein



binding // inferred fromelectronic annotation

1561757_a_at »"gb: BC035922. 1 / DB_XREF=gi : 23273119 / Tl D=Hs2. 123542. 1 / CNT=1

/ FEA=nRNA / Tl ER=ConsEnd / STK=1 /UG=Hs. 123542 /UG _TI TLE=Hono sapi ens, cl one

| MAGE: 4639114, nRNA / DEF=Honp sapi ens, cl one | MAGE: 5398658,

MRNA. "« 0. 2492339+ 0. 345535048« hypot heti cal protein

LOC283352¢ LOC283352¢ Hs. 507268¢ ¢«

219978_s_at+"gb: NM 018454. 1 / DB_XREF=gi : 8922094 / GEN=BMD37 / FEA=FLNMRNA

/ CNT=12 / TI D=Hs. 283649. 0 / TI ER=FL / STK=1 / UG=Hs. 283649 / LL=55838 / DEF=Hono
sapi ens uncharacterized bone marrow protein BM37 (BMD37), nRNA

/ PROD=unchar act eri zed bone marrow protei n BMD37

/| FL=gb: AF" 0. 248857912+ 0. 214940836° nucl eol ar and spi ndl e associ ated protein
1+ NUSAP1e Hs. 511093« ENSG00000137804¢ 5634 // nucleus // inferred from

el ectroni c annotati one

203072_at » " gb: NM_004998. 1 / DB_XREF=gi : 4826843 / GEN=MYOLC / FEA=FLMRNA / CNT=121
/ TI D=Hs. 82251. 0 / TI ER=FL / STK=2 / UG=Hs. 82251 /LL=4641 / DEF=Hono sapi ens
myosin I C (MYOLC), nRNA. /PROD=nyosin | C /FL=gh: U14391.1
gb:NNLOO4998.1"-0.2481883-0.300960432-nyosin

| E» MYOLE® Hs. 370392+ ENSG00000157483+ 30048 // actin fil anment-based novenent //
traceabl e aut hor statenente16459 // nyosin // inferred fromelectronic
annotatione146 // mcrofilanment notor activity // traceabl e author statenent
/1] 3779 // actin binding // inferred fromelectronic annotation /// 5516 //
cal modulin binding // inferred fromelectronic annotation /// 5524 /] ATP
binding // inferred fromelectronic an

223524 _s_at«"gb: BCO0O0568. 1 / DB_XREF=gi : 12653584 / FEA=FLNRNA / CNT=57

/ TI D=Hs. 280740. 0 / TI ER=FL / STK=0 / UG=Hs. 280740 /LL=66000 /UG _GENE=M3C3040

/ DEF=Honmo sapi ens, clone M3C: 3040, nmRNA, conpl ete cds. /PROD=Unknown (protein
for M3C:. 3040) /FL=gb: BCO00568. 1"+ 0. 247286627+ 0. 129843044+ hypot heti cal protein
M3C3040¢ M3C3040¢ Hs. 191616+ ENSG00000144868e »

216252_x_ategb: Z70519. 1 / DB _XREF=gi : 1418817 / FEA=nRNA / CNT=3 / Tl D=Hs. 82359. 1
/ TI ER=ConsEnd / STK=0 / UG=Hs. 82359 /LL=355 /UG GENE=TNFRSF6 / DEF=H. sapi ens
FASApo 1 nRNA for FAS sol uble protein (clone FAS Exo4Del ). /PROD=FAS sol ubl e
protei ne0. 246726829+ 0. 184439289+ " Fas (TNF receptor superfamly, menber

6) " e FASe Hs. 244139« ENS(00000026103+ 6461 // protein conplex assenbly //
traceabl e author statenment /// 6915 // apoptosis // inferred fromelectronic
annotation /// 6916 // anti-apoptosis // traceable author statenment /// 6917
/1 induction of apoptosis // traceable author statement /// 6955 «5625 //
soluble fraction // traceable author statenent /// 5829 // cytosol //
non-traceabl e author statement /// 16020 // menbrane // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectroni c annotati on*4888 // transnenbrane receptor activity // inferred
fromelectronic annotation /// 5515 // protein binding // inferred from

el ectroni c annotation

230362_at » gb: BEB58808 / DB_XREF=gi : 10374225 / DB_XREF=7f 95h05. x1

/ CLONE=I MAGE: 3304761 / FEA=EST / CNT=15 /Tl D=Hs. 52463. 1 / TI ER=St ack / STK=14

/ UG=Hs. 52463 /LL=22876 /UG _GENE=KI AA0966 /UG TI TLE=KI AA0966

protei ne0. 246346175+ 0. 072948165+ i nosi t ol pol yphosphat e- 5- phosphat ase

Fe | NPP5Fe Hs. 369755+ ENSG00000198825¢ «

224963 _at « " gb: AK025078. 1 / DB_XREF=gi : 10437520 / FEA=mRNA / CNT=144

/ TI D=Hs. 302738. 0 / TI ER=St ack / STK=39 / UG=Hs. 302738 /UG _TI TLE=Hono sapi ens
cDNA: FLJ21425 fis, clone COL04162 /DEF=Hono sapi ens cDNA: FLJ21425 fis,

cl one COL04162."«0.2460982410. 257535484«"solute carrier famly 26 (sulfate
transporter), nenber 2"eSLC26A2¢Hs. 302738« ENSG00000155850¢6810 // transport
/1 inferred fromelectronic annotation /// 8272 // sulfate transport //
traceabl e author statenente5624 // menbrane fraction // traceabl e author
statenment /// 5887 // integral to plasma nmenbrane // traceabl e author
statenent /// 16020 // menbrane // inferred from el ectronic annotatione8271
/1 sulfate porter activity // inferred fromelectronic annotation
235275_at » gb: AA610122 / DB_XREF=gi : 2458550 / DB_XREF=af 19h06. s1

/ CLONE=I MAGE: 1032155 / FEA=EST / CNT=13 /Tl D=Hs. 112819. 0 / TI ER=ConsEnd / STK=6
/ UG=Hs. 112819 /UG Tl TLE=ESTs* 0. 244472238+ 0. 183719027+ Bone nor phogeneti c
protein 8b (osteogenic protein 2)e«BMP8Be Hs. 409964« ENSG00000116985 1501 //
skel etal devel opnent // traceable author statement /// 30154 // cel
differentiation // inferred fromelectronic annotation /// 40007 // growh //
inferred fromelectronic annotati one5576 // extracellular region // inferred
fromelectronic annotatione5125 // cytokine activity // inferred from

el ectronic annotation /// 8083 // growth factor activity // inferred from

el ectroni c annotation

40560 _ate"C uster Incl. U28049: Human TBX2 (TXB2) nRNA, conplete cds

/ cds=(47,2155) [/ gb=U28049 /gi =924927 /ug=Hs. 168357

/1 en=2279"«0. 24444769+ 0. 190152728+ T- box

2+ TBX2¢ Hs. 531085« ENSG00000121068+" 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/! inferred fromelectronic annotation /// 7275 // devel opnent // inferred
fromelectronic annotati on"+5634 // nucleus // inferred fromelectronic
annot atione3700 // transcription factor activity // inferred fromelectronic
annot ati on

209417_s_at«"gb: BC0O01356. 1 / DB_XREF=gi : 12655016 / FEA=FLNRNA / CNT=99

/ TI D=Hs. 50842. 0 / TI ER=FL+St ack / STK=52 /UG=Hs. 50842 /LL=3430 /UG GENE=I FI 35
/ DEF=Hono sapiens, Sinilar to interferon-induced protein 35, clone MZC: 2935,
MRNA, conplete cds. /PROD=Simlar to

i nterferon”e«0.243990589+0. 123884812¢«i nterferon-induced protein



35¢ | FI 35¢ Hs. 50842« ENSG00000068079+ 6955 // i mrune response // non-traceabl e
aut hor statenent /// 9615 // response to virus // non-traceabl e aut hor
statement+5634 // nucleus // inferred fromdirect assaye5515 // protein
binding // inferred from physical interaction

211026_s_at «"gb: BC006230. 1 / DB_XREF=gi : 13623260 / FEA=FLNRNA / CNT=1

/ TI D=Hs Af f x. 900931. 246 / Tl ER=FL / STK=0 / DEF=Honp sapi ens,

| ysophosphol i pase-1ike, clone M3C: 10338, nRNA, conplete cds.

/ PROD=I ysophosphol i pase- I i ke

/ FL=gb: BC006230. 1"+ 0. 243837876+ 0. 435641148+ nonogl yceri de |ipase ///

nmonogl yceri de |ipases M3 LeHs. 277035« ENSG000000744166629 // |ipid metabolism
/1 traceable author statement /// 6725 // aromatic conpound netabolism//
inferred fromelectronic annotation /// 6954 // inflammuatory response //
traceabl e aut hor statenente«4622 // |ysophospholipase activity // traceable
aut hor statenent /// 4759 // serine esterase activity // inferred from

el ectronic annotation /// 16787 // hydrol ase activity // inferred from

el ectronic annotation /// 47372 /] acylglycerol |ipase activity /

64942 ate"Cluster Incl. Al 937160: wp73h02. x1 Hono sapi ens cDNA, 3 end

/ cl one=l MAGE- 2467443 /cl one_end=3 /gb=Al 937160 /gi =5676030 /ug=Hs. 7967

/1 en=552"+0. 242757074+ 0. 210976831+ G pr ot ei n- coupl ed recept or

153+ GPR153¢ Hs. 531581« ENS@0000158292+ 7186 // G protein coupl ed receptor
protein signaling pathway // inferred fromelectronic annotatione16021 //
integral to nenbrane // inferred fromelectronic annotatione1584 //

rhodopsi n-1i ke receptor activity // inferred fromelectronic annotation ///
4872 |/ receptor activity // inferred fromelectronic annotation

211911 x_ate"gb: L07950.1 /DB _XREF=gi : 307236 / GEN=HLA- B / FEA=FLnMRNA / CNT=1

/ TI D=Hs Af f x. 900418. 1142 /Tl ER=FL / STK=0 / DEF=Hono sapi ens MHC class | HLA B71
nMRNA, conpl ete cds. /PROD=MHC HLA B71

/ FL=gb: L07950. 1"« 0. 242419029+ 0. 237105221« " maj or hi stoconpatibility conpl ex,
class I, B /// major histoconpatibility conplex, class I

B" e HLA- Be Hs. 77961« ENSG00000198638+ 19883 // anti gen presentati on, endogenous
antigen // inferred fromelectronic annotation /// 19885 // antigen
processi ng, endogenous antigen via MHC class | // inferred fromelectronic
annotation"«5887 // integral to plasma nmenbrane // non-traceabl e aut hor
statenment /// 16021 // integral to nenbrane // inferred fromelectronic
annotation /// 42612 // MHC class | protein conplex // inferred from

el ectroni c annotati on*30106 // MHC class | receptor activity // inferred from
el ectronic annotation /// 30106 // MHC class | receptor activity //
non-traceabl e aut hor statenent

210145 _at«"gb: M68874. 1 / DB_XREF=gi : 190003 / GEN=cPLA2 / FEA=FLMRNA / CNT=23

/ TI D=Hs. 211587. 0 / Tl ER=FL+St ack /STK=10 /UG=Hs. 211587 /LL=5321 / DEF=Honmo
sapi ens phosphati dyl chol i ne 2-acyl hydrol ase (cPLA2) nRNA, conplete cds.

/ PROD=phosphati dyl chol i ne 2-acyl hydr ol ase

/ FL=gb" « 0. 241909878+ 0. 382865424+ " phosphol i pase A2, group IVA (cytosolic,

cal ci um dependent ) "« PLA2(4As Hs. 497200« ENSG00000116711- 6663 // pl at el et
activating factor biosynthesis // non-traceable author statement /// 6690 //
i cosanoi d netabolism// non-traceabl e author statement /// 9395 //
phosphol i pid catabolism// inferred fromelectronic annotation /// 16042 //
lipid catabolism/+5829 // cytosol // non-traceable author statenment ///
16021 // integral to menbrane // non-traceabl e aut hor statenente«4622 //

| ysophosphol i pase activity // inferred fromelectronic annotation /// 4623 //
phosphol i pase A2 activity // non-traceabl e author statement /// 16787 //
hydrol ase activity // inferred fromel ectronic annotation
202489_s_at «"gb: BC005238. 1 / DB_XREF=gi : 13528881 / FEA=FLnRNA / CNT=217

/ TI D=Hs. 301350. 0 / Tl ER=FL+St ack / STK=76 /UG=Hs. 301350 /LL=5349 /UG _GENE=FXYD3
/ DEF=Honmo sapi ens, FXYD donai n-contai ning ion transport regulator 3, clone
M3C: 12265, nmRNA, conpl ete cds. /PROD=FXYD doma"+0. 240405886+ 0. 140433152+ FXYD
domai n containing ion transport regul ator

3¢ FXYD3e Hs. 301350« ENSG00000089356+ 6811 // ion transport // inferred from

el ectronic annotation /// 6821 // chloride transport // traceabl e author
statenment+5887 // integral to plasma nenbrane // traceabl e author statenent
/11 16020 // menbrane // inferred fromelectronic annotatione5216 // ion
channel activity // inferred fromelectronic annotation /// 5254 // chloride
channel activity // traceabl e author statenent

202718_at « " gb: NM_000597. 1 / DB_XREF=gi : 10835156 / GEN=I GFBP2 / FEA=FLMRNA

[/ CNT=257 /Tl D=Hs. 162. 0 / TI ER=FL+St ack / STK=153 /UG=Hs. 162 /LL=3485 / DEF=Hono
sapiens insulin-like growh factor binding protein 2 (36kD) (1G-BP2), nmRNA

/ PROD=i nsulin-1ike growth factor binding

p"e0.23997716¢0. 144312147«"insulin-1i ke growh factor binding protein 2,
36kDa" ¢ | GFBP2¢ Hs. 438102+ ENSG00000115457+ 1558 // regul ation of cell growh //
inferred fromelectronic annotatione5615 // extracellular space // not
recordede5520 // insulin-like growh factor binding // inferred from

el ectroni c annotation

222150_s_at «"gb: AK026747. 1 / DB_XREF=gi : 10439670 / FEA=MRNA / CNT=9

/ TI D=Hs. 12969. 1 / TI ER=ConsEnd / STK=0 / UG=Hs. 12969 /LL=54103 /UG _GENE=L0OC54103
/ UG_TI TLE=hypot heti cal protein /DEF=Hono sapi ens cDNA: FLJ23094 fis, clone
LNG07379, highly simlar to HSTO00007 Hono

sapi ens" 0. 239901361+ 0. 183441665+ hypot heti cal protein

LOC54103« LOC54103¢ Hs. 186649+ ENSG)0000135174¢ ¢ «

63825 _ate"Cluster Incl. AI557319: PT2.1_16_FO08.r Hono sapi ens cDNA, 3 end
/cl one_end=3 /gb=Al 557319 /gi =4489682 /ug=Hs. 21921

/1 en=876"+0.239812714+0. 375049527+ abhydr ol ase domai n cont ai ni ng



2¢ ABHD2+ Hs. 122337+ ENSGQ00000140526++ 16021 // integral to menbrane //
non-traceabl e aut hor statenmente3824 // catalytic activity // inferred from
el ectroni c annotation

226939_at » gb: Al 202327 / DB_XREF=gi : 3754933 / DB_XREF=gqs66a07. x1

/ CLONE=I MAGE: 1943028 / FEA=EST / CNT=33 / Tl D=Hs. 44833. 0 / TI ER=St ack / STK=12

/ UG=Hs. 44833 / UG Tl TLE=ESTs* 0. 237638829+ 0. 162475906+ cyt opl asni c

pol yadenyl ati on el ement bi nding protein

2¢ CPEB2¢ Hs. 374216+ ENS(00000137449+++166 // nucl eotide binding // inferred
fromelectronic annotation /// 3676 // nucleic acid binding // inferred from
el ectroni c annotation

235534 _at " gb: Al 624156 / DB_XREF=gi : 4649087 / DB_XREF=t s26f 03. x1

/ CLONE=I MAGE: 2229725 / FEA=EST / CNT=10 / Tl D=Hs. 153944. 0 / TI ER=ConsEnd / STK=1
/ UG=Hs. 153944 /UG Tl TLE=ESTs, Weakly simlar to ALUA HUMAN !!!! ALU CLASS A
WARNI NG ENTRY !'!I'l (H sapiens)"+0.2374286610. 243041341« " Transcri bed | ocus,
weakly simlar to NP_872301.1 hypothetical protein FLJ25224 [ Honp

sapi ens] "eeHs. 15394400«

208235 _x_at"gb: NM 021123.1 / DB_XREF=gi : 11024640 / GEN=GAGE7 / FEA=FLmRNA

/ CNT=2 / Tl D=Hs. 278606. 0 / TI ER=FL / STK=0 /UG=Hs. 278606 /LL=2579 / DEF=Homo
sapiens G antigen 7 (GAGE7), nRNA. /PROD=G antigen 7 /FL=gb: NM 021123.1

gb: AF058988. 1"+ 0. 236529938+ 0. 305737003+ G antigen 5 /// G antigen 7 /// G
antigen 7B*GAGES /// GAGE7 /// GAGE7BeHs. 278606 ENSG00000189064 ///
ENSGD0000198716¢ « *

232504 _at » gb: AL389942. 1 / DB_XREF=gi : 9367848 / FEA=nRNA / CNT=6 / Tl D=Hs. 157752. 0
/ Tl ER=ConsEnd / STK=3 / UG=Hs. 157752 /UG _TI TLE=Honp sapi ens nRNA full |ength

i nsert cDNA cl one EURO MAGE 2005635 / DEF=Honmo sapiens nRNA full |ength insert
cDNA cl one EURO MAGE 2005635. « 0. 235807027+ 0. 197553642+ hypot heti cal protein
LOC285628+ LOC285628¢ Hs. 406790¢ ¢ »

212154 _at«"gb: Al 380298 / DB_XREF=gi : 4190151 / DB_XREF=t f 99h06. x1

/ CLONE=I MAGE: 2107451 / FEA=nRNA / CNT=306 / Tl D=Hs. 1501. 0 / TI ER=St ack / STK=12

/ UG=Hs. 1501 /LL=6383 /UG _GENE=SDC2 /UG Tl TLE=syndecan 2 (heparan sul fate
prot eogl ycan 1, cell surface-associ ated,
fibroglycan)"e«0.23434024+0. 162969885« "syndecan 2 (heparan sul fate

prot eogl ycan 1, cell surface-associ ated,
fibroglycan)"eSDC2¢Hs. 1501« ENSG00000169439++5887 // integral to plasma
nmenbrane // non-traceabl e author statenment /// 16020 // menbrane // inferred
fromelectronic annotati on*8092 // cytoskeletal protein binding // inferred
from el ectronic annotation

210592 _s_at+"gb: M65580. 1 / DB_XREF=gi : 338335 / GEN=sper mi di nesper m ne

N1- acetyl transferase /FEA=FLMRNA / CNT=8 /Tl D=Hs. 28491. 1 / Tl ER=FL / STK=0

/ UG=Hs. 28491 /LL=6303 / DEF=Human sper ni di nespern ne NLl-acetyltransferase
MRNA, conpl ete cds. /PROD=sperm di nesperm ne
N1-acetylt"«0.2339290750. 214789363« sper m di ne/ sper m ne

N1- acetyl transferasees SATs Hs. 28491« ENSG0000130066+++4145 // di am ne
N-acetyltransferase activity // traceable author statenent /// 8415 //
acyltransferase activity // inferred fromelectronic annotation /// 16740 //
transferase activity // inferred fromelectronic annotation

213164 _at«"gb: Al 867198 / DB_XREF=gi : 5540214 / DB_XREF=wa0lc11l. x1

/ CLONE=I MAGE: 2296820 / FEA=FLNMRNA / CNT=70 /Tl D=Hs. 324787. 0 / Tl ER=St ack / STK=17
[ UG=Hs. 324787 /LL=6526 /UG GENE=SLC5A3 /UG Tl TLE=solute carrier famly 5
(inositol transporters), menber 3

/ FL=gb: NM_006933. 1"+ 0. 233398586+ 0. 271867791+ "sol ute carrier famly 5
(inositol transporters), nenber 3"eSLCS5A3eHs.534348++6811 // ion transport //
inferred fromelectronic annotation /// 6814 // sodiumion transport //
inferred fromelectronic annotation*5887 // integral to plasma nmenbrane //
traceabl e author statenment /// 16020 // menbrane // inferred fromelectronic
annot ati on*5215 // transporter activity // inferred fromelectronic
annotation /// 5367 // myo-inositol:sodiumsynporter activity // traceable
aut hor statenent /// 15293 // synporter activity // inferred fromelectronic
annot ati on

228006_at » gb: BG403361 / DB_XREF=gi : 13296809 / DB_XREF=602419035F1

/ CLONE=I MAGE: 4526192 / FEA=EST / CNT=24 / Tl D=Hs. 98267. 0 / Tl ER=St ack / STK=9

/ UG=Hs. 98267 /UG Tl TLE=ESTs+ 0. 232152538+ 0. 285909512+ Phosphat ase and tensin
honol og (rmutated in nultiple advanced cancers

1) « PTENe Hs. 500466+ ENSG00000171862+ 6470 // protein am no acid
dephosphorylation // inferred fromelectronic annotation /// 7049 // cel
cycle // inferred fromelectronic annotation /// 45786 // negative regul ation
of cell cycle // inferred fromelectronic annotationee"4725 // protein
tyrosi ne phosphatase activity // inferred fromelectronic annotation /// 8138
/1 protein tyrosine/serine/threoni ne phosphatase activity // inferred from
el ectronic annotation /// 16314 // phosphatidylinositol-3,4,5-trisphosphate
3- phosphat "

225875_s_at e gb: T84558 / DB_XREF=gi : 712910 / DB_XREF=yd53d09.r1

/ CLONE=I MAGE: 111953 / FEA=nRNA / CNT=68 / TI D=Hs. 13804. 1 / TI ER=St ack / STK=11

/ UG=Hs. 13804 /LL=57185 /UG _GENE=DJ462023.2 /UG TI TLE=hypot heti cal protein
dJ462023. 2+ 0. 228721902+ 0. 197495354+ hypot heti cal protein

dJ462023. 2° DJ462023. 2¢ Hs. 523442+ ENSG00000001461e «
208949_s_at " gb: BC001120. 1 / DB_XREF=gi : 12654570 / FEA=FLnRNA / CNT=324

[/ TID=Hs. 621. 0 / TI ER=FL+St ack / STK=37 /UG=Hs. 621 /LL=3958 /UG GENE=LGALS3

/| DEF=Honmo sapi ens, lectin, gal actoside-binding, soluble, 3 (galectin 3),

cl one M3C: 2058, nRNA, conplete cds. /PROD=l ectin,

gal "+ 0. 228116479+ 0. 20884008+ "1 ecti n, gal act osi de-bi ndi ng, soluble, 3



(galectin 3) /// galectin-3 internal gene"sLGALS3 ///

GALI G Hs. 531081« ENSG00000131981+ 5576 // extracellular region // not recorded
/1] 5634 // nucleus // inferred fromelectronic annotation /// 5886 // plasma
menbrane // traceabl e author statenente5529 // sugar binding // traceable
aut hor statenent /// 19863 // IgE binding // inferred fromelectronic
annot ati on

229865_at » gb: AW58617 / DB_XREF=gi : 5934256 / DB_XREF=wy59b06. x1

/ CLONE=I MAGE: 2552819 / FEA=EST / CNT=13 / TI D=Hs. 58217.0 / TI ER=St ack /STK=11

/ UG=Hs. 58217 / UG Tl TLE=ESTs* 0. 225935406+ 0. 275568133« f i bronectin type 11
domai n cont ai ni ng 3Bs FNDC3Be Hs. 159430« ENSG00000075420¢ « *

212944 at«"gb: AK024896. 1 / DB_XREF=gi : 10437310 / FEA=mRNA / CNT=106

/ TI D=Hs. 268016. 0 / TI ER=St ack / STK=54 / UG=Hs. 268016 /UG Tl TLE=Hono sapi ens
cDNA: FLJ21243 fis, clone COL01164 /DEF=Honp sapi ens cDNA: FLJ21243 fis,
clone COLO1164."«0. 224349691« 0. 273541852+ M t ochondri al ri bosomal protein

S6¢ MRPS6e Hs. 302742+« ENSG00000198743+ 6412 // protein biosynthesis //
non-traceabl e author statenment«5739 // mtochondrion // inferred from

el ectronic annotation /// 15935 // small ribosomal subunit // non-traceable
aut hor statenment+3735 // structural constituent of ribosonme // non-traceable
aut hor st atenment

212730_at » " gb: AK026420. 1 / DB_XREF=gi : 10439281 / FEA=mRNA / CNT=111

/ TI D=Hs. 10587. 0 / TI ER=St ack / STK=26 /UG=Hs. 10587 /LL=23336 /UG _GENE=KI AA0353
/ UG_TI TLE=KI AA0353 protein /DEF=Honp sapi ens cDNA: FLJ22767 fis, clone

KAl A1191. "+ 0. 223472847+ 0. 155521574+ desmnusl i ne DM\e Hs. 207106+ ENSG00000182253¢ « 58
82 // intermediate filament // non-traceabl e author statenmente5515 // protein
binding // inferred from physical interaction /// 8307 // structura
constituent of nuscle // non-traceabl e author statenent
214297 _at » gb: BEB57703 / DB_XREF=gi : 10371993 / DB_XREF=7g46a02. x1

/ CLONE=I MAGE: 3309482 / FEA=EST / CNT=11 /Tl D=Hs. 9004. 1 / Tl ER=St ack / STK=10

/ UG=Hs. 9004 /LL=1464 /UG GENE=CSP& /UG Tl TLE=chondroitin sulfate

prot eogl ycan 4 (mel anoma- associ at ed) «0. 222993715+ 0. 14912628+ Chondroitin

sul fate proteoglycan 4

(el anoma- associ at ed) » CSPG4e Hs. 513044+ ENSG00000173546+6928 // cell notility
/1 not recorded /// 7155 // cell adhesion // inferred fromelectronic
annotatione5887 // integral to plasma nenbrane // traceabl e author
statement+5198 // structural nolecule activity // inferred fromelectronic
annot ati on

1555950_a_at » " gb: CA448665 / DB_XREF=gi : 24813085

/ DB_XREF=Ul - H- El 0- ayo- p- 15- 0- Ul . s1 / CLONE=Ul - H- El 0- ayo- p- 15- 0- Ul

/ TID=Hs2. 1369. 3 / CNT=31 / FEA=nRNA / TI ER=St ack / STK=9 /LL=1604 / UG GENE=DAF

/ UG=Hs. 1369 /UG Tl TLE=decay accel erating factor for conpl ement (CD55, Croner
bl ood"« 0. 22238023 0. 20763166-"decay accel erating factor for conplenment (CD55,
Cromer bl ood group system "eDAFe Hs. 527653« ENSG00000196352+ " 6955 // i mune
response // inferred fromelectronic annotation /// 6958 // conpl ement
activation, classical pathway // inferred fromelectronic annotation"«5625 //
soluble fraction // traceable author statement /// 5887 // integral to plasm
nmenbrane // traceabl e author statenment /// 16020 // menbrane // inferred from
el ectroni c annotati one

203543_s_at+"gb: NM_001206. 1 / DB_XREF=gi : 4557374 | GEN=BTEB1 / FEA=FLNMRNA

/ CNT=168 / Tl D=Hs. 150557. 0 / Tl ER=FL / STK=0 / UG=Hs. 150557 /LL=687 / DEF=Hono
sapi ens basic transcription el ement binding protein 1 (BTEB1), nRNA

/ PROD=basi ¢ transcription el enent binding protein 1

[ F"+0.222260429+ 0. 164241615+ Kr uppel -1 i ke fact or

9e¢ KLF9e Hs. 150557« ENSG00000119138+ 6350 // transcription // inferred from

el ectronic annotation /// 6357 // regulation of transcription from RNA

pol ymerase Il promoter // traceabl e author statenmente5634 // nucleus //
inferred fromel ectronic annotati on*3700 // transcription factor activity //
traceabl e author statenment /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

221563_at » gb: N36770 / DB_XREF=gi : 1157912 / DB_XREF=yy34c02. s1

/ CLONE=I MAGE: 273122 / FEA=FLNRNA / CNT=68 / Tl D=Hs. 177534. 0 / Tl ER=St ack / STK=12
[/ UG=Hs. 177534 [ LL=11221 /UG _GENE=DUSP10 /UG Tl TLE=dual specificity
phosphat ase 10 / FL=gb: AB026436. 1 gb: NM _007207. 2

gb: AF179212. 1+ 0. 222082631 0. 187312882+ dual specificity phosphat ase

10+ DUSP10+ Hs. 497822+« ENSG0000143507+ 6470 // protein am no acid
dephosphorylation // inferred fromelectronic annotation /// 6470 // protein
am no aci d dephosphorylation // traceabl e author statenent /// 6950 //
response to stress // traceable author statenent /// 7254 // JNK cascade //
trace5634 // nucleus // traceable author statement /// 5737 // cytoplasm//
traceabl e author statenente16787 // hydrol ase activity // inferred from

el ectronic annotation /// 17017 // MAP ki nase phosphatase activity //
inferred fromel ectroni c annotation

203304 _at «"gb: NM_ 012342. 1 / DB_XREF=gi : 6912533 / GEN=NVA / FEA=FLnRNA / CNT=150
/ TI D=Hs. 78776. 0 / TI ER=FL+St ack / STK=41 /UG=Hs. 78776 /LL=25805 / DEF=Hono

sapi ens putative transnenbrane protein (NMA), nmRNA. /PROD=putative
transnmenbrane protein /FL=gb: NM 012342.1

gb: U23070. "« 0. 221866345+ 0. 149735718+ BMP and acti vi n nmenbr ane- bound

i nhi bit or« BAMBI * Hs. 533336« ENSG00000095739++16021 // integral to nmenbrane //
traceabl e aut hor statenente

230204 _at » gh: AU144114 / DB_XREF=gi : 11005635 / DB_XREF=AU144114

/ CLONE=HEMBA1000915 / FEA=EST / CNT=17 /Tl D=Hs. 2799. 1 / Tl ER=St ack / STK=8

[ UG=Hs. 2799 /LL=1404 /UG _GENE=CRTL1 /UG TI TLE=cartilage linking protein



1¢0. 220595103+ 0. 166744438+ Hyal uronan and proteoglycan |ink protein

1+ HAPLN1e Hs. 2799+ ENSG00000145681+ 7155 // cell adhesion // inferred from

el ectronic annotati on*5578 // extracellular matrix (sensu Metazoa) //
traceabl e aut hor statenente«5540 // hyaluronic acid binding // inferred from
el ectroni c annotation

213107_at » gh: R59093 / DB_XREF=gi : 829788 / DB_XREF=yh03el12.s1 / CLONE=| MAGE: 41943
/ FEA=FLMRNA / CNT=70 / Tl D=Hs. 170204. 0 / TI ER=ConsEnd / STK=4 /UG=Hs. 170204

/ LL=23043 / UG_GENE=KI AA0551 / UG TI TLE=KI AAO551 protein

/ FL=gb: AF172264. 1+ 0. 220275857+ 0. 173028337+ TRAF2 and NCK i nteracti ng

ki nasee TNI Ke Hs. 34024« ENS@0000154310+ 6445 // regul ation of translation //
inferred fromdirect assay /// 6468 // protein am no acid phosphorylation //
non-traceabl e author statement /// 6950 // response to stress // inferred
fromdirect assay /// 7243 // protein kinase cascade // inferred free4674 //
protein serine/threonine kinase activity // inferred fromdirect assay ///
4674 |/ protein serine/threoni ne kinase activity // non-traceabl e aut hor
statement /// 5083 // small GIPase regulator activity // inferred from

el ectroni c annotation /// 55

230090_at » gh: AW96078 / DB_XREF=qgi : 6702714 / DB_XREF=Ul - H- BW)- ai u- h- 11-0- Ul . s1
/ CLONE=I MAGE: 2730860 / FEA=EST / CNT=14 / Tl D=Hs. 29590. 0 / Tl ER=St ack / STK=9

/ UG=Hs. 29590 /UG TI TLE=ESTs+0. 215320298+ 0. 186208596+ " Hono sapi ens, cl one

| MAGE: 4179986, nmRNA, partial cds"eeHs. 271721eec«

204679_at " gb: NM_002245. 1 / DB_XREF=gi : 4504846 / GEN=KCNK1 / FEA=FLnRNA / CNT=59
/ TI D=Hs. 79351. 0 / TI ER=FL+St ack / STK=9 /UG=Hs. 79351 /LL=3775 / DEF=Honp sapi ens
pot assi um channel , subfamly K, nmenber 1 (TWK-1) (KCNK1), nRNA

/ PROD=pot assi um channel , subfamly K, menber

1"« 0. 214530602+ 0. 21539831« " pot assi um channel , subfam |y K, menber

1" « KCNK1e Hs. 208544« ENSG00000135750+ 6811 // ion transport // inferred from

el ectronic annotation /// 6813 // potassiumion transport // traceabl e author
statenment+5624 // menbrane fraction // not recorded /// 8076 // voltage-gated
pot assi um channel conplex // traceable author statement /// 16020 // menbrane
/1 inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
inferred fromelectronic annotati*5242 // inward rectifier potassium channe
activity // traceable author statement /// 5244 // voltage-gated i on channe
activity // inferred fromelectronic annotation /// 5267 // potassi um channe
activity // inferred fromelectronic annotation

205603_s_at «"gb: NM_007309. 1 / DB_XREF=gi : 6382070 / GEN=DI APH2 / FEA=FLmRNA

/ CNT=40 /Tl D=Hs. 226483. 1 / Tl ER=FL+St ack / STK=27 /UG=Hs. 226483 /LL=1730

/| DEF=Hono sapi ens di aphanous (Drosophila, honolog) 2 (DI APH2), transcript
variant 12C, nRNA. /PROD=di aphanous 2 isoform 12C
/"0.212036263+ 0. 256900237+ di aphanous honol og 2

(Drosophi | a) « DI APH2¢ Hs. 226483+ ENSG00000147202+910 // cytokinesis // traceable
aut hor statenent /// 7292 // femal e ganete generation // traceabl e aut hor
statenment /// 16043 // cell organization and bi ogenesis // inferred from

el ectronic annotation /// 30036 // actin cytoskel eton organization and

bi oge+ 16020 // nenbrane // inferred fromelectronic annotatione3779 // actin
binding // inferred fromelectronic annotation /// 5102 // receptor binding
/1 traceable author statenment /// 17048 // Rho GIPase binding // inferred
from el ectronic annotation

210233_at«"gb: AF167343. 1 / DB_XREF=gi : 8050486 / GEN=I L1RAP / FEA=FLNRNA / CNT=16
/ TID=Hs. 173880.1 / TI ER=FL / STK=0 / UG=Hs. 173880 /LL=3556 / DEF=Honp sapi ens
soluble interleukin-1 receptor accessory protein (IL1RAP) nRNA, conplete cds.
/ PROD=sol ubl e interleukin-1 receptor "«0.211395454+0.238383796¢i nterl eukin 1
receptor accessory proteinel L1RAPs Hs. 478673« ENSG00000196083 6461 // protein
conpl ex assenbly // traceable author statement /// 6954 // inflammatory
response // traceable author statement«5887 // integral to plasma nenbrane //
traceabl e author statenment /// 16020 // menbrane // inferred fromelectronic
annot ati on+4888 // transmenbrane receptor activity // inferred from

el ectronic annotation /// 4908 // interleukin-1 receptor activity // inferred
from el ectronic annotation

205968_at « " gb: NM_002252. 1 / DB_XREF=gi : 4504862 / GEN=KCNS3 / FEA=FLNRNA / CNT=38
/ TID=Hs. 47584. 0 / Tl ER=FL+St ack / STK=11 /UG=Hs. 47584 /LL=3790 / DEF=Hono

sapi ens pot assi um vol t age-gated channel, del ayed-rectifier, subfamly S,
menber 3 (KCNS3), nRNA. /PROD=pot assi um
volta"+0.2110307690. 123167263« " pot assi um vol t age- gat ed channel

del ayed-rectifier, subfamly S, menber

3" ¢ KCNS3¢ Hs. 414489+ ENSG000001707456812 // cation transport // inferred from
el ectronic annotation /// 6813 // potassiumion transport // traceabl e author
statenment+5624 // menbrane fraction // not recorded /// 8076 // voltage-gated
pot assi um channel conplex // inferred fromelectronic annotation /// 16020 //
menbrane // inferred fromelectronic annotatione5251 // delayed rectifier

pot assi um channel activity // traceabl e author statenent /// 5515 // protein
binding // inferred fromelectronic annotation /// 15459 // potassi um channe
regul ator activity // traceabl e author statenent

202284 _s_at«"gb: NM_000389. 1 / DB_XREF=gi : 11386202 / GEN=CDKN1A / FEA=FLmRNA

/ CNT=215 / Tl D=Hs. 179665. 0 / Tl ER=FL+St ack / STK=131 /UG=Hs. 179665 /LL=1026

/| DEF=Hono sapi ens cycl i n-dependent kinase inhibitor 1A (p2l1, C pl) (CDKNLA),
MRNA. / PROD=cycl i n- dependent ki nase

i nhi bitor"e«0.208915608¢0. 37047057+ "cycl i n-dependent ki nase inhibitor 1A (p21
Ci pl) "« CDKN1As Hs. 370771+ ENSG00000124762+79 // regul ation of cyclin dependent
protein kinase activity // traceable author statenent /// 7050 // cell cycle
arrest // inferred fromelectronic annotation /// 7050 // cell cycle arrest



/1 traceable author statement /// 8285 // negative regul ation of <5634 //
nucleus // inferred fromelectronic annotation /// 5634 // nucleus //
traceabl e author statenente4672 // protein kinase activity // not recorded
/11 4861 // cyclin-dependent protein kinase inhibitor activity // inferred
fromelectronic annotation /// 4861 // cyclin-dependent protein kinase

i nhibitor activity // traceable author statenent /// 16301 //
230251 _at » gb: AA041523 / DB_XREF=qgi : 1517776 / DB_XREF=zk44d03. s1

/ CLONE=I MAGE: 485669 / FEA=EST / CNT=16 /Tl D=Hs. 31917.0 /Tl ER=St ack / STK=8

/ UG=Hs. 31917 / UG _TI TLE=ESTs* 0. 206369719+ 0. 052321588« Chr onosone 6 open readi ng
frame 176 C6orf176¢Hs. 31917e¢ees

227410_at » gb: AW264102 / DB_XREF=gi : 6640918 / DB_XREF=x(q83g09. x1

/ CLONE=I MAGE: 2757280 / FEA=EST / CNT=31 / TI D=Hs. 39168. 0 / TI ER=St ack /STK=11

/ UG=Hs. 39168 / UG Tl TLE=ESTs* 0. 204776315+ 0. 283266368«"fam |y with sequence
simlarity 43, menber A" FAMA3AsHs. 435080¢¢¢¢

223618_at «"gb: AF225426. 1 / DB_XREF=gi : 9963854 / FEA=FLMRNA / CNT=28

/ TI D=Hs. 24889. 0 / TI ER=FL+St ack / STK=17 / UG=Hs. 24889 /LL=56776 /UG _GENE=FM\2
/ DEF=Hono sapi ens HT016 nRNA, conplete cds. /PROD=HT016

| FL=gh: AF225426. 1"+ 0. 204002973+ 0. 271179281«form n 2¢ FM\2¢ Hs. 24889+ 7242 //

i ntracel lul ar signaling cascade // inferred fromelectronic annotation ///
7275 // developnent // inferred fromelectronic annotation /// 7275 //

devel opnent // non-traceabl e author statement /// 16043 // cell organization
and bi ogenesis // inferre5634 // nucleus // inferred fromelectronic
annotatione3779 // actin binding // inferred fromelectronic annotation
203562_at » " gb: NM_005103. 2 / DB_XREF=gi : 12025681 / GEN=FEZ1 / FEA=FLnMRNA / CNT=101
[ TI D=Hs. 79226. 1 / Tl ER=FL+St ack / STK=49 [/ UG=Hs. 79226 /LL=9638 / DEF=Hono

sapi ens fasciculation and elongation protein zeta 1 (zygin |I) (FEZl),
transcript variant 1, nRNA. /PROD=zygin 1,

i sof "«0. 203986334+ 0. 221956099+ f asci cul ati on and el ongati on protein zeta 1
(zygin I)eFEZ1e Hs. 224008+ ENSG00000149557+ 7155 // cell adhesion // traceable
aut hor statenent /// 7399 // neurogenesis // traceabl e author statenent ///
7411 // axon guidance // traceable author statementes
212573_at e gh: AF131747. 1 / DB_XREF=gi : 4406562 / FEA=mRNA / CNT=133

/ TID=Hs. 167115. 0 / TI ER=St ack / STK=59 /UG=Hs. 167115 /LL=23052

/ UG_CGENE=KI AA0830 /UG _TI TLE=KI AA0830 protein /DEF=Hono sapi ens cl one 24951
MRNA sequence. 0. 202250552+ 0. 088891883+ KI AA0830

pr ot ei ne KI AAO830+ Hs. 167115« ENSG00000149218+++ 3676 // nucleic acid binding //
inferred fromelectronic annotation /// 4519 // endonucl ease activity //
inferred fromelectronic annotation /// 16787 // hydrol ase activity //
inferred fromel ectroni c annotation

242093_at » gb: AW63497 / DB_XREF=gi : 6640313 / DB_XREF=xn80a06. x1

/ CLONE=I MAGE: 2700754 / FEA=EST / CNT=6 / Tl D=Hs. 97774. 0 / Tl ER=ConsEnd / STK=3

[/ UG=Hs. 97774 | UG Tl TLE=ESTs* 0. 20152607+ 0. 221353997 ¢cse e«
207336_at « " gb: NM_006940. 1 / DB_XREF=gi : 5902113 / GEN=SOX5 / FEA=FLnRNA / CNT=6

/ TI D=Hs. 87224. 0 / TI ER=FL / STK=3 /UG=Hs. 87224 /LL=6660 / DEF=Honp sapi ens SRY
(sex determning region Y)-box 5 (SOX5), nRNA. /PROD=SRY (sex determ ning
regi on Y)-box 5 /FL=gh: NM 006940. 1"+0. 201156907+ 0. 079515232+ SRY (sex
determ ni ng regi on Y)-box 5¢S0OX5¢Hs. 505007« ENSG00000134532¢" 6350 //
transcription // inferred fromelectronic annotation /// 6355 // regul ation
of transcription, DNA-dependent // inferred fromelectronic annotation ///
6366 // transcription fromRNA polynerase Il pronoter // traceabl e aut hor
statenent"+5634 // nucleus // inferred fromelectronic annotatione3700 //
transcription factor activity // traceabl e author statenent

39248 ate"Cluster Incl. N74607:za55a01.s1 Honmo sapiens cDNA, 3 end

/ cl one=l MAGE- 296424 /cl one_end=3 /gb=N74607 /gi =1231892 /ug=Hs. 234642

/1 en=487"+0.200713145+0. 141677221+ aquaporin

3¢ AQP3e Hs. 234642+« ENSG00000165272 6810 // transport // non-traceabl e aut hor
statenent /// 7588 // excretion // traceable author statenente5624 //
menbrane fraction // not recorded /// 5887 // integral to plasma nenbrane //
not recorded /// 16020 // menbrane // inferred fromelectronic
annot ati on*5215 // transporter activity // non-traceabl e author statenent
229649 _at » gb: Al 129949 / DB_XREF=gi : 3598463 / DB_XREF=gqc45g07. x1

/ CLONE=I MAGE: 1712604 / FEA=EST / CNT=27 /Tl D=Hs. 22269. 1 / TI ER=St ack / STK=9

/ UG=Hs. 22269 /LL=9369 /UG GENE=NRXN3 / UG _TI TLE=neur exi n

3+0.2006442780. 236405695 neur exi n 3¢« NRXN3« Hs. 368307+« ENSG00000021645¢ 7155 //
cell adhesion // inferred fromelectronic annotation /// 7411 // axon

gui dance // traceable author statement«5887 // integral to plasma nmenbrane //
traceabl e author statenment /// 16021 // integral to menbrane // inferred from
el ectronic annotation*4872 // receptor activity // traceable author statenent
/1] 5198 // structural nolecule activity // inferred fromelectronic
annotation /// 5515 // protein binding // inferred fromelectronic
annot ati on

200907_s_at * gb: AU157932 / DB_XREF=gi : 11019453 / DB_XREF=AU157932

/ CLONE=PLACE1010217 / FEA=FLNRNA / CNT=425 /Tl D=Hs. 194431. 0 / Tl ER=St ack / STK=12
/ UG=Hs. 194431 /LL=23022 /UG _GENE=KI AA0992 /UG TI TLE=pal | adi n

/ FL=gb: AF151909. 1 gb: AF077041. 1

gb: NM 016081. 1+ 0. 200102893« 0. 174446508 pal | adi ne KI AA0992¢ Hs. 151220+ ENSG)000012
9116+6468 // protein am no acid phosphorylation // inferred fromelectronic
annot ati one«5021 // vascul ar endothelial growh factor receptor activity //
inferred fromelectronic annotation /// 5524 // ATP binding // inferred from
el ectroni c annotation

201694_s_at+"gb: NM 001964. 1 / DB_XREF=gi : 4503492 / GEN=EGR1 / FEA=FLMRNA



/ CNT=235 /Tl D=Hs. 326035. 0 / Tl ER=FL+St ack / STK=42 /UG=Hs. 326035 /LL=1958

/| DEF=Honmo sapiens early growh response 1 (EGR1), nRNA. /PROD=early growth
response 1 /FL=gb: M52829. 1 gh: NM 001964. 1"+ 0. 199904901+ 0. 149387589+ ear | y
growt h response 1e¢EGR1eHs. 326035« ENSG0000120738+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred from el ectronic annotation"+«5634 // nucleus //
inferred fromel ectronic annotati on*3700 // transcription factor activity //
traceabl e author statenment /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

203144_s_at+"gb: NM 014656. 1 / DB_XREF=gi : 7657258 / GEN=KI AA0040 / FEA=FLmRNA

/ CNT=111 / Tl D=Hs. 158282. 0 / TI ER=FL+St ack / STK=8 /UG=Hs. 158282 /LL=9674

/| DEF=Hono sapi ens Kl AA0040 gene product (KI AA0040), nRNA. /PROD=KI AA0040 gene
product /FL=gb: D25539. 1

gb: NM 014656. 1"+ 0. 198851606« 0. 202438626+ KI AA0040+ KI AA0040+ Hs. 518138+« ENSG00001
62666

209140_x_at«"gb: L42024. 1 / DB _XREF=gi : 804748 |/ GEN=HLA- B39 / FEA=FLnRNA / CNT=515
[/ TID=Hs. 77961. 0 / TI ER=FL / STK=0 /UG=Hs. 77961 /LL=3106 / DEF=Honp sapi ens MHC
HLA- B39 nmRNA, conpl ete cds. /PROD=maj or hi stoconpatibility conpl ex

/ FL=gh: L24373. 1 gb: AF189017.1 gh: D85761. 1 gb: D8"+0. 198673767+ 0. 1858554+ " maj or
hi st oconpatibility conplex, class |, B"eHLA-BeHs. 77961« ENSG0000198638+" 19883
/1 antigen presentation, endogenous antigen // inferred fromelectronic
annotation /// 19885 // antigen processing, endogenous antigen via MHC cl ass
I // inferred fromelectronic annotation"«5887 // integral to plasma menbrane
/! non-traceabl e author statenent /// 16021 // integral to nmenbrane //
inferred fromelectronic annotation /// 42612 // MHAC class | protein conpl ex
/1 inferred fromelectronic annotation* 30106 // MHC class | receptor activity
/1 inferred fromelectronic annotation /// 30106 // MHC class | receptor
activity // non-traceabl e aut hor statenent

236489_at » gb: Al 282097 / DB_XREF=gi : 3920330 / DB_XREF=gn31g05. x1

/ CLONE=I MAGE: 1899896 / FEA=EST / CNT=6 / Tl D=Hs. 72307. 0 / Tl ER=ConsEnd / STK=6

/ UG=Hs. 72307 /UG _TI TLE=ESTs* 0. 197353179+ 0. 218441159+ Tr anscr i bed

| ocuseeHs. 723079«

209426_s_at«"gb: AF047020. 1 / DB_XREF=gi : 4204096 / FEA=FLnRNA / CNT=163

/ TI D=Hs. 128749. 0 / Tl ER=FL+St ack / STK=24 [/ UG=Hs. 128749 /LL=23600

/ UG_GENE=AMACR / DEF=Hono sapi ens al pha- net hyl acyl - CoA racenmase nRNA, conplete
cds. /PROD=al pha- net hyl acyl - CoA racenase

/ FL=gb: NM_014324. "+ 0. 196933806« 0. 083040601 al pha- et hyl acyl - CoA

racemases AMACRe Hs. 508343« ENSGD0000082196+ 8152 // mnetabolism// inferred from
el ectroni c annotatione5739 // mitochondrion // traceable author statenment ///
5777 |/ peroxisonme // traceable author statement«3824 // catalytic activity
/1 inferred fromelectronic annotation /// 8111 // al pha-nethyl acyl - CoA
racemase activity // inferred fromelectronic annotation /// 16853 //

i somerase activity // inferred fromel ectronic annotation

209099_x_ate+"gb: U73936. 1 / DB _XREF=gi : 1695273 / GEN=HJ1 / FEA=FLnRNA / CNT=199

/ TID=Hs. 91143. 0 / Tl ER=FL+St ack / STK=38 /UG=Hs. 91143 /LL=182 / DEF=Honp sapi ens
Jagged 1 (HJ1) nRNA, conplete cds. /PROD=Jagged 1 /FL=gbh: AF003837.1

gh: U61276. 1 gb: NM_000214. 1 gh: U73936. 1

gb: AF028"+0. 196365367+ 0. 167077966+j agged 1 (Al agille

syndrone) « JAGLe Hs. 224012« ENS@0000101384+ 1525 // angi ogenesi s //
non-traceabl e author statenment /// 1709 // cell fate determ nation //
non-traceabl e author statement /// 7154 // cell comunication // inferred
fromelectronic annotation /// 7219 // Notch signaling pathway //
non-traceabl e author <5576 // extracellular region // non-traceabl e author
statenment /// 5887 // integral to plasma menbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // traceable author statenente5112 // Notch
bi nding // non-traceabl e author statement /// 5198 // structural nolecule
activity // non-traceable author statenent /// 5509 // calciumion binding //
inferred fromelectronic annotation /// 5509 // calciumion binding //
non-traceabl e auth

235238_at " gb: BF676462 / DB_XREF=gi : 11950357 / DB_XREF=602086260F1

/ CLONE=I MAGE: 4250534 / FEA=EST / CNT=17 /Tl D=Hs. 219907. 0 / TI ER=ConsEnd / STK=2
/[ UG=Hs. 219907 /UG Tl TLE=ESTs, Moderately simlar to Transform ng Protein

(H. sapi ens)"+0. 195821749+ 0. 483434045+rai -l i ke

pr ot ei ne RaLPe Hs. 552630« ENSG00000185634« 7242 // intracel lul ar signaling
cascade // inferred fromelectronic annotationes

219229 ate+"gb: NM 013272.2 / DB_XREF=gi : 7706713 / GEN=SLC21A11 / FEA=FLmRNA

/ CNT=46 /Tl D=Hs. 14805. 0 / TI ER=FL+St ack / STK=16 /UG=Hs. 14805 /LL=28232

/| DEF=Honmo sapiens solute carrier famly 21 (organic anion transporter),
menber 11 (SLC21A11), nRNA. /PROD=solute carrier

fam'+0. 195761347+ 0. 140814779+ "sol ute carrier organic anion transporter

fam |y, menmber 3A1"e«SLCOBAleHs. 311187« ENSG00000176463+6811 // ion transport
/1 inferred fromelectronic annotatione16020 // nenbrane // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectroni c annotatione5215 // transporter activity // inferred from

el ectroni c annotation

201170_s_at «"gb: NM_003670. 1 / DB_XREF=gi : 4503298 / GEN=BHLHB2 / FEA=FLmRNA

/ CNT=243 / TI D=Hs. 171825. 0 / TI ER=FL+St ack / STK=55 / UG=Hs. 171825 /LL=8553

/| DEF=Hono sapi ens basi c helix-1oop-helix domain containing, class B, 2
(BHLHB2), nRNA. /PROD=differentiated enbryo

chondr ocy”+0. 193337306+ 0. 287603531« "basi c hel i x-1 oop-hel i x domai n cont ai ni ng,
class B, 2"«BHLHB2+Hs. 171825« ENSG00000134107+"6350 // transcription //



inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // non-traceabl e author statenment"+«5634 // nucleus //
non-traceabl e aut hor statenent«3700 // transcription factor activity //
non-traceabl e aut hor statenent

204736_s_at"gb: NM_001897. 1 / DB_XREF=gi : 4503098 / GEN=CSPG4 / FEA=FLNMRNA

/ CNT=51 / Tl D=Hs. 9004. 0 / TI ER=FL / STK=1 / UG=Hs. 9004 /LL=1464 / DEF=Hono sapi ens
chondroitin sul fate proteoglycan 4 (nel anoma-associ ated) (CSPX4), nmRNA

/ PROCD=nrel anona- associ ated chondroitin

sul fatepr"e«0.19312958+ 0. 244159942+ chondroitin sul fate proteoglycan 4

(el anoma- associ at ed) « CSPG4e Hs. 513044+ ENSG00000173546+6928 // cell notility
/1 not recorded /// 7155 // cell adhesion // inferred fromelectronic
annotatione5887 // integral to plasma nenbrane // traceabl e author
statement+5198 // structural nolecule activity // inferred fromelectronic
annot ati on

227140_at " gb: Al 343467 / DB_XREF=gi : 4080673 / DB_XREF=t b97a02. x1

/ CLONE=I MAGE: 2062250 / FEA=NRNA / CNT=47 /Tl D=Hs. 28792. 0 / TI ER=St ack / STK=17

/ UG=Hs. 28792 / UG _TI TLE=Hono sapi ens cDNA FLJ11041 fis, clone
PLACE1004405"« 0. 192529138+ 0. 283206274« " | nhi bin, beta A (activin A activin AB
al pha pol ypepti de) "1 NHBAs Hs. 28792« ENSG00000122641+ 1501 // skeleta

devel opnent // traceabl e author statement /// 1541 // ovarian follicle

devel opnent // non-traceabl e author statenment /// 6917 // induction of
apoptosis // inferred fromdirect assay /// 6952 // defense response //
traceabl e author statenee5576 // extracellular region // traceabl e author
statenment+5125 // cytokine activity // traceable author statenent /// 5160 //
transform ng growh factor beta receptor binding // not recorded /// 5179 //
hormone activity // traceable author statement /// 5515 // protein binding //
inferred from physical interacti

203476_at » " gb: NM_ 006670. 1 / DB_XREF=gi : 5729717 / GEN=5T4 / FEA=FLnRNA / CNT=119
/ TI D=Hs. 82128. 0 / TI ER=FL / STK=5 / UG=Hs. 82128 /LL=10860 / DEF=Honp sapi ens 5T4
oncof etal trophobl ast glycoprotein (5T4), nRNA. /PROD=5T4 oncofeta

t rophobl ast gl ycoprotein

/ FL=gb: NM_006670. 1"+ 0. 192481902+ 0. 384555701+t r ophobl ast

gl ycopr ot ei ne TPBG Hs. 82128+ ENSG00000146242+ 6928 // cell notility // not
recorded /// 7155 // cell adhesion // non-traceabl e author statenente5578 //
extracellular matri x (sensu Metazoa) // inferred fromel ectronic annotation
/1] 5887 // integral to plasma nenbrane // traceabl e author statenente
219806_s_at«"gb: NM 020179. 1 / DB_XREF=gi : 9910225 / GEN=FN5 / FEA=FLnRNA / CNT=16
/ TI D=Hs. 259737.0 / TI ER=FL / STK=0 / UG=Hs. 259737 /LL=56935 / DEF=Honp sapi ens
FN5 protein (FN5), nRNA. /PROD=FN5 protein /FL=gb: NM 020179. 1
gb:AF197137.1"-0.192178648-0.254224076-Fh5

pr ot ei ne FN5e Hs. 438064« ENSG00000166002¢ « *

241355_at » gb: BF528433 / DB_XREF=gi : 11615796 / DB_XREF=602043786F1

/ CLONE=I MAGE: 4181517 / FEA=EST / CNT=7 / Tl D=Hs. 165565. 0 / TI ER=ConsEnd / STK=0

/ UG=Hs. 165565 / UG Tl TLE=ESTs* 0. 191982014+ 0. 126237877+ hai rl ess honol og
(rmouse) e HRe Hs. 272367« ENS@G0000168453" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 non-traceabl e author statenment"+5634 // nucleus // non-traceabl e author
statement+3700 // transcription factor activity // non-traceabl e author

st at enent

212135 _s_ate+"gb: AW17686 / DB_XREF=gi : 7155768 / DB_XREF=xs86d05. x1

/ CLONE=I MAGE: 2776521 / FEA=EST / CNT=223 / Tl D=Hs. 305923. 2 / TI ER=St ack / STK=12
/ UG=Hs. 305923 /LL=493 /UG _GENE=ATP2B4 /UG Tl TLE=ATPase, Ca++ transporting,

pl asma menbrane 4"«0. 19057487+ 0. 146824421« " ATPase, Ca++ transporting, plasma
menbr ane 4"+ ATP2B4e Hs. 343522« ENSG0000058668+ 6812 // cation transport //
inferred fromelectronic annotation /// 6816 // calciumion transport //
inferred fromelectronic annotation /// 8152 // metabolism// inferred from
el ectronic annotati on*5886 // plasma nenbrane // traceabl e aut hor statenent
/1] 5887 // integral to plasma nenbrane // traceabl e author statenente287 //
magnesi umion binding // inferred fromelectronic annotation /// 5388 //

cal ciumtransporting ATPase activity // traceable author statement /// 5509
/1 calciumion binding // inferred fromelectronic annotation /// 5516 //

cal nodul in binding // inf

209277 _at » gh: AL574096 / DB_XREF=gi : 12933969 / DB_XREF=AL574096

/ CLONE=CSODI 040Y1 17 (3 prine) /FEA=FLMRNA /CNT=478 /Tl D=Hs. 295944. 0

/ TI ER=St ack /STK=16 /UG=Hs. 295944 /LL=7980 /UG GENE=TFPI 2 /UG Tl TLE=ti ssue
factor pathway inhibitor 2 /FL=gb: D29992.1 gh:L27624.1

gb: NM 0. 189184296+ 0. 141693333+ Ti ssue factor pathway inhibitor

2+ TFPI 2¢ Hs. 438231+ ENSGD0000105825+ 7596 // bl ood coagul ation // inferred from
el ectronic annotation*5578 // extracellular matrix (sensu Metazoa) //
traceabl e aut hor statenente«4867 // serine-type endopepti dase inhibitor
activity // not recorded /// 5201 // extracellular matrix structura
constituent // traceabl e author statenent

215719_x_at«"gb: X83493. 1 / DB _XREF=gi : 971457 / FEA=nRNA / CNT=4 / Tl D=Hs. 82359. 2
/ TI ER=ConsEnd / STK=0 / UG=Hs. 82359 /LL=355 /UG GENE=TNFRSF6 /UG Tl TLE=t unor
necrosis factor receptor superfam |y, menber 6 /DEF=H.sapi ens nRNA for
FasApo-1 (cl one pCRTML1- Fasdel taTM."«0. 186964957+ 0. 189284893« " Fas ( TNF
receptor superfamly, menber 6)"e«FASeHs. 244139« ENSG0000026103 6461 //
protein conplex assenbly // traceable author statement /// 6915 // apoptosis
/1 inferred fromelectronic annotation /// 6916 // anti-apoptosis //
traceabl e author statenment /// 6917 // induction of apoptosis // traceable
aut hor statement /// 6955 «5625 // soluble fraction // traceabl e author



statenment /// 5829 // cytosol // non-traceable author statement /// 16020 //
menbrane // inferred fromelectronic annotation /// 16021 // integral to
nmenbrane // inferred fromelectronic annotation*4888 // transmenbrane
receptor activity // inferred fromelectronic annotation /// 5515 // protein
binding // inferred fromelectronic annotation

1560448 _at " gb: BC041422. 1 / DB _XREF=gi : 27371084 / Tl D=Hs2. 434427. 1 | CNT=3

/ FEA=nRNA / Tl ER=ConsEnd / STK=0 /UG=Hs. 434427 /UG _TI TLE=Hono sapi ens, cl one

| MAGE: 3878345, nRNA / DEF=Honp sapi ens, cl one | MAGE: 3878345,

MRNA. "« 0. 185715214+ 0. 193108595+ hypot heti cal protein LOC340037« LOC340037¢ee*+
241456_at » gb: Al 147384 / DB_XREF=gi : 3675066 / DB_XREF=0qg64d06. s1

/ CLONE=I MAGE: 1839947 / FEA=EST / CNT=5 / Tl D=Hs. 133029. 0 / TI ER=ConsEnd / STK=4

/ UG=Hs. 133029 /UG Tl TLE=ESTs* 0. 182855241+ 0. 200712044+ " CDNA FLJ30785 fi s,

cl one FEBRA2000901" ¢« Hs. 133029¢ ¢+

209278_s_ate"gb: L27624. 1 / DB_XREF=gi : 441149 [/ FEA=FLRNA / CNT=478

/ TI D=Hs. 295944. 0 / Tl ER=FL+St ack / STK=17 /UG=Hs. 295944 /LL=7980 /UG GENE=TFPI 2
/ DEF=Hono sapi ens tissue factor pathway inhibitor-2 nRNA, conplete cds.

/ PROD=t i ssue factor pathway inhibitor-2

/ FL=gb: D29992"+ 0. 181924103 0. 177328684+ti ssue factor pathway i nhibitor

2¢ TFPI 2¢ Hs. 438231« ENS(00000105825+ 7596 // bl ood coagul ation // inferred from
el ectronic annotation*5578 // extracellular matrix (sensu Metazoa) //
traceabl e aut hor statenente«4867 // serine-type endopepti dase inhibitor
activity // not recorded /// 5201 // extracellular matrix structura
constituent // traceabl e author statenent

225436_at » gb: Al 339710 / DB_XREF=qgi : 4076637 / DB_XREF=0gk68d02. x1

/ CLONE=I MAGE: 1874115 / FEA=nRNA / CNT=111 /Tl D=Hs. 26765. 0 / TI ER=St ack / STK=8

/ UG=Hs. 26765 / LL=58489 /UG GENE=LOC58489 /UG Tl TLE=hypot hetical protein from
EURO MAGE 588495+ 0. 179320865+ 0. 191219193+ hypot heti cal protein from EURO MAGE
588495 LOC58489¢ Hs. 459072+« ENSG)0000136379+++3824 // catalytic activity //
inferred fromel ectroni c annotation

218980_at " gb: NM 025135. 1 / DB_XREF=gi : 13399325 / GEN=KI AA1695 / FEA=FLmRNA

/ CNT=64 / Tl D=Hs. 288841. 0 / Tl ER=FL+St ack /STK=31 /UG=Hs. 288841 /LL=80206

/ DEF=Hono sapi ens hypot hetical protein FLJ22297 (KI AA1695), nRNA

/ PROD=hypot heti cal protein Kl AA1695

/ FL=gb: NM_025135. 1"+ 0. 178325954+ 0. 176536193« f orm n honmol ogy 2 domai n
cont ai ni ng 3¢ FHOD3+ Hs. 436636+ 16043 // cell organi zati on and bi ogenesis //
inferred fromelectronic annotatione«3779 // actin binding // inferred from
el ectroni c annotation

226497_s_at«"gb: AA149648 / DB_XREF=gi : 1720449 / DB_XREF=zI| 39e€08. s1

/ CLONE=I MAGE: 504326 / FEA=MRNA / CNT=78 / Tl D=Hs. 22968. 0 / TlI ER=St ack / STK=25

/ UG=Hs. 22968 / UG _TI TLE=Hono sapi ens cl one | MAGE: 451939, nRNA
sequence"+0. 177557363+ 0. 168380946+ Fns-rel ated tyrosi ne kinase 1 (vascul ar
endot helial growth factor/vascul ar perneability factor
receptor)eFLT1eHs. 507621« ENSG00000102755+ 1525 // angi ogenesis // inferred
fromelectronic annotation /// 6468 // protein am no acid phosphorylation //
inferred fromelectronic annotation /// 7169 // transmenbrane receptor
protein tyrosine kinase signaling pathway // traceabl e author statenent
/15615 // extracellular space // traceable author statement /// 5887 //
integral to plasma nenbrane // traceabl e author statenment /// 16020 //
menbrane // inferred fromelectronic annotation+4872 // receptor activity //
traceabl e author statenment /// 5021 // vascul ar endothelial growh factor
receptor activity // traceable author statement /// 5524 // ATP binding //
inferred fromelectronic annotation /// 16740 // transferase activity //
infe

210511 s_ate"gb: ML3436. 1 / DB_XREF=gi : 186414 / GEN=I NHBA / FEA=FLnRNA / CNT=5

[ TID=Hs. 727.1 / TIER=FL / STK=0 /UG=Hs. 727 /LL=3624 /UG Tl TLE=i nhi bin, beta A
(activin A, activin AB al pha pol ypepti de) /DEF=Human ovarian beta-A inhibin
MRNA, conpl ete cds. /FL=gb: ML3436. 1"+ 0. 176481031+ 0. 242267706+ "1 nhi bi n, beta A
(activin A activin AB al pha

pol ypepti de) "1 NHBAs Hs. 28792« ENS@0000122641+ 1501 // skel etal devel opnment //
traceabl e author statenment /// 1541 // ovarian follicle devel opnent //
non-traceabl e author statenment /// 6917 // induction of apoptosis // inferred
fromdirect assay /// 6952 // defense response // traceabl e author
statemee5576 // extracellular region // traceable author statenente5125 //
cytokine activity // traceable author statenent /// 5160 // transform ng
growm h factor beta receptor binding // not recorded /// 5179 // hornone
activity // traceable author statement /// 5515 // protein binding //
inferred from physical interacti

202202_s_at *"gb: NM_002290. 2 / DB_XREF=gi : 9845494 | GEN=LAMA4 / FEA=FLRNA

/ CNT=195 /Tl D=Hs. 78672. 0 / TI ER=FL / STK=3 /UG=Hs. 78672 /LL=3910 / DEF=Honmo
sapi ens lamnin, alpha 4 (LAMM), nRNA. /PROD=l anmi nin, al pha 4 precursor

/ FL=gb: NM_002290. 2"+ 0. 176115214+ 0. 197296847+ " | am ni n, al pha

4"« LAVAde Hs. 213861« ENSG00000112769 30155 // regul ati on of cell adhesion //
inferred fromelectronic annotation /// 30334 // regulation of cell mgration
/1 inferred fromelectronic annotation /// 45995 // regul ati on of enbryonic
devel opnent // inferred fromelectronic annotati on*5605 // basal lanmna //
traceabl e author statenment /// 5606 // lamnin-1 // inferred fromelectronic
annot ati on*5102 // receptor binding // inferred fromelectronic annotation
/1] 5201 // extracellular matrix structural constituent // traceabl e author
statement /// 5515 // protein binding // inferred fromelectronic annotation
209351 _at«"gb: BC002690. 1 / DB_XREF=gi : 12803708 / FEA=FLnRNA / CNT=212

[/ TID=Hs. 117729. 0 / TI ER=FL+St ack / STK=53 /UG=Hs. 117729 /LL=3861 / UG GENE=KRT14



/| DEF=Hono sapi ens, keratin 14 (epidernolysis bullosa sinplex, Dow ing-Mara,
Koebner), clone M3C: 3944, nRNA, conplete

cds" 0. 174257423+ 0. 159066152« " keratin 14 (epi dernolysis bull osa sinpl ex,
Dowl i ng- Mear a, Koebner) "+ KRT14¢ Hs. 355214+« ENSG00000186847+ 8544 // epiderm s
devel opnent // traceable author statenment«5882 // internediate filanment //
not recordede5200 // structural constituent of cytoskeleton // traceable

aut hor st atenent

222496_s_ategb: AW241742 | DB _XREF=gi : 6575496 / DB_XREF=xn74e04. x1

/ CLONE=I MAGE: 2700222 / FEA=FLMRNA / CNT=177 /Tl D=Hs. 95549. 0 / Tl ER=St ack / STK=13
/ UG=Hs. 95549 /LL=54502 /UG GENE=FLJ20273 /UG Tl TLE=hypot hetical protein

/ FL=gb: NM 019027. 1 0. 172735708+ 0. 402146781« RNA- bi ndi ng

prot ei ne FLJ20273¢ Hs. 518727+ ENSGD0000163694+++166 // nucl eotide binding //
inferred fromelectronic annotation /// 3676 // nucleic acid binding //
inferred fromel ectroni c annotation

1569470_a_at »"gb: BC020191. 1 / DB_XREF=gi : 22507482 /Tl D=Hs2. 161134. 3 / CNT=5

| FEA=nRNA / TI ER=ConsEnd / STK=0 /LL=84978 /UG GENE=M3C14161 / UG=Hs. 161134

/ UG_TI TLE=hypot heti cal protein M3C14161 / DEF=Hono sapiens, Sinilar to

hypot heti cal protein M3C14161, cl one | MAGE: 4844595,
"e(0.172114079+0. 17525004« hypot heti cal protein

M3C14161e M3C14161 Hs. 368399+ ENSQ)0000171877++5737 // cytoplasm// inferred
fromelectronic annotation /// 5856 // cytoskeleton // inferred from

el ectroni c annotation /// 16020 // menbrane // inferred fromelectronic
annot ation+5488 // binding // inferred fromelectronic annotation /// 8092 //
cytoskel etal protein binding // inferred fromelectronic annotation

202295 _s_at+"gb: NM_004390. 1 / DB_XREF=gi : 4758095 / GEN=CTSH / FEA=FLRNA

/ CNT=216 / Tl D=Hs. 288181. 0 / TI ER=FL+St ack / STK=108 /UG=Hs. 288181 /LL=1512

/ DEF=Hono sapi ens cathepsin H (CTSH), nRNA. /PROD=cat hepsin H

/ FL=gb: BC002479. 1 gb: NM 004390. 1"+ 0. 170765162+ 0. 296606172+ cat hepsi n

He CTSHe Hs. 148641« ENSG00000103811+6508 // proteol ysis and peptidolysis //
inferred fromelectronic annotation /// 6508 // proteolysis and peptidolysis
/1 traceable author statenente5764 // |ysosone // not recordede4197 //
cystei ne-type endopepti dase activity // inferred fromelectronic annotation
/1l 4215 |/ cathepsin H activity // traceabl e author statenent
221766_s_at *gb: AW246673 / DB_XREF=gi : 6589666 /DB _XREF=2821951. 3pri me

/ CLONE=I MAGE: 2821951 / FEA=DNA / CNT=155 /Tl D=Hs. 10784. 3 / TI ER=St ack / STK=12

/ UG=Hs. 10784 /LL=55603 /UG GENE=FLJ20037 /UG Tl TLE=hypot hetical protein
FLJ20037+0. 169340918+ 0. 076494733«"fami |y with sequence sinmilarity 46, member
A"« FAMA6As Hs. 10784« ENSG00000112773¢ ¢

203917_at «"gb: NM_ 001338. 1 / DB_XREF=gi : 4503172 / GEN=CXADR / FEA=FLNRNA / CNT=84
/ TI D=Hs. 79187. 0 / Tl ER=FL+St ack / STK=40 /UG=Hs. 79187 /LL=1525 / DEF=Hono

sapi ens coxsacki e virus and adenovirus receptor (CXADR), nmRNA

/ PROD=coxsacki e virus and adenovirus receptor

/ FL=gb: U9" « 0. 167831428+ 0. 191532504+ coxsacki e virus and adenovi rus

recept or » CXADRe Hs. 473417+ ENSG00000154639+ 5886 // pl asma nenbrane //
non-traceabl e author statenment /// 5887 // integral to plasma nenbrane //
traceabl e author statenmente«4872 // receptor activity // inferred from

el ectronic annotation /// 4872 // receptor activity // traceabl e author

st at enent

210086_at " gb: AF039196. 2 / DB_XREF=gi : 5042382 / GEN=hai r| ess / FEA=FLMRNA

[/ CNT=27 [ Tl D=Hs. 284126. 0 / Tl ER=FL+St ack / STK=13 / UG=Hs. 284126 /LL=3264

/| DEF=Hono sapi ens putative single zinc finger transcription factor protein
(hairless) mMRNA, conplete cds. /PROD=putative
sin"+0.167110596+0. 272093836+ hai r| ess honvol og

(rmouse) e HRe Hs. 272367« ENS@G0000168453" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 non-traceabl e author statenment"+5634 // nucleus // non-traceabl e author
statement+3700 // transcription factor activity // non-traceabl e author

st at enent

205227_at «"gb: NM_002182. 1 / DB_XREF=gi : 4504660 / GEN=I L1RAP / FEA=FLNRNA / CNT=48
/ TI D=Hs. 173880. 0 / TI ER=FL+St ack / STK=8 /UG=Hs. 173880 /LL=3556 / DEF=Hono
sapiens interleukin 1 receptor accessory protein (IL1RAP), nRNA

/ PROD=i nterleukin 1 receptor accessory protein

/ FL="+0. 166793019+ 0. 143264878+i nterl eukin 1 receptor accessory

protei nel L1IRAPe Hs. 478673+ ENSG00000196083+ 6461 // protein conplex assenbly //
traceabl e author statenment /// 6954 // inflammatory response // traceable
aut hor statenent«5887 // integral to plasma nmenbrane // traceabl e author
statenent /// 16020 // menbrane // inferred fromelectronic annotations4888
/1 transnenbrane receptor activity // inferred fromelectronic annotation ///
4908 // interleukin-1 receptor activity // inferred fromelectronic
annot ati on

242447 at+gb: Al 656180 / DB_XREF=qgi : 4740159 / DB_XREF=t t 38e08. x1

/ CLONE=I MAGE: 2243078 / FEA=EST / CNT=5 / Tl D=Hs. 196284. 0 / TI ER=ConsEnd / STK=0

/ UG=Hs. 196284 / UG Tl TLE=ESTs* 0. 165824249+ 0. 090425015+ Tr anscr i bed

| ocuse e Hs. 551039«

231656_x_at e gb: AW93467 / DB_XREF=gi : 7280725 / DB_XREF=hg16f 07. x1

/ CLONE=I MAGE: 2945797 / FEA=EST / CNT=8 / Tl D=Hs. 321622. 1 / Tl ER=St ack / STK=8

/ UG=Hs. 321622 /LL=54907 /UG _GENE=FLJ20363 /UG Tl TLE=hypot hetical protein
FLJ203630. 164525098+ 0. 3844865550 ¢¢ee e«

203542_s_at *gb: Al 690205 / DB_XREF=gi : 4901499 / DB_XREF=t x33d02. x1

/ CLONE=I MAGE: 2271363 / FEA=FLMRNA / CNT=168 / Tl D=Hs. 150557. 0 / Tl ER=St ack

/ STK=33 / UG=Hs. 150557 /LL=687 /UG GENE=BTEB1 /UG Tl TLE=basi c transcription



el ement binding protein 1 /FL=gb: D31716.1

gb: NM_001206. 1+ 0. 16397893« 0. 098308083« Kr uppel -1 i ke fact or

9e¢ KLF9e Hs. 150557« ENSG00000119138+ 6350 // transcription // inferred from

el ectronic annotation /// 6357 // regulation of transcription from RNA

pol ymerase Il pronmoter // traceabl e author statenmente5634 // nucleus //
inferred fromel ectronic annotati on*3700 // transcription factor activity //
traceabl e author statenment /// 8270 // zinc ion binding // inferred from

el ectroni c annotation

205893 _at «"gb: NM_ 014932. 1 / DB_XREF=gi : 7662469 / GEN=NLGNL / FEA=FLnRNA / CNT=23
[/ TID=Hs. 71132. 0 / TI ER=FL / STK=0 /UG=Hs. 71132 /LL=22871 / DEF=Honp sapi ens
neuroligin 1 (NLGN1), nRNA. /PROD=neuroligin 1 /FL=gb: AB028993. 1

gb: NM 014932. 1"+ 0. 163365335+ 0. 134433846+ neurol i gi n

1¢ NLGN1e Hs. 549114« ENSG00000169760 6605 // protein targeting // inferred from
sequence or structural simlarity /// 7155 // cell adhesion // inferred from
el ectronic annotation /// 7416 // synaptogenesis // inferred from sequence or
structural simlarity /// 16080 // synaptic vesicle targee5887 // integral to
pl asma nenbrane // inferred from sequence or structural simlarity /// 16020
/! menbrane // inferred fromelectronic annotation /// 45202 // synapse //
inferred fromsequence or structural simlaritye3824 // catalytic activity //
inferred fromelectronic annotation /// 16789 // carboxylic ester hydrol ase
activity // inferred fromsequence or structural simlarity /// 42043 //
neurexin binding // inferred fromsequence or structural simlarity
210089_s_at «"gb: BC0O04241. 1 / DB_XREF=gi : 13278992 / FEA=FLNRNA / CNT=34

/ TI D=Hs. 327703. 0 / Tl ER=FL+St ack / STK=27 /UG=Hs. 327703 / DEF=Honmp sapi ens,
Simlar to lam nin, alpha 4, clone M3C: 10389, nRNA, conplete cds.
/PROD=Simlar to |lam nin, alpha 4

/ FL=gb: BC004241. 1"+ 0. 161854899+ 0. 331978575+ "1 am ni n, al pha

4"« LAVAde Hs. 213861« ENSG00000112769 30155 // regul ati on of cell adhesion //
inferred fromelectronic annotation /// 30334 // regulation of cell mgration
/1 inferred fromelectronic annotation /// 45995 // regul ati on of enbryonic
devel opnent // inferred fromelectronic annotati on*5605 // basal lanmna //
traceabl e author statenment /// 5606 // lamnin-1 // inferred fromelectronic
annot ati on*5102 // receptor binding // inferred fromelectronic annotation
/11 5201 // extracellular matrix structural constituent // traceabl e author
statement /// 5515 // protein binding // inferred fromelectronic annotation
210118_s_at+"gb: ML5329. 1 / DB XREF=gi : 186277 / GEN=I L1A / FEA=FLmRNA / CNT=29

[ TID=Hs. 1722. 1 / TI ER=FL / STK=0 /UG=Hs. 1722 /LL=3552 /DEF=Human i nterl eukin
1-al pha (1L1A) nRNA, conplete cds. /PROD=i nterleukin 1-al pha

/ FL=gbh: ML5329. 1"« 0. 157934634+ 0. 105944702« "i nter| euki n 1,

al pha" el L1AsHs. 1722« ENSG00000115008+74 // regul ation of cell cycle //
inferred fromelectronic annotation /// 6915 // apoptosis // traceabl e author
statenment /// 6916 // anti-apoptosis // traceable author statement /// 6935
/1 chempotaxis // not recorded /// 6954 // inflanmatory response // <5615 //
extracel lul ar space // traceable author statement /// 5737 // cytoplasm//
not recordede4871 // signal transducer activity // traceabl e author statenent
/1] 5149 // interleukin-1 receptor binding // inferred fromelectronic
annotation /// 5515 // protein binding // inferred from physical interaction
205130_at » " gb: NM_ 014226. 1 / DB_XREF=gi : 7657497 / GEN=RACGE / FEA=FLNRNA / CNT=52

/ TI D=Hs. 104119. 0 / Tl ER=FL+St ack / STK=38 /UG=Hs. 104119 /LL=5891 / DEF=Honmo

sapi ens renal tunor antigen (RAGE), nRNA. /PROD=renal tunor antigen

/ FL=gb: NM_014226. 1 gb: AB022694. 1"+ 0. 157224305+ 0. 14094359+ r enal t unor

ant i gens RAGEs Hs. 104119« ENS@0000080823+ 6468 // protein am no acid
phosphorylation // traceable author statenent /// 7165 // signal transduction
/1 traceable author statenente5737 // cytoplasm// traceabl e author
statenment+4674 // protein serine/threoni ne kinase activity // traceable

aut hor statenent /// 5524 // ATP binding // inferred fromelectronic
annotation /// 16740 // transferase activity // inferred fromelectronic
annot ati on

226829_at » gh: AWL38743 / DB_XREF=gi : 6143061 /DB_XREF=Ul - H Bl 1- add- g- 07-0- Ul . s1
/ CLONE=I MAGE: 2716597 / FEA=EST / CNT=41 / TI D=Hs. 23972. 0 / TI ER=St ack / STK=12

/ UG=Hs. 23972

/ UG _TI TLE=ESTs* 0. 156814729+ 0. 203148975+ KI AA1914¢ KI AA1914« Hs. 501106« ENSG0000016
9129¢ e

212136_at " gb: AWb17686 / DB_XREF=gi : 7155768 / DB_XREF=xs86d05. x1

/ CLONE=I MAGE: 2776521 / FEA=EST / CNT=223 / Tl D=Hs. 305923. 2 / TI ER=St ack / STK=12

/ UG=Hs. 305923 /LL=493 /UG _GENE=ATP2B4 /UG Tl TLE=ATPase, Ca++ transporting,

pl asma nenbrane 4"+<0. 156768888+ 0. 192823064+ " ATPase, Ca++ transporting, plasnma
menbr ane 4"+ ATP2B4e Hs. 343522« ENSG0000058668+ 6812 // cation transport //
inferred fromelectronic annotation /// 6816 // calciumion transport //
inferred fromelectronic annotation /// 8152 // nmetabolism// inferred from
el ectronic annotati on*5886 // plasma nenbrane // traceabl e aut hor statenent
/1] 5887 // integral to plasma nenbrane // traceabl e author statenente287 //
magnesi umion binding // inferred fromelectronic annotation /// 5388 //

cal ciumtransporting ATPase activity // traceable author statement /// 5509
/1 calciumion binding // inferred fromelectronic annotation /// 5516 //

cal nodul in binding // inf

205016_at » " gb: NM_003236. 1 / DB_XREF=gi : 4507460 / GEN=TGFA / FEA=FLnRNA / CNT=49

/ TI D=Hs. 170009. 0 / TI ER=FL / STK=0 / UG=Hs. 170009 /LL=7039 /DEF=Honp sapi ens
transform ng growh factor, alpha (TGFA), nRNA. /PROD=transform ng growh
factor, al pha /FL=gb: NM 003236. 1

gb: K03222"+ 0. 155673887 0. 129539894« "t ransform ng grow h factor



al pha"« TGFAs Hs. 170009+ ENSG00000163235+74 // regul ation of cell cycle //
inferred fromelectronic annotation /// 7267 // cell-cell signaling // not
recorded /// 8283 // cell proliferation // traceabl e author statenente5615 //
extracel lul ar space // not recorded /// 5625 // soluble fraction // not
recorded /// 5886 // plasma nenbrane // non-traceable author statement ///
5887 // integral to plasma nenbrane // not recordede4713 // protein-tyrosine
ki nase activity // traceable author statenent /// 4871 // signal transducer
activity // traceable author statement /// 5155 // epidermal growth factor
receptor activating ligand activity // not recorded /// 5515 // protein

bi ndi ng

209424 _s_ategb: Al 796120 / DB_XREF=gi : 5361583 / DB_XREF=wh42f 03. x1

/ CLONE=I MAGE: 2383421 / FEA=FLNMRNA / CNT=163 / Tl D=Hs. 128749. 0 / Tl ER=St ack / STK=9
/ UG=Hs. 128749 /LL=23600 /UG _GENE=AMACR / UG Tl TLE=al pha- net hyl acyl - CoA
racemase /FL=gb: NM 014324. 1 gb: AF047020. 1

gb: AF158378. 1+ 0. 152725718+ 0. 123105673¢ al pha- met hyl acyl - CoA

racemases AMACRe Hs. 508343« ENSGD0000082196+ 8152 // mnetabolism// inferred from
el ectroni c annotatione5739 // mitochondrion // traceable author statenment ///
5777 |/ peroxisonme // traceable author statement«3824 // catalytic activity
/1 inferred fromelectronic annotation /// 8111 // al pha-net hyl acyl - CoA
racemase activity // inferred fromelectronic annotation /// 16853 //

i somerase activity // inferred fromel ectronic annotation
206027_at « " gb: NM_002960. 1 / DB_XREF=gi : 4506762 / GEN=S100A3 / FEA=FLNRNA / CNT=26
/ TID=Hs. 2961. 0 / TI ER=FL+St ack / STK=11 /UG=Hs. 2961 /LL=6274 / DEF=Hono sapi ens
S100 cal ci um bi nding protein A3 (S100A3), nRNA. /PROD=S100 cal ci um bi ndi ng
protein A3 /FL=gb: NM 002960. 1"+ 0. 152032253+ 0. 123073833+ S100 cal ci um bi ndi ng
protein A3eS100A3+ Hs. 433168« ENSG00000188015¢+5509 // cal ciumion binding //
not recorded

203143_s_ategb: T79953 / DB_XREF=gi : 698462 / DB_XREF=yd85c11l. sl

/ CLONE=I MAGE: 115028 / FEA=FLNRNA / CNT=111 /Tl D=Hs. 158282. 0 / Tl ER=St ack / STK=32
/ UG=Hs. 158282 /LL=9674 / UG_GENE=KI AA0040 /UG Tl TLE=KI AA0040 gene product

/ FL=gh: D25539. 1

gb: NM_014656. 1+ 0. 151362667+ 0. 130342222+ KI AA0040+ KI AA0040+ Hs. 518138+ ENSG)000016
2666¢ ¢

226424 _at »gb: Al 683754 / DB_XREF=gi : 4893936 / DB_XREF=t w53f 02. x1

/ CLONE=I MAGE: 2263419 / FEA=EST / CNT=66 / Tl D=Hs. 26685. 0 / TI ER=St ack / STK=26

/ UG=Hs. 26685 /LL=828 / UG_GENE=CAPS

/ UG_TI TLE=cal cyphosi ne«0. 149313947+ 0. 178546824+ cal cyphosi nes CAPSs Hs. 549024« ENS
00000105519+ 7242 // intracellul ar signaling cascade // traceabl e author
statenmente«5509 // calciumion binding // inferred fromelectronic annotation
/1] 5509 // calciumion binding // traceabl e author statenent
206070_s_at *"gb: AF213459. 1 / DB_XREF=gi : 12003434 / GEN=EPHA3 / FEA=FLRNA

/ CNT=20 /Tl D=Hs. 123642. 0 / TI ER=FL / STK=0 /UG=Hs. 123642 /LL=2042 / DEF=Hono
sapi ens ephrin receptor EPHA3 conplete form (EPHA3) nRNA, conplete cds.

/ PROD=ephrin receptor EPHA3 conplete form

/ FL=gb: NM'+ 0. 148807676+ 0. 09370497+ EPH r ecept or

A3e EPHA3e Hs. 123642« ENSG00000044524+ 6468 // protein am no acid phosphoryl ation
/1 inferred fromelectronic annotation /// 7165 // signal transduction //
traceabl e author statenment /// 7169 // transmenbrane receptor protein
tyrosi ne kinase signaling pathway // inferred fromel ectronic annotas5887 //
integral to plasma nenbrane // traceable author statenment /// 16020 //
menbrane // inferred fromel ectronic annotatione4674 // protein
serine/threoni ne kinase activity // inferred fromelectronic annotation ///
4713 // protein-tyrosine kinase activity // inferred fromelectronic
annotation /// 4872 // receptor activity // inferred fromelectronic
annotation /// 5003 // ep

227404_s_ategb: Al 459194 /DB XREF=gi : 4311773 / DB_XREF=t j 54906. x1

/ CLONE=I MAGE: 2145370 / FEA=EST / CNT=42 /Tl D=Hs. 326035. 1 / TI ER=St ack / STK=26

/ UG=Hs. 326035 /LL=1958 /UG GENE=EGR1 /UG Tl TLE=early growt h response

1¢0. 147997489 0. 272497284 Early growt h response

1« EGR1e Hs. 326035+ ENSG00000120738+" 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotati on*3700 // transcription factor activity // traceable

aut hor statenent /// 8270 // zinc ion binding // inferred fromelectronic
annot ati on

224973 _at » gb: AL078599 / DB_XREF=gi : 5804908 / FEA=DNA / CNT=155 /Tl D=Hs. 10784. 3

/ TIER=St ack / STK=60 /UG=Hs. 10784 /LL=55603 /UG _GENE=FLJ20037

/ UG_TI TLE=hypot heti cal protein FLJ20037 /DEF=Hunan DNA sequence from cl one
RP5-991C6 on chronmosone 6ql4.1-15. Contains the gene

*0.147743838+0. 260987778«"fam |y with sequence simlarity 46, menber

A" e FAMA6As Hs. 10784« ENSG00000112773¢

233329_s_at «"gb: AK025986. 1 / DB_XREF=gi : 10438677 / FEA=nRNA / CNT=3

[/ TID=Hs. 5721. 1 / TI ER=ConsEnd / STK=0 / UG=Hs. 5721 /LL=51315 /UG GENE=LOC51315

/ UG_TI TLE=hypot heti cal protein /DEF=Hono sapi ens cDNA: FLJ22333 fis, clone
HRC05801, highly simlar to AF217520 Honp sapi ens
un"+0.147674822+0. 170536723« hypot hetical protein

LOC51315¢ LOC51315¢ Hs. 469254+ ENSG)0000172086¢ « «

218303_x_at+"gbh: NM 016618. 1 / DB_XREF=gi : 7706155 / GEN=LOC51315 / FEA=FLMRNA

/ CNT=127 /Tl D=Hs. 5721. 0 / Tl ER=FL+St ack / STK=35 /UG=Hs. 5721 /LL=51315

/ DEF=Honmo sapi ens hypot hetical protein (LOC51315), nRNA. /PROD=hypot heti ca
protein /FL=gh: AF217520. 1 gb: NM 016618. 1



gb: AF208"« 0. 146342337+ 0. 066109514+ hypot heti cal protein

LOC51315¢ LOC51315¢ Hs. 469254+ ENSG)0000172086¢ « *

210095_s_ategb: MB1159. 1 /DB XREF=gi : 183115 / GEN=I G-BP1 / FEA=FLnRNA / CNT=41

[ TID=Hs. 77326.0 / TI ER=FL / STK=0 /UG=Hs. 77326 /LL=3486 /UG Tl TLE=i nsulin-1ike
growm h factor binding protein 3 /DEF=Human growth hor none- dependent
insulin-like gromh factor-binding protein

MRNAe 0. 145254545+ 0. 245586144<i nsulin-1ike grow h factor binding protein

3¢ 1 GFBP3¢ Hs. 450230+ ENSG00000146674+ 1558 // regul ation of cell growh //
inferred fromelectronic annotation /// 9968 // negative regul ation of signa
transduction // non-traceabl e author statement /// 43065 // positive
regul ati on of apoptosis // inferred from nutant phenotype /// 45663 // +5576
/1 extracellular region // inferred fromelectronic annotation /// 5576 //
extracellular region // non-traceabl e author statement«5520 // insulin-like
growm h factor binding // inferred fromelectronic annotation /// 5520 //
insulin-like growth factor binding // non-traceabl e author statement /// 8160
/1 protein tyrosine phosphatase activator activity // inferred fromdirect
assay //

216268_s_ate"gb: U77914. 1 / DB XREF=gi : 1684889 / FEA=mRNA / CNT=2 /Tl D=Hs. 91143. 3
/ TI ER=ConsEnd / STK=0 / UG=Hs. 91143 /LL=182 /UG GENE=JAGL / DEF=Human sol ubl e
protein Jagged nRNA, partial cds. /PROD=sol uble protein
Jagged"+0.141987241+0. 125527815+jagged 1 (Al agille

syndrone) « JAGLe Hs. 224012« ENS@0000101384+ 1525 // angi ogenesis //
non-traceabl e author statenment /// 1709 // cell fate determ nation //
non-traceabl e author statement /// 7154 // cell comunication // inferred
fromelectronic annotation /// 7219 // Notch signaling pathway //
non-traceabl e author <5576 // extracellular region // non-traceabl e author
statenment /// 5887 // integral to plasma menbrane // non-traceabl e aut hor
statenent /// 16020 // menbrane // traceable author statenente5112 // Notch
bi nding // non-traceable author statement /// 5198 // structural nolecule
activity // non-traceable author statenent /// 5509 // calciumion binding //
inferred fromelectronic annotation /// 5509 // calciumion binding //
non-traceabl e auth

235372_at «"gb: AWs75245 | DB_XREF=gi : 7246784

/ DB_XREF=UI - HF- BKO- aaw h- 09- 0- Ul . s1 / CLONE=I MAGE: 3055360 / FEA=EST / CNT=12

/ TI D=Hs. 266331. 1 / Tl ER=ConsEnd / STK=7 / UG=Hs. 266331 / UG TI TLE=ESTs, Weakly
simlar to A39878 Fc gamma (H. sapiens)"«0.141671217+0. 079722431« Fc receptor
honol og expressed in B cell se FREBsHs. 266331« ENSG00000132185¢+4872 //
receptor activity // inferred fromelectronic annotation

205110_s_at+"gb: NM 004114. 1 / DB_XREF=gi : 4758365 / GEN=FGF13 / FEA=FLMRNA

/ CNT=55 / Tl D=Hs. 6540. 0 / TI ER=FL+St ack / STK=30 / UG=Hs. 6540 /LL=2258 / DEF=Hono
sapi ens fibroblast growh factor 13 (FG-13), nRNA. /PROD=fi brobl ast growth
factor 13 /FL=gh: AF100143.1 gb: NM 004114.1
ghb"«0.140677277+0. 08270913« i brobl ast growth factor

13« FGF13+ Hs. 6540+ ENSG00000129682+ 7165 // signal transduction // traceable
aut hor statenent /// 7267 // cell-cell signaling // traceabl e author
statenment /// 7399 // neurogenesis // traceabl e author statenente5615 //
extracel lul ar space // not recorded+8083 // growh factor activity //
traceabl e aut hor statenent

209348_s_at «"gb: AF055376. 1 / DB_XREF=gi : 3335147 / GEN=c- naf /FEA=FLMRNA

[/ CNT=175 /Tl D=Hs. 30250. 1 / Tl ER=FL+St ack / STK=20 /UG=Hs. 30250 /LL=4094

/ DEF=Honmo sapi ens short formtranscription factor C MAF (c-maf) nmRNA

conpl ete cds. /PROD=short formtranscription factor C MAF
"e(0.136001137+0.195376072«v- maf muscul oaponeurotic fibrosarcoma oncogene
honol og (avi an) « MAFe Hs. 134859+ ENSG00000178573+" 6350 // transcription //
inferred fromelectronic annotation /// 6355 // regulation of transcription
DNA- dependent // inferred fromel ectronic annotation /// 6366 //
transcription fromRNA polynerase Il pronoter // traceabl e author
statenent"+785 // chromatin // traceable author statenent /// 5634 // nucleus
/1 inferred fromelectronic annotatione3677 // DNA binding // inferred from
el ectronic annotation /// 3702 // RNA polynerase Il transcription factor
activity // traceabl e aut hor statenent

204916_at « " gb: NM_005855. 1 / DB_XREF=gi : 5032018 / GEN=RAMP1 / FEA=FLNRNA / CNT=71
/ TI D=Hs. 32989. 0 / TI ER=FL+St ack / STK=27 /UG=Hs. 32989 /LL=10267 / DEF=Hono

sapi ens receptor (calcitonin) activity nodifying protein 1 (RAMPL), nRNA

/ PROD=r eceptor (calcitonin) activity nodify"«0.135667160. 17045588+ r ecept or
(calcitonin) activity nodi fying protein

1e RAMP1e Hs. 471783« ENSG00000132329+ 6810 // transport // inferred from

el ectronic annotation /// 6886 // intracellular protein transport // inferred
fromelectronic annotation /// 8277 // regulation of G protein coupled
receptor protein signaling pathway // traceabl e author statenente5886 //

pl asma nenbrane // traceable author statenent /// 5887 // integral to plasma
menbrane // traceabl e author statenmente4872 // receptor activity // inferred
fromelectronic annotation /// 8565 // protein transporter activity //
traceabl e aut hor statenent

204743_at+"gb: NM_ 013259. 1 / DB_XREF=gi : 10047091 / GEN=NP25 / FEA=FLnRNA / CNT=59
/ TI D=Hs. 169330. 0 / TI ER=FL+St ack / STK=28 / UG=Hs. 169330 /LL=29114 / DEF=Hono
sapi ens neuronal protein (NP25), nmRNA. /PROD=neuronal protein

/ FL=gb: NM_013259. 1 gb: AF112201. 1"+ 0. 134255511+ 0. 093989165+t ransgel i n

3¢ TAGLN3e Hs. 169330+ ENSG00000144834+ 7417 // central nervous system devel opnment
/1 traceable author statenment /// 7517 // nuscle devel opment // inferred from
el ectroni c annotationes



228490_at " gb: AW292816 / DB_XREF=gi : 6699452 / DB_XREF=Ul - H BWD- ai j - h- 04-0- Ul . s1
/ CLONE=I MAGE: 2729695 / FEA=EST / CNT=25 / Tl D=Hs. 18948. 0 / TlI ER=St ack / STK=18

/ UG=Hs. 18948 /UG _TI TLE=ESTs, Hi ghly simlar to A31026 probabl e nenbrane
receptor protein (H sapiens)"+0.132610356°0. 387854506« abhydr ol ase donmai n
cont ai ni ng 2+ ABHD2+ Hs. 122337« ENSG00000140526++ 16021 // integral to nenbrane
/1 non-traceabl e aut hor statenente3824 // catalytic activity // inferred from
el ectroni c annotation

221042_s_at"gb: NM 024734.1 / DB_XREF=gi : 13376053 / GEN=FLJ12383 / FEA=FLnRNA

/ CNT=2 / Tl D=Hs. 118164. 0 / TI ER=FL / STK=0 / UG=Hs. 118164 /LL=79789 / DEF=Hono
sapi ens hypothetical protein FLJ12383 (FLJ12383), nRNA. /PROD=hypot hetica
protein FLJ12383 /FL=gb: NM 024734. 1"+ 0. 128960122+ 0. 347822935« " cal m n

(cal ponin-1like, transmenbrane)"esCLM\e Hs. 301478« ENSG0000165959++ 16021 //
integral to nenbrane // inferred fromelectronic annotatione3779 // actin
binding // inferred fromelectronic annotation

227826_s_ategb: AWL38143 / DB_XREF=gi : 6142543

/ DB_XREF=Ul - H Bl 1- acy- b- 09-0- Ul . s1 / CLONE=I MAGE: 2715976 / FEA=EST / CNT=32

[ TID=Hs. 71721. 0 / TI ER=St ack / STK=16 /UG=Hs. 71721

/ UG _TI TLE=ESTs* 0. 128402204+ 0. 141862433« Arg/ Abl -i nteracting protein

Ar gBP2¢e ARGBP2¢ Hs. 481342+« ENSG00000154556¢ 5634 // nucleus // inferred from

el ectronic annotation /// 5634 // nucleus // non-traceabl e author statenent
/1l 5634 // nucleus // traceable author statement /// 5856 // cytoskeleton //
inferred fromelectronic annotation /// 15629 // actin cytoskel eton <3676 //
nucleic acid binding // inferred fromelectronic annotation /// 5200 //
structural constituent of cytoskeleton // traceable author statement /// 5515
/1 protein binding // non-traceable author statement /// 8093 // cytoskeleta
adaptor activity //

236277_at » gb: H23551 / DB_XREF=gi : 892246 / DB_XREF=ynb3e01.s1 / CLONE=I MAGE: 51798
[ FEA=EST / CNT=10 /Tl D=Hs. 30974. 0 / Tl ER=ConsEnd / STK=7 / UG=Hs. 30974

/ UG _TI TLE=ESTs* 0. 126201227+ 0. 349790115+ P21 ( CDKN1A) - acti vated ki nase

3¢ PAK3e Hs. 390616« ENSGD0000077264+ 6468 // protein am no acid phosphoryl ation
/1 not recordede+4674 // protein serine/threonine kinase activity // not
recorded /// 4713 // protein-tyrosine kinase activity // inferred from

el ectronic annotation /// 5524 // ATP binding // inferred fromelectronic
annotation /// 16740 // transferase activity // inferr

205523 _at «"gh: U43328. 1 / DB_XREF=gi : 1151008 / FEA=FLMRNA / CNT=44 /Tl D=Hs. 2799. 0
/ TI ER=FL+St ack / STK=19 /UG=Hs. 2799 /LL=1404 /UG _GENE=CRTL1 /DEF=Human | i nk
protein nmRNA, complete cds. /PROD=link protein /FL=gb: NM 001884. 1

gb: U43328. 1"+ 0. 125689477+ 0. 138332887+ hyal uronan and proteogl ycan |ink protein
1+ HAPLN1e Hs. 2799« ENSG00000145681+ 7155 // cell adhesion // inferred from

el ectronic annotation*5578 // extracellular matrix (sensu Metazoa) //
traceabl e aut hor statenente«5540 // hyaluronic acid binding // inferred from
el ectroni c annotation

209686_at » " gb: BC001766. 1 / DB_XREF=gi : 12804680 / FEA=FLnRNA / CNT=139

/ TI D=Hs. 83384. 0 / TI ER=FL+St ack / STK=47 /UG=Hs. 83384 /LL=6285 /UG GENE=S100B

/ DEF=Honmo sapi ens, S100 cal ci um bi ndi ng protein, beta (neural), clone

M3C: 1323, nRNA, conplete cds. /PROD=S100

cal ci um bi nd"+0. 125238465 0. 099309785« " S100 cal ci um bi ndi ng protein, beta
(neural )" «S100Be Hs. 422181« ENSG00000160307+6112 // energy reserve netabolism
/1 inferred fromsequence or structural simlarity /// 6874 // calciumion
honeostasis // inferred fromsequence or structural simlarity /// 6917 //

i nduction of apoptosis // inferred fromsequence or structural sinmlarie5576
/1 extracellular region // inferred fromsequence or structural simlarity
/1l 5634 // nucleus // inferred fromelectronic annotation /// 5737 //
cytoplasm// inferred from sequence or structural simlaritye5509 // cal cium
ion binding // inferred fromsequence or structural simlarity /// 5509 //
calciumion binding // non-traceable author statement /// 8270 // zinc ion
binding // inferred from sequence or structural simlarity /// 19210 //

ki nase i nhibitor

206513 _at « " gb: NM_004833. 1 / DB_XREF=gi : 4757733 / GEN=AI M2 / FEA=FLNRNA / CNT=15

/ TI D=Hs. 105115. 0 / TIER=FL / STK=7 /UG=Hs. 105115 /LL=9447 / DEF=Hono sapi ens
absent in nmelanoma 2 (Al M), nRNA. /PROD=absent in nel anoma 2

[ FL=gb: AF024714. 1 gb: NM 004833. 1"+ 0. 124209322+ 0. 078612815+ absent in nel anoma
2+ Al M2+ Hs. 281898« ENSG)0000163568 6955 // i mmune response // traceabl e author
statenentee

230895_at » gh: Al 760252 / DB_XREF=gi : 5175919 / DB_XREF=wg59b07. x1

/ CLONE=I MAGE: 2369365 / FEA=EST / CNT=10 / Tl D=Hs. 43227.0 / Tl ER=St ack / STK=8

/ UG=Hs. 43227 |/ UG _TI TLE=ESTs* 0. 123969626« 0. 073142275+ Hyal ur onan and

prot eogl ycan link protein 1eHAPLNleHs. 2799 ENSG0000145681 7155 // cel
adhesion // inferred fromelectronic annotati one5578 // extracellular matrix
(sensu Metazoa) // traceabl e author statenente5540 // hyal uronic acid binding
/1 inferred fromelectronic annotation

242488 _at » gh: R55784 / DB_XREF=gi : 825859 / DB_XREF=yg89g05. s1 / CLONE=| MAGE: 40842
/ FEA=EST / CNT=5 /Tl D=Hs. 140942. 0 / Tl ER=ConsEnd / STK=2 / UG=Hs. 140942

/ UG_TI TLE=ESTs* 0. 123399634+ 0. 168928224« " CDNA FLJ38396 fis, clone
FEBRA2007957" ¢ ¢ Hs. 155736¢ ¢«

205524 _s_at+"gb: NM_001884. 1 / DB_XREF=gi : 4503052 / GEN=CRTL1 / FEA=FLnMRNA

/ CNT=44 | TI D=Hs. 2799. 0 / TI ER=FL / STK=1 / UG=Hs. 2799 /LL=1404 / DEF=Hono sapi ens
cartilage linking protein 1 (CRTL1), nRNA. /PROD=cartilage |inking protein 1
/ FL=gb: NM_001884. 1 gb:U43328.1"-0.122111364-0.086582551-hyaluronan and

prot eogl ycan link protein 1eHAPLNleHs. 2799 ENSG0000145681« 7155 // cel
adhesion // inferred fromelectronic annotati one5578 // extracellular matrix



(sensu Metazoa) // traceabl e author statenente5540 // hyal uronic acid binding
[/l inferred fromelectronic annotation

214660_at " gb: X68742. 1 / DB_XREF=gi : 33949 / FEA=nRNA / CNT=96 / Tl D=Hs. 116774. 0
/ TI ER=ConsEnd / STK=0 / UG=Hs. 116774 /LL=3672 /UG GENE=I TGALl

/UG _TI TLE=i ntegrin, al pha 1 /DEF=H. sapiens nRNA for integrin, alpha
subunit."«0.121832295+0. 147977257+ "I ntegrin, al pha

1"« PELO Hs. 519304« ENSE00000152684+ 6412 // protein biosynthesis // inferred
fromelectronic annotati on*5634 // nucleus // inferred fromelectronic
annot at i one

1554332_a_at »"gb: BC025345. 1 / DB_XREF=gi : 19263726 /Tl D=Hs2.211250.1 /CNT=4

/ FEA=FLMRNA / Tl ER=FL / STK=2 / UG=Hs. 211250 / DEF=Honp sapiens, Simlar to
LOC149651, cl one M3C: 39393 | MAGE: 4862156, nmRNA, conplete cds. /PROD=Si ni | ar
to LOC149651 / FL=gb: BC025345. 1"+ 0. 120354021+ 0. 083533171+ " Sol ute carri er
organi ¢ anion transporter famly, menber

4A1" ¢ SLCO4ALs Hs. 235782« ENS(00000101187+6811 // ion transport // inferred from
el ectroni c annotatione16020 // nenbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati one5215 // transporter activity // inferred fromelectronic
annot ati on

209425_at » gb: AAB88589 / DB_XREF=gi : 3004264 / DB_XREF=0e68e10. s1

/ CLONE=I MAGE: 1416810 / FEA=FLNRNA / CNT=163 / Tl D=Hs. 128749. 0 / TlI ER=ConsEnd

[ STK=5 / UG=Hs. 128749 /LL=23600 / UG _GENE=AVMACR / UG TI TLE=al pha- net hyl acyl - CoA
racemase / FL=gb: NM 014324. 1 gb: AF047020. 1

gb: AF158378¢ 0. 120167777+ 0. 100646725 ¢ceees

217875_s_at«"gb: NM 020182. 1 / DB_XREF=gi : 9910497 / GEN=TMEPAl [/ FEA=FLmRNA

/ CNT=273 / Tl D=Hs. 83883. 0 / TI ER=FL / STK=0 / UG=Hs. 83883 /LL=56937 / DEF=Honmo
sapi ens transmenbrane, prostate androgen i nduced RNA (TMEPAI ), nRNA

/ PROD=t r ansnenbr ane, prostate androgen i nduced RNA

/ F"+0.119388873+0. 131898635+ "t r ansnenbr ane, prostate androgen induced

RNA" « TMEPAI » Hs. 517155+ ENSG00000124225+ 30521 // androgen receptor signaling
pat hway // non-traceabl e author statemente16021 // integral to menbrane //
non-traceabl e aut hor statenente

209610_s_at «"gb: BF340083 / DB_XREF=gi : 11286545 / DB_XREF=602037236F1

/ CLONE=I MAGE: 4185248 / FEA=FLNMRNA / CNT=59 / Tl D=Hs. 323878. 0 / TI ER=ConsEnd

/ STK=0 / UG=Hs. 323878 /LL=6509 /UG GENE=SLC1A4 /UG Tl TLE=sol ute carrier famly
1 (gl utamateneutral am no acid transporter),

menber "« 0. 117962009+ 0. 131483292+ "sol ute carrier famly 1 (glutamate/neutra
am no acid transporter), nenber 4"eSLClA4eHs. 323878« ENSG00000115902« 6810 //
transport // inferred fromelectronic annotation /// 6835 // dicarboxylic
acid transport // inferred fromelectronic annotation /// 15804 // neutral
am no acid transport // traceabl e author statenente5624 // nenbrane fraction
/1 traceable author statement /// 5887 // integral to plasma nmenbrane //
traceabl e author statenment /// 16020 // menbrane // inferred fromelectronic
annot ati one15175 // neutral amno acid transporter activity // traceable

aut hor statenent /// 15293 // synporter activity // inferred fromelectronic
annotation /// 17153 // sodi um di carboxyl ate synporter activity // inferred
from el ectronic annotation

1569469_a_at«"gb: BC040321. 1 / DB_XREF=gi : 26007890 / Tl D=Hs2. 403934. 1 / CNT=5

/ FEA=nmRNA / Tl ER=ConsEnd / STK=0 /UG=Hs. 403934 /UG Tl TLE=Hono sapi ens, Sim | ar
to LI M honeobox protein 8, clone | MAGE: 4797854, nRNA / DEF=Hono sapi ens,
Simlar to LI M honeobox protein 8, clone | MAGE"+0.1169366140.433121038¢LI M
homeobox 8¢ LHX8¢ Hs. 403934« ENSG00000162624+ " 6355 // regul ati on of
transcription, DNA-dependent // inferred fromelectronic annotation"«5634 //
nucleus // inferred fromelectronic annotatione3700 // transcription factor
activity // inferred fromelectronic annotation /// 8270 // zinc ion binding
/1 inferred fromelectronic annotation

231935_at e gb: AL133109. 1 / DB_XREF=gi : 6453595 / GEN=DKFZp566N1047 / FEA=mRNA

/ CNT=24 /Tl D=Hs. 21333. 0 / TI ER=ConsEnd / STK=0 / UG=Hs. 21333 / DEF=Hono sapi ens
MRNA; c¢DNA DKFZp566N1047 (from cl one DKFZp566N1047); partial cds.

/ PROD=hypot heti cal proteine0.116889062¢0.074991137+"cyclic AMVP-regul at ed
phosphoprotein, 21 kD'e ARPP-21¢Hs. 475902« ENSG00000172995¢++ 3676 // nucleic
acid binding // inferred fromel ectronic annotation

213338_at » gh: BF062629 / DB_XREF=gi : 10821539 / DB_XREF=7h62h07. x1

/ CLONE=I MAGE: 3320605 / FEA=NRNA / CNT=52 /Tl D=Hs. 35861. 0 / Tl ER=St ack / STK=26

/ UG=Hs. 35861 /LL=25907 /UG _GENE=DKFZP586E1621 /UG TI TLE=DKFZP586E1621
proteine0. 116878858+ 0. 132585705 Ras- i nduced senescence 1¢Rl SleHs.35861¢¢¢¢
215363_x_at *"gb: AWL68915 / DB _XREF=gi : 6400440 / DB_XREF=xj 15b10. x1

/ CLONE=I MAGE: 2657275 / FEA=nNRNA / CNT=4 / Tl D=Hs. 283946. 0 / TI ER=ConsEnd / STK=3
/ UG=Hs. 283946 /UG _TI TLE=Honp sapi ens prostate-specific nenbrane anti gen PSM
MRNA, exon 18 alternative splice variant, partial

c"+0.116240554+0. 066948898+ f ol at e hydrol ase (prostate-specific nmenbrane
antigen) 1e¢FOLHleHs. 380325+« ENSG00000086205+ 6508 // proteol ysis and

peptidol ysis // non-traceabl e author statenente5624 // menbrane fraction //
traceabl e author statenment /// 5887 // integral to plasma nenbrane //
traceabl e author statenent /// 16020 // menbrane // non-traceabl e author
statenment+4180 // carboxypepti dase activity // inferred fromelectronic
annotation /// 8237 // metallopeptidase activity // inferred fromelectronic
annotation /// 16805 // dipeptidase activity // inferred fromelectronic
annotation /// 43275 // gl utamate carboxype

206640_x_at «"gb: NM 001477.1 / DB_XREF=gi : 4503888 / GEN=GAGE7B / FEA=FLmRNA

[/ CNT=12 /Tl D=Hs. 251677.0 / TI ER=FL / STK=0 / UG=Hs. 251677 /LL=26748 / DEF=Hono



sapiens G antigen 7B (GAGE7B), nRNA. /PROD=G antigen 7B /FL=gb: AF055474. 1
gb: NM 001477. 1"+0.114989139+0. 101191341+ G antigen 2 /// G antigen 4 /// G
antigen 5 /// Gantigen 6 /// Gantigen 7 /// G antigen 7B-GAGE2 /// GAGE4
/1] GAGE5 /// GAGE6 /// GAGE7 /// GAGE7BeHs. 278606« ENSG00000068990 ///
ENSG00000189064 /// ENSQ0000198716¢ ¢«

223730_at«"gb: AF111178. 1 / DB_XREF=gi : 4877642 | GEN=GPC6 / FEA=FLNRNA / CNT=27

/ TI D=Hs. 118407. 0 / Tl ER=FL+St ack / STK=15 /UG=Hs. 118407 /LL=10082 / DEF=Honmo
sapi ens glypican-6 (GPC6) nRNA, conplete cds. /PROD=gl ypican-6

/ FL=gb: AF105267. 1 gb: NM 005708. 2

gb: AF111178. 1"+ 0. 114421512+ 0. 244049106+ gl ypi can

6 GPC6e Hs. 444329+« ENSG00000183098++5578 // extracel lular matri x (sensu

Met azoa) // inferred fromelectronic annotation /// 5887 // integral to

pl asma nenbrane // traceable author statenent /// 16020 // nenbrane //
inferred fromel ectroni c annot ati one

212810_s_at e gb: W 2527 / DB_XREF=gi : 1382184 / DB_XREF=zd63a09. s1

/ CLONE=I MAGE: 345304 / FEA=EST / CNT=108 / Tl D=Hs. 286049. 2 / TI ER=St ack / STK=29
/' UG=Hs. 286049 /LL=29968 / UG_GENE=PSA /UG _TI TLE=phosphoseri ne

am not r ansf erase0. 111827078+ 0. 042080476+ "sol ute carrier famly 1
(glutamat e/ neutral am no acid transporter), nenber

4"+ SLCLA4e Hs. 323878+ ENSG0000115902+ 6810 // transport // inferred from

el ectronic annotation /// 6835 // dicarboxylic acid transport // inferred
fromelectronic annotation /// 15804 // neutral am no acid transport //
traceabl e author statenente5624 // menbrane fraction // traceabl e author
statenment /// 5887 // integral to plasma nmenbrane // traceabl e author
statenent /// 16020 // menbrane // inferred fromelectronic annotatione15175
/1 neutral amino acid transporter activity // traceabl e author statenent ///
15293 // synporter activity // inferred fromelectronic annotation /// 17153
/1 sodium di carboxyl ate synporter activity // inferred fromelectronic
annot ati on

213249 _at « gh: AU145127 / DB_XREF=gi : 11006648 / DB_XREF=AU145127

/ CLONE=HEMBA1003978 / FEA=FLNRNA / CNT=70 / Tl D=Hs. 76798. 0 / TI ER=St ack / STK=34
/[ UG=Hs. 76798 /LL=23194 /UG GENE=FBXL7 /UG Tl TLE=f - box and | euci ne-rich repeat
protein 7 /FL=gb: NM 012304.1 gb: AF199356. 1+ 0. 111600507+ 0. 183428585+ F- box and
| euci ne-rich repeat protein 7¢FBXL7¢Hs. 433057« ENSG00000183580+ 6511 //

ubi qui ti n-dependent protein catabolism// non-traceabl e author statenent ///
6512 // ubiquitin cycle // inferred fromelectronic annotatione151 //
ubiquitin |igase conplex // non-traceabl e author statenente4842 //
ubiquitin-protein |igase activity // non-traceabl e author statenent

207601 _at " gb: NM_ 014465. 1 / DB_XREF=gi : 7657620 / GEN=ST1B2 / FEA=FLnMRNA / CNT=4
/ TI D=Hs. 129742.0 / TIER=FL / STK=0 / UG=Hs. 129742 /LL=27284 / DEF=Honp sapi ens
thyroid hornone slfotransferase (ST1B2), nmRNA. /PROD=t hyroi d hor none

sl fotransferase /FL=gh: D89479. 1

gb: NM 014465. 1"+0. 111374175-0. 073612685+ "sul fotransferase famly, cytosolic,
1B, menber 1"« SULT1BleHs. 129742« ENSG00000173597+6629 // lipid metabolism//
inferred fromelectronic annotation /// 8202 // steroid netabolism//
inferred fromelectronic annotation /// 18958 // phenol nmnetabolism//
inferred fromdirect assay /// 42403 // thyroid hornone netabolism//
inferred fromdire5829 // cytosol // non-traceabl e author statenente8146 //
sul fotransferase activity // inferred fromdirect assay /// 16740 //
transferase activity // inferred fromelectronic annotation
1569454 _a_at " gb: BG475827 / DB_XREF=gi : 13408095 / DB_XREF=602520843F1

/ CLONE=I MAGE: 4639114 /Tl D=Hs2. 123542. 3 / CNT=4 / FEA=nRNA / Tl ER=ConsEnd / STK=0
/ UG=Hs. 123542 /UG Tl TLE=Hono sapi ens, cl one | MAGE: 4639114,

MRNA" « 0. 111020905+ 0. 151150519+ hypot heti cal protein

LOC283352¢ LOC283352¢ Hs. 507268¢ ¢ »

211656_x_at«"gb: M32577. 1 / DB_XREF=gi : 188194 / GEN=HLA- DQB1 / FEA=FLNRNA / CNT=1
/ TI D=HsAf f x. 900420. 361 / TI ER=FL / STK=0 / DEF=Human NMHC HLA- DQ bet a nRNA,

conpl ete cds. /FL=gh: MB2577. 1"«0.110940149+0. 052585694+ " naj or

hi st oconpatibility conplex, class Il, DQ beta 1 /// major histoconpatibility
conplex, class Il, DQ beta 1"«HLA-DQBle Hs. 409934¢+" 6955 // immune response //
inferred fromelectronic annotation /// 6955 // inmmune response //
non-traceabl e author statenent /// 19884 // antigen presentation, exogenous
antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exoge"+16020 // nenbrane // inferred fromelectronic annotation
/11l 16020 // nenbrane // non-traceable author statenment /// 16021 // integra
to menbrane // inferred from el ectronic annotatione45012 // MHC cl ass |
receptor activity // inferred fromelectronic annotation /// 45012 // NMHC
class Il receptor activity // non-traceabl e aut hor statenent
220012_at «"gb: NM_ 019891. 1 / DB_XREF=gi : 9845248 / GEN=EROL- L( BETA) / FEA=FLnRNA
/ CNT=19 /Tl D=Hs. 150763. 0 / TI ER=FL / STK=0 / UG=Hs. 150763 /LL=56605 / DEF=Hono
sapi ens endopl asm ¢ reticul um oxi doreductin 1-Lbeta (EROL-L(BETA)), nmRNA

/ PROD=endopl asm ¢ reticul um oxi doreductin"+0.110018004«0. 150562053« EROL- | i ke
beta (S. cerevisiae)e*EROLLBe Hs. 424926+ ENSG00000086619+ 6118 // el ectron
transport // inferred fromelectronic annotation /// 6457 // protein folding
/1 traceable author statement /// 6810 // transport // inferred from

el ectronic annotati on*5783 // endoplasmic reticulum// traceabl e author
statenent /// 16020 // menbrane // inferred fromelectronic annotations16491
/1 oxidoreductase activity // non-traceable author statement /// 51082 //
unf ol ded protein binding // non-traceabl e aut hor statenent
212143 _s_at »gb: BF340228 / DB_XREF=gi : 11286690 / DB_XREF=602036816F1

/ CLONE=I MAGE: 4185050 / FEA=FLNMRNA / CNT=452 /Tl D=Hs. 77326. 1 / Tl ER=St ack / STK=9



[/ UG=Hs. 77326 /LL=3486 /UG GENE=|I GFBP3 /UG TI TLE=i nsulin-1i ke growh factor

bi ndi ng protein 3 /FL=gb: NM 000598. 1¢0. 109697262+ 0. 221369249+i nsul i n-1 i ke
growm h factor binding protein 3¢ G-BP3¢Hs. 450230« ENSG00000146674+ 1558 //
regul ation of cell growmh // inferred fromelectronic annotation /// 9968 //
negative regul ati on of signal transduction // non-traceabl e author statenent
/1]l 43065 // positive regulation of apoptosis // inferred from nutant
phenotype /// 45663 // <5576 // extracellular region // inferred from

el ectronic annotation /// 5576 // extracellular region // non-traceable

aut hor statenent«5520 // insulin-like growh factor binding // inferred from
el ectronic annotation /// 5520 // insulin-like gromh factor binding //
non-traceabl e author statenment /// 8160 // protein tyrosine phosphatase
activator activity // inferred fromdirect assay //

238689 _at " gb: BG426455 / DB_XREF=gi : 13332961 / DB_XREF=602492853F1

/ CLONE=I MAGE: 4606932 / FEA=EST / CNT=9 / Tl D=Hs. 256897. 0 / TI ER=ConsEnd / STK=0

/ UG=Hs. 256897 /UG Tl TLE=ESTs, Weakly simlar to dJ365012. 1

(H. sapi ens)"+«0. 108025082+ 0. 393579478+ G pr ot ei n-coupl ed recept or

110+ GPR110° Hs. 256897« ENS@0000153292« 7165 // signal transduction // inferred
fromelectronic annotation /// 7218 // neuropeptide signaling pathway //
inferred fromel ectronic annotation*16020 // menbrane // inferred from

el ectronic annotation /// 16021 // integral to menbrane // inferred from

el ectronic annotatione4872 // receptor activity // inferred fromelectronic
annotation /// 4930 // G protein coupled receptor activity // inferred from
el ectroni c annotation

231040_at » gb: AW12988 / DB_XREF=gi : 7151066 / DB_XREF=xt 76b02. x1

/ CLONE=I MAGE: 2792331 / FEA=EST / CNT=9 / Tl D=Hs. 184780. 0 / Tl ER=St ack / STK=9

/ UG=Hs. 184780 /UG Tl TLE=ESTs* 0. 107947505+ 0. 2027467+ " CDNA FLJ43172 fis, clone
FCBBF3007242" ¢ ¢ Hs. 4466609 ¢ ¢ »

205816_at « " gb: NM_002214. 1 / DB_XREF=gi : 4504778 / GEN=I TGB8 / FEA=FLNRNA / CNT=26
/ TI D=Hs. 52620. 0 / TI ER=FL / STK=0 / UG=Hs. 52620 /LL=3696 / DEF=Hono sapi ens
integrin, beta 8 (1TGB8), nNRNA. /PROD=i ntegrin, beta 8 /FL=gb: NM 002214.1
gb:NV3780.1"-0.107837992-0.187497338-"integrin, bet a

8" | TCB8* Hs. 285724« ENSGD0000105855 7160 // cell-matrix adhesion // inferred
fromelectronic annotation /// 7229 // integrin-nediated signaling pathway //
inferred fromelectronic annotati on*8305 // integrin conplex // traceable

aut hor statenent /// 16021 // integral to nmenbrane // inferred from

el ectronic annotatione4872 // receptor activity // inferred fromelectronic
annotation /// 5515 // protein binding // inferred fromelectronic
annot ati on

229831 _at e+ gh: BE221817 / DB_XREF=gi : 8909135 / DB_XREF=hr 59h08. x1

/ CLONE=I MAGE: 3132831 / FEA=nRNA / CNT=17 /Tl D=Hs. 35089. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 35089 /LL=5067 /UG _GENE=CNTN3 /UG TI TLE=contactin 3 (pl asmacytoma
associ at ed) »0. 107103389+ 0. 079832617+ contactin 3 (pl asnmacyt ona

associ at ed) e CNTN3e Hs. 12723+ ENSG00000113805+ 7155 // cell adhesion // inferred
from el ectronic annotati one16020 // nmenbrane // inferred fromelectronic
annot ati on*5515 // protein binding // inferred fromelectronic annotation
1553033_at « " gh: NM_138780. 1 / DB_XREF=gi : 20270304 / GEN=SYTL5 / Tl D=Hs2. 367758. 1
/ CNT=2 | FEA=FLnRNA / TI ER=FL / STK=2 /LL=94122 /UG=Hs. 367758 / DEF=Honp sapi ens
synaptotagmn-like 5 (SYTL5), nRNA. /PROD=synaptotagmn-like 5

/ FL=gb: NM _138780. 1 gb:A5080222.1"-0.106382071-0.228294406-synaptotagnin-Iike
5¢ SYTL5e Hs. 97774« ENSG00000147041-6886 // intracellular protein transport //
inferred fromel ectronic annotatione*5515 // protein binding // inferred from
el ectronic annotation /// 17137 // Rab GIPase binding // inferred from

el ectroni c annotation

209459_s_at+"gb: AF237813. 1 / DB_XREF=gi : 9963907 / FEA=FLnRNA / CNT=144

/ TI D=Hs. 283675. 0 / Tl ER=FL+St ack / STK=50 /UG=Hs. 283675 /LL=57416

/ UG_GENE=NPDO09 / DEF=Hono sapi ens NPDO09 nRNA, conplete cds. /PROD=NPDO09

/ FL=gb: NM 020686. 1 gb: AF237813. 1"+ 0. 105606686+ 0. 35370866 4- ani nobut yr at e

am not r ansf er ases ABAT« Hs. 336768+ ENSGD0000183044+ 7268 // synaptic transmi ssion
/1 non-traceabl e author statenent /// 9448 // gamma-ani nobutyric acid
netabolism// inferred fromelectronic annotation /// 42135 //
neurotransmtter catabolism// inferred fromelectronic annotatione5759 //

m tochondrial matrix // non-traceabl e author statenente3867 //

4- am nobutyrate transam nase activity // non-traceable author statement ///
16740 // transferase activity // inferred fromelectronic annotation ///
30170 // pyridoxal phosphate binding // inferred fromelectronic annotation
/11 47298 /] (S)-3-am

231729_s_at«"gb: NM_004058. 1 / DB_XREF=gi : 4757907 / GEN=CAPS / FEA=FLNRNA / CNT=10
/ TI D=Hs. 26685. 1 / TI ER=FL / STK=0 / UG=Hs. 26685 /LL=828 / DEF=Honp sapi ens

cal cyphosi ne (CAPS), nRNA. /PROD=cal cyphosi ne

/ FL=gb: NM_004058. 1"+ 0. 105054705+ 0. 121922884+ cal cyphosi ne* CAPSe Hs. 549024+ ENSQ00
000105519+ 7242 // intracellular signaling cascade // traceabl e author
statenmente«5509 // calciumion binding // inferred fromelectronic annotation
/1] 5509 // calciumion binding // traceabl e author statenent

206214 _at " gb: NM_005084. 1 / DB_XREF=gi : 4826883 / GEN=PLA2G7 / FEA=FLMRNA / CNT=21
/ TI D=Hs. 93304. 0 / TI ER=FL+St ack / STK=8 / UG=Hs. 93304 /LL=7941 / DEF=Honp sapi ens
phosphol i pase A2, group VIl (platelet-activating factor acetyl hydrol ase,

pl asma) (PLAZGV), MRNA. / PROD=phospho"«0. 103817825+ 0. 293810062« " phosphol i pase
A2, group VIl (platelet-activating factor acetyl hydrol ase, plasm) ///
phosphol i pase A2, group VIl (platelet-activating factor acetyl hydrol ase,

pl asma) "« PLA2G/+ Hs. 93304+ ENSG00000146070+ 6954 // inflammatory response //
traceabl e author statenent /// 16042 // lipid catabolism// inferred from



el ectronic annotati on*5576 // extracellular region // traceabl e author
statement /// 8247 /| 2-acetyl-1-al kyl gl ycer ophosphochol i ne esterase conpl ex
/1 inferred fromelectronic annotatione3847 //

1-al kyl - 2-acet yl gl ycer ophosphochol i ne esterase activity // inferred from

el ectronic annotation /// 5543 // phospholipid binding // traceabl e author
statement /// 16787 // hydrol ase activity // inferred fromelectronic
annot ati on

212811 x_ategb: Al 889380 / DB _XREF=gi : 5594544 [/ DB_XREF=wnD8e02. x1

/ CLONE=I MAGE: 2443994 | FEA=EST / CNT=108 / Tl D=Hs. 286049. 2 / TI ER=St ack / STK=22
/' UG=Hs. 286049 /LL=29968 / UG_GENE=PSA / UG_TI TLE=phosphoseri ne

am not r ansf er ases 0. 103652418+ 0. 105139694+ "sol ute carrier famly 1
(glutamat e/ neutral am no acid transporter), nenber

4"+ SLCLA4e Hs. 323878+ ENSG0000115902¢ 6810 // transport // inferred from

el ectronic annotation /// 6835 // dicarboxylic acid transport // inferred
fromelectronic annotation /// 15804 // neutral am no acid transport //
traceabl e author statenente5624 // menbrane fraction // traceabl e author
statenment /// 5887 // integral to plasma nmenbrane // traceabl e author
statenent /// 16020 // menbrane // inferred fromelectronic annotatione15175
/! neutral amino acid transporter activity // traceabl e author statenent ///
15293 // synporter activity // inferred fromelectronic annotation /// 17153
/1 sodi um di carboxyl ate synporter activity // inferred fromelectronic
annot ati on

228635_at » gb: Al 640307 / DB_XREF=gi : 4703416 / DB_XREF=wal6f 11. x1

/ CLONE=I MAGE: 2298285 / FEA=NRNA / CNT=26 / Tl D=Hs. 146858. 0 / Tl ER=St ack / STK=8

/ UG=Hs. 146858 /LL=57575 /UG _GENE=PCDH10 /UG TI TLE=pr ot ocadherin

10+ 0. 101703829+ 0. 124060607+ pr ot ocadheri n

10 PCDH10e Hs. 192859« ENSG00000138650 7155 // cell adhesion // inferred from
el ectronic annotation /// 7156 // homophilic cell adhesion // inferred from
el ectroni c annotatione16020 // nenbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annot ati on*5509 // calciumion binding // inferred fromelectronic annotation
/11 5515 // protein binding // inferred fromelectronic annotation

205899 _at «"gb: NM_ 003914. 1 / DB_XREF=gi : 4502610 / GEN=CCNAL1 / FEA=FLnRNA / CNT=39
/ TI D=Hs. 79378. 0 / TI ER=FL+St ack / STK=23 /UG=Hs. 79378 /LL=8900 / DEF=Hono
sapiens cyclin Al (CCNA1), nRNA. /PROD=cyclin Al /FL=gb: NM 003914.1

gh: U66838. 1"+« 0. 100625716+ 0. 079106949+ cycl i n

Ale CCNAle Hs. 417050 ENS@G00000133101«79 // regul ati on of cyclin dependent
protein kinase activity // not recorded /// 910 // cytokinesis // inferred
fromelectronic annotation /// 7067 // mtosis // inferred fromelectronic
annotation /// 7126 // neiosis // inferred fromelectronic annotati 0°5634 //
nucleus // inferred fromelectronic annotation /// 5829 // cytosol //
traceabl e aut hor statenmente

235401_s_at«"gb: AL560266 / DB_XREF=gi : 12906564 / DB_XREF=AL560266

/ CLONE=CSOD®X07Y&X0 (5 prine) /FEA=EST /CNT=29 /Tl D=Hs. 266331. 0 / TI ER=ConsEnd
/ STK=0 /UG=Hs. 266331 /UG TI TLE=ESTs, Weakly simlar to A39878 Fc gamma

(H. sapi ens) "+ 0. 100208492+ 0. 167202032+ Fc receptor honol og expressed in B

cel | se FREBe Hs. 266331« ENSG00000132185+ 4872 // receptor activity // inferred
from el ectronic annotation

203186_s_at «"gb: NM_002961. 2 / DB_XREF=gi : 9845514 / GEN=S100A4 / FEA=FLmRNA

/ CNT=158 / Tl D=Hs. 81256. 0 / TI ER=FL+St ack / STK=85 / UG=Hs. 81256 /LL=6275

/| DEF=Honmo sapi ens S100 cal ci um bi nding protein A4 (cal cium protein,

cal vasculin, metastasin, nurine placental honol og)
(S100A4"+0. 10002544+ 0. 091204395+ " S100 cal ci um bi ndi ng protein A4 (cal ci um
protein, calvasculin, netastasin, nurine placental

honol og) "« S100A4+ Hs. 81256« ENSG00000196154¢+ 5509 // cal ciumion binding //
traceabl e aut hor statenent

205566_at « " gb: NM_007011. 1 / DB_XREF=gi : 5901977 / GEN=HS1- 2 / FEA=FLnRNA / CNT=30
/ TI D=Hs. 99364. 0 / Tl ER=FL+St ack / STK=16 /UG=Hs. 99364 /LL=11057 / DEF=Honmo

sapi ens putative transnenbrane protein (HS1-2), nRNA /PROD=putative
transmenbrane protein /FL=gb: NM 007011. 1"« 0. 097176989+ 0. 391731358+ abhydr ol ase
domai n cont ai ni ng 2« ABHD2e Hs. 122337« ENSG0000140526++ 16021 // integral to
menbrane // non-traceabl e author statenente3824 // catalytic activity //
inferred fromel ectroni c annotation

231728_at «"gb: NM_004058. 1 / DB_XREF=gi : 4757907 / GEN=CAPS / FEA=FLNRNA / CNT=10
/ TI D=Hs. 26685. 1 / TI ER=FL / STK=0 / UG=Hs. 26685 /LL=828 / DEF=Honp sapi ens

cal cyphosi ne (CAPS), nRNA. /PROD=cal cyphosi ne

/ FL=gb: NM_004058. 1"+ 0. 094848677+ 0. 203588093+ cal cyphosi ne* CAPSs Hs. 549024+ ENSQ00
000105519+ 7242 // intracellular signaling cascade // traceabl e author
statenmente«5509 // calciumion binding // inferred fromelectronic annotation
/11 5509 // calciumion binding // traceabl e author statenent
202986_at » " gb: NM_ 014862. 1 / DB_XREF=gi : 7662049 / GEN=KI AA0307 / FEA=FLmMRNA

/ CNT=136 /Tl D=Hs. 6111. 0 / Tl ER=FL+St ack / STK=60 /UG=Hs. 6111 /LL=9915 / DEF=Hono
sapi ens Kl AA0307 gene product (KIAA0307), nRNA. /PROD=KI AA0307 gene product
/ FL=gb: AB002305. 1 gb: NM 014862. 1"+« 0. 094604796+ 0. 068925702+ ar yl - hydr ocar bon
receptor nucl ear translocator 2¢ARNT2¢Hs. 459070 ENSG)0000172379+1666 //
response to hypoxia // inferred fromdirect assay /// 1701 // enbryonic
devel opnent (sensu Mammalia) // inferred from sequence or structura
simlarity /// 6350 // transcription // inferred fromelectronic annotation
/1] 6355 // regulation of tran*5634 // nucleus // inferred fromdirect assay
/1] 5634 // nucleus // inferred fromelectronic annotatione3700 //
transcription factor activity // inferred fromelectronic annotation /// 3700



/1 transcription factor activity // inferred from sequence or structura
simlarity /// 4871 // signal transducer activity // inferred fromelectronic
annotation /// 506

226695_at * gb: AA775472 / DB_XREF=qgi : 2834806 / DB_XREF=zf 29b06. s1

/ CLONE=I MAGE: 378323 / FEA=EST / CNT=60 /Tl D=Hs. 9071. 2 /Tl ER=St ack / STK=47

/ UG=Hs. 9071 /LL=10424 /UG _GENE=PMBP / UG Tl TLE=pr ogest er one nenbr ane bi ndi ng
pr ot ei ne0. 094502012+ 0. 100223241+ pai red rel at ed honmeobox

1e PRRX1e Hs. 283416« ENSG00000116132" 6355 // regul ati on of transcription

DNA- dependent // inferred fromel ectronic annotation /// 7275 // devel oprent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotati on*3700 // transcription factor activity // inferred from
el ectronic annotation /// 3713 // transcription coactivator activity //
traceabl e aut hor statenent

206363_at « " gh: NM_005360. 2 / DB_XREF=gi : 5453735 / GEN=MAF / FEA=FLnRNA / CNT=15

/ TI D=Hs. 30250. 0 / TI ER=FL / STK=5 / UG=Hs. 30250 /LL=4094 / DEF=Hono sapi ens v- maf
nmuscul oaponeurotic fibrosarcoma (avian) oncogene honol og ( MAF), nmRNA

/ PROD=v- maf rmuscul oaponeurotic fi br osar coma” + 0. 091295455+ 0. 101234751 v- maf
nmuscul oaponeurotic fibrosarcoma oncogene honol og

(avi an) « MAFe Hs. 134859+ ENSQ00000178573+" 6350 // transcription // inferred from
el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 6366 // transcription from RNA
pol ymerase ||l pronmoter // traceable author statenment"«785 // chromatin //
traceabl e author statenent /// 5634 // nucleus // inferred fromelectronic
annot atione3677 // DNA binding // inferred fromelectronic annotation ///
3702 // RNA polynerase Il transcription factor activity // traceabl e aut hor
st at enent

222450_at » " gh: AL035541 / DB_XREF=gi : 11546043 / FEA=FLnRNA / CNT=273

/ TI D=Hs. 83883. 0 /Tl ER=St ack / STK=85 /UG=Hs. 83883 /LL=56937 /UG _CENE=TMEPAI

/ UG_TI TLE=t r ansenbr ane, prostate androgen i nduced RNA /DEF=Human DNA
sequence from cl one RP4-718J7 on chronosone

200913. 31-13."+0.090363710. 119402112+ "t r ansnenbr ane, prostate androgen

i nduced RNA"e TMEPAI » Hs. 517155+ ENSGR00000124225+ 30521 // androgen receptor
signaling pathway // non-traceabl e author statenmente16021 // integral to
menbrane // non-traceabl e aut hor statenente

1556200_a_at * " gb: BC021140. 1 / DB_XREF=gi : 18088969 / TI D=Hs2. 129481. 1 / CNT=11

| FEA=nRNA / TI ER=ConsEnd / STK=4 /LL=118611 /UG GENE=FLJ32938 / UG=Hs. 129481

/ UG_TI TLE=hypot heti cal protein FLJ32938 /DEF=Hono sapiens, Sinmilar to R KEN
cDNA 4933400E14 gene, clone | MAGE: 4871932,

nm'« 0. 089976297+ 0. 122790807+ chr onbsone 10 open readi ng frane

90+ C10o0r f 90 Hs. 44939+ ENSG)0000154493¢ « »

222449 at " gh: AL035541 / DB_XREF=gi : 10198628 / FEA=FLnRNA / CNT=273

/ TI D=Hs. 83883. 0 / TI ER=St ack /STK=21 / UG=Hs. 83883 /LL=56937 / UG_GENE=TNMEPAI

/ UG_TI TLE=t r ansmenbr ane, prostate androgen i nduced RNA / DEF=Hurman DNA
sequence from clone 718J7 on chronosone 20qg13. 31-13. 33.
"e0.0842706¢0. 124374955+ "t r ansnenbr ane, prostate androgen induced

RNA" « TMEPAI » Hs. 517155+ ENSG00000124225+ 30521 // androgen receptor signaling
pat hway // non-traceabl e author statemente16021 // integral to menbrane //
non-traceabl e aut hor statenente

206046_at «"gh: NM_003812. 1 / DB_XREF=gi : 4501912 / GEN=ADAM23 / FEA=FLnRNA / CNT=26
/ TID=Hs. 7164. 0 / TI ER=FL+St ack / STK=11 /UG=Hs. 7164 /LL=8745 / DEF=Hono sapi ens
a disintegrin and netall oprotei nase domain 23 (ADAM23), nRNA. /PROD=a

di sintegrin and netal |l oprotei nase domain "«0.084204157+0. 102485831« a

di sintegrin and netal |l oprotei nase domain

23+ ADAMR3e Hs. 370287« ENSE00000114948+ 6508 // proteol ysis and peptidolysis //
inferred fromelectronic annotation /// 7155 // cell adhesion // inferred
fromelectronic annotation /// 7417 // central nervous system devel opnent //
traceabl e author statenent«5887 // integral to plasma nmenbrane // traceable
aut hor statenente4222 // netall oendopepti dase activity // inferred from

el ectronic annotation /// 5178 // integrin binding // traceabl e author
statement /// 5515 // protein binding // inferred fromelectronic annotation
215001_s_at+gh: AL161952. 1 / DB_XREF=gi : 7328002 / GEN=DKFZp434M)813 / FEA=nRNA

/ CNT=10 /Tl D=Hs. 170171.1 /Tl ER=ConsEnd / STK=0 /UG=Hs. 170171 /LL=2752

/| DEF=Honmo sapi ens nRNA; cDNA DKFZp434MD813 (from cl one DKFZp434MD813);
partial cds. /PROD=hypothetica

pr ot ei ne0. 082418868+ 0. 462450308+ gl ut amat e- ammoni a | i gase (gl utam ne

synt hase) s GLULe Hs. 518525« ENS(00000135821+ 1505 // regul ati on of
neurotransmtter levels // not recorded /// 6542 // gl utan ne biosynthesis //
inferred fromelectronic annotation /// 6542 // gl utam ne biosynthesis // not
recorded /// 6807 // nitrogen conpound netabolism// inferred from

el ectronice«4356 // glutanmate-amonia |igase activity // inferred from

el ectronic annotation /// 16874 // ligase activity // inferred from

el ectroni c annotation

228827_ategb: Al 217416 / DB_XREF=qgi : 3797231 / DB_XREF=qh22h01. x1

/ CLONE=I MAGE: 1845457 | FEA=nRNA / CNT=28 / Tl D=Hs. 90858. 0 / Tl ER=St ack / STK=12

/ UG=Hs. 90858 / UG _TI TLE=Hono sapi ens cl one 25023 nRNA

sequencee 0. 079814977+ 0. 09407927« " Runt -rel ated transcription factor 1
translocated to, 1 (cyclin

D-rel ated) "+« RUNX1T1e Hs. 368431+ ENSG0000079102+ " 6091 // generation of
precursor netabolites and energy // traceable author statement /// 6350 //
transcription // inferred fromelectronic annotation /// 6355 // regul ation
of transcription, DNA-dependent // inferred fromelectronic annotation"«5634



/1 nucleus // inferred fromelectronic annotatione3700 // transcription
factor activity // inferred fromelectronic annotation /// 3700 //
transcription factor activity // traceabl e author statenent

212942_s_at+"gb: AB033025. 1 / DB_XREF=gi : 6330400 / GEN=KI AA1199 / FEA=MRNA

/ CNT=110 / Tl D=Hs. 50081. 1 / TI ER=St ack / STK=30 / UG=Hs. 50081 /LL=57214 / DEF=Hono
sapi ens nRNA for KIAA1199 protein, partial cds. /PROD=KIAA1199
protein"+0.078064868+ 0. 056895906+ KI AA1199¢ KI AA1199¢ Hs. 459088+ ENSG00000103888+ 7
605 // perception of sound // inferred fromelectronic annotationee
218872_at+"gb: NM 017899. 1 / DB_XREF=gi : 8923562 / GEN=FLJ20607 / FEA=FLmRNA

/ CNT=78 /Tl D=Hs. 18791. 0 / TI ER=FL / STK=0 /UG=Hs. 18791 /LL=54997 / DEF=Honmo
sapi ens hypot hetical protein FLJ20607 (FLJ20607), nRNA. /PROD=hypothetica
protein FLJ20607 / FL=gb: NM_ 017899. 1"+ 0. 076566756+ 0. 118094084+ hypot heti ca
protein FLJ20607¢ TSCs Hs. 525709« ENSG00000088992¢+ 5509 // cal ci umion binding
/1 inferred fromelectronic annotation

202016_at « " gb: NM_002402. 1 / DB_XREF=gi : 4505154 / GEN=MEST / FEA=FLnRNA / CNT=338
/ TI D=Hs. 79284. 0 / Tl ER=FL+St ack / STK=133 /UG=Hs. 79284 /LL=4232 / DEF=Hono

sapi ens nmesoderm specific transcript (nmouse) honol og (MEST), nRNA

/ PROD=nesoder m speci fic transcript (nouse)

honol 0g"+0. 076289883+ 0. 424846248+ nesoder m speci fic transcri pt honol og
(rmouse) « MESTe Hs. 270978« ENSG00000106484+ 6805 // xenobi otic metabolism//
inferred fromelectronic annotation /// 7498 // mesoderm devel opnent //
traceabl e author statenment /// 9636 // response to toxin // inferred from

el ectronic annotatione+3824 // catalytic activity // inferred fromelectronic
annotation /// 16787 // hydrol ase activity // inferred fromelectronic
annot ati on

202450_s_at «"gb: NM_000396. 1 / DB_XREF=gi : 4503150 / GEN=CTSK / FEA=FLnMRNA

/ CNT=288 / Tl D=Hs. 83942. 0 / TI ER=FL+St ack / STK=163 / UG=Hs. 83942 /LL=1513

/ DEF=Honmo sapi ens cat hepsin K (pycnodysost03|s) (CTSK), nRNA. /PROD=cat hepsin
K (pycnodysost osi s) /FL=gh: NM 000396.

gh: U13665. "+ 0. 075433961 0. 099812796-cathep3|n K

(pycnodysost osi s) « CTSKe Hs. 523594« ENSG00000143387+ 6508 // proteol ysis and
peptidolysis // traceable author statenmente«5764 // |ysosone // not
recordede4216 // cathepsin K activity // traceabl e author statenent
209823_x_at"gb: ML7955. 1 / DB _XREF=gi : 188178 / FEA=FLnRNA / CNT=88

[ TID=Hs. 73931. 2 / TI ER=FL / STK=0 /UG=Hs. 73931 /LL=3119 /UG GENE=HLA- DQB1

/ UG _TI TLE=maj or hi stoconpatibility conplex, class Il, DQ beta 1 /DEF=Human
MHC class Il HLA-DQ beta nmRNA, conplete cds.

/ FL=gb: MB390" « 0. 074002214+ 0. 053890145+ " naj or hi st oconpatibility conpl ex,
class I'l, DQ beta 1"«HLA- DQBleHs. 409934++" 6955 // inmune response // inferred
fromelectronic annotation /// 6955 // inmune response // non-traceable

aut hor statenent /// 19884 // antigen presentation, exogenous antigen //
inferred fromelectronic annotation /// 19886 // antigen processing,

exoge" 16020 // nmenbrane // inferred fromelectronic annotation /// 16020 //
menbrane // non-traceabl e author statenment /// 16021 // integral to menbrane
/1 inferred fromelectronic annotatione45012 // MHC class Il receptor
activity // inferred fromelectronic annotation /// 45012 // NMHC cl ass |
receptor activity // non-traceabl e author statenent

238852_at » gh: AA424567 / DB_XREF=gi : 2103537 / DB_XREF=zv91f 03. s1

/ CLONE=I MAGE: 767165 / FEA=EST / CNT=7 / Tl D=Hs. 283549. 0 / TI ER=ConsEnd / STK=3

/ UG=Hs. 283549 /UG Tl TLE=ESTs* 0. 07382592+ 0. 062747688+ Pai red rel at ed homeobox
1e PRRX1e Hs. 283416« ENSG00000116132" 6355 // regul ati on of transcription

DNA- dependent // inferred fromel ectronic annotation /// 7275 // devel oprent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotation*3700 // transcription factor activity // inferred from
el ectronic annotation /// 3713 // transcription coactivator activity //
traceabl e aut hor statenent

236044 _at » gb: BF130943 / DB_XREF=gi : 10969983 / DB_XREF=601819760F1

/ CLONE=I MAGE: 4051623 / FEA=EST / CNT=9 / Tl D=Hs. 40479. 0 / Tl ER=ConsEnd / STK=0

/ UG=Hs. 40479 / UG Tl TLE=ESTs*0. 073438667+ 0. 065126078+ phosphati di ¢ acid
phosphat ase type 2 domain containi ng 1e PPAPDCle Hs. 4047Q¢ ¢+
209550_at " gb: U35139. 1 / DB _XREF=gi : 1754970 / FEA=FLRNA / CNT=122

/ TI D=Hs. 50130. 0 / TI ER=FL+St ack / STK=51 /UG=Hs. 50130 /LL=4692 /UG _GENE=NDN

/ DEF=Hurman NECDI N rel ated protein nRNA, conplete cds. /PROD=NECDI N rel at ed
protein /FL=gh: U35139. 1 gb: NM 002487. 2"+« 0. 073287067+ 0. 087249588« necdi n
horol og (mouse) » NDNe Hs. 50130+ ENSGD0000182636+" 74 // regul ation of cell cycle
/1 non-traceabl e author statenent /// 1558 // regulation of cell growth //
inferred fromelectronic annotation /// 6350 // transcription // inferred
fromelectronic annotation /// 6355 // regulation of transcription

DNA- dep”+5634 // nucleus // inferred fromelectronic annotatione3677 // DNA
binding // inferred fromelectronic annotation

225996_at » gb: AV709727 / DB_XREF=qgi : 10727657 / DB_XREF=AV709727 |/ CLONE=ADCAZA04
/ FEA=nRNA / CNT=62 / Tl D=Hs. 21380. 0 / TI ER=St ack /STK=19 / UG=Hs. 21380

/ UG_TI TLE=Hono sapi ens nRNA; cDNA DKFZp586P1124 (from cl one

DKFZp586P1124) 0. 072656787+ 0. 180565831+ " CDNA FLJ36725 fis, clone
UTERU2012230" ¢« Hs. 21380e ¢+

204513_s_at+"gb: NM_014800. 1 / DB_XREF=gi : 7662037 / GEN=KI AA0281 / FEA=FLmMRNA

/ CNT=73 |/ TI D=Hs. 31463. 0 / TI ER=FL+St ack /STK=27 /UG=Hs. 31463 /LL=9844

/ DEF=Honmo sapi ens Kl AA0281 gene product (KIAA0281), nRNA. /PROD=KI AA0281 gene
product /FL=gh: BC0O03051. 1 gbh: NM 014800. 1

gb: D87"+0. 0719081250. 117363161+ "engul fment and cell notility 1 (ced-12
honol og, C. el egans) "+ ELMOLe Hs. 304578+« ENSG00000155849- " 6911 // phagocytosi s,



engul frrent // inferred fromgenetic interaction /// 6915 // apoptosis //
non-traceabl e author statement /// 6928 // cell notility // inferred from
genetic interaction /// 16601 // Rac protein signal transduction // inferred
fromgene"«5737 // cytoplasm// inferred fromdirect assay /// 5856 //
cytoskeleton // inferred fromelectronic annotation /// 5886 // plasm
menbrane // inferred fromdirect assaye17124 // SH3 domain binding //
inferred from physical interaction

201185 _at«"gb: NM_ 002775. 1 / DB_XREF=gi : 4506140 / GEN=PRSS11 / FEA=FLnMRNA

/ CNT=347 /Tl D=Hs. 75111. 0 / Tl ER=FL+St ack / STK=154 /UG=Hs. 75111 /LL=5654

/| DEF=Hono sapi ens protease, serine, 11 (IGF binding) (PRSS11), nRNA

/ PROD=pr ot ease, serine, 11 (IGF binding)

/ FL=gh: D87258. 1"« 0. 071838285+ 0. 039448213+ " pr ot ease, serine, 11 (IGF

bi ndi ng) "« PRSS11+ Hs. 501280« ENSG00000166033+ 1558 // regul ati on of cell growth
/1 inferred fromelectronic annotation /// 6508 // proteolysis and
peptidolysis // inferred fromelectronic annotatione5615 // extracellul ar
space // traceabl e author statenent«4295 // trypsin activity // inferred from
el ectronic annotation /// 5520 // insulin-like gromh factor binding //
inferred fromelectronic annotation /// 8233 // peptidase activity //
inferred fromel ectroni c annotation

211258_s_at«"gb: AF149096. 1 / DB_XREF=gi : 6175597 / FEA=FLnMRNA / CNT=2

/ TI D=Hs. 170009. 1 / TI ER=FL / STK=0 /UG=Hs. 170009 /LL=7039 /UG GENE=TGFA

/ DEF=Honmo sapi ens transform ng growth factor-al pha variant | nmRNA
alternatively spliced product, conplete cds. /PROD=transforn ng
g"+0.070410046-0. 345628682+ "t ransforn ng growth factor

al pha"« TGFAs Hs. 170009+ ENSG00000163235+74 // regul ation of cell cycle //
inferred fromelectronic annotation /// 7267 // cell-cell signaling // not
recorded /// 8283 // cell proliferation // traceabl e author statenente5615 //
extracel lul ar space // not recorded /// 5625 // soluble fraction // not
recorded /// 5886 // plasma nenbrane // non-traceable author statement ///
5887 // integral to plasma nenbrane // not recordede4713 // protein-tyrosine
ki nase activity // traceable author statenent /// 4871 // signal transducer
activity // traceable author statement /// 5155 // epidermal growth factor
receptor activating ligand activity // not recorded /// 5515 // protein

bi ndi ng

205576_at « " gb: NM_000185. 2 / DB_XREF=gi : 7262380 / GEN=SERPI ND1 / FEA=FLmRNA

/ CNT=83 / TI D=Hs. 1478. 0 / TI ER=FL+St ack / STK=30 / UG=Hs. 1478 /LL=3053 / DEF=Hono
sapi ens serine (or cysteine) proteinase inhibitor, clade D (heparin
cofactor), menber 1 (SERPIND1), nRNA

/PRﬁIthepar"-O 06902562+ 0. 071191392« "serine (or cysteine) proteinase

i nhibitor, clade D (heparin cofactor), nenber

1"« SERPI NDL+ Hs. 474270+ ENSG0000099937+ 6935 // chemotaxis // inferred from

el ectronic annotation /// 7596 // blood coagulation // inferred from

el ectronic annotation /// 7600 // sensory perception // inferred from

el ectroni c annotati on*5576 // extracellular region // non-traceabl e author
statenment«4867 // serine-type endopeptidase inhibitor activity // inferred
fromelectronic annotation /// 8201 // heparin binding // inferred from

el ectroni c annotation

205991 _s_at «"gb: NM_006902. 2 / DB_XREF=gi : 12707578 / GEN=PMX1 / FEA=FLRNA

/ CNT=27 [ Tl D=Hs. 155606. 0 / Tl ER=FL / STK=0 / UG=Hs. 155606 /LL=5396 / DEF=Homo
sapi ens paired nmesoderm hormeo box 1 (PMX1), transcript variant pnk-la, nRNA
/ PROD=pai r ed nesoder m honeobox 1, isoform

prx-"+0. 068980332+ 0. 041073178+ pai red rel at ed honeobox

1e PRRX1e Hs. 283416« ENSG00000116132" 6355 // regul ati on of transcription

DNA- dependent // inferred fromelectronic annotation /// 7275 // devel oprent
/1 inferred fromelectronic annotation"+5634 // nucleus // inferred from

el ectronic annotation*3700 // transcription factor activity // inferred from
el ectronic annotation /// 3713 // transcription coactivator activity //
traceabl e aut hor statenent

206115_at " gb: NM_004430. 1 / DB_XREF=gi : 4758251 / GEN=EGR3 / FEA=FLNRNA / CNT=33
/ TI D=Hs. 74088. 0 / TI ER=FL+St ack / STK=20 / UG=Hs. 74088 /LL=1960 / DEF=Hono
sapiens early growth response 3 (EGR3), nRNA. /PROD=early growth response 3
/ FL=gb: NM _004430. 1"+ 0. 06857129+ 0. 115488468<early growt h response

3¢ EGR3¢ Hs. 534313+« ENSG00000179388+" 6350 // transcription // inferred from

el ectronic annotation /// 6355 // regulation of transcription, DNA-dependent
/1 inferred fromelectronic annotation /// 7517 // rmuscle devel opnent //
traceabl e author statenment /// 7623 // circadian rhythm// traceab"+5634 //
nucleus // inferred fromelectronic annotatione3700 // transcription factor
activity // traceable author statement /// 8270 // zinc ion binding //
inferred fromel ectroni c annotation

225619_at » gh: AV730849 / DB_XREF=gi : 10840270 / DB_XREF=AV730849 / CLONE=HTFAHH11
| FEA=EST / CNT=70 / TI D=Hs. 173438. 2 / TI ER=St ack / STK=9 /UG=Hs. 173438 /LL=55179
/ UG_GENE=FLJ10582 /UG TI TLE=hypot hetical protein

FLJ10582+0. 068549648+ 0. 082131058+ hypot heti cal protein

FLJ30046¢ FLI30046¢ Hs. 349955« ENSGQ0000139737¢ ¢« «

230746_s_at = gb: AW03173 / DB_XREF=gi : 5850089 / DB_XREF=w63e07. x1

/ CLONE=I MAGE: 2475972 |/ FEA=EST / CNT=17 /Tl D=Hs. 25590. 1 / TI ER=St ack / STK=17

/ UG=Hs. 25590 /LL=6781 /UG GENE=STCl /UG TI TLE=st anni ocal ci n

1+ 0. 06450052+ 0. 228403612+ St anni ocal ci n 1¢ STCle Hs. 25590« ENSG00000159167+ 6874
/1 calciumion honeostasis // traceable author statenent /// 7166 // cel
surface receptor linked signal transduction // traceabl e author statenent ///
7267 /| cell-cell signaling // traceable author statement /// 7584 //



response to nutrients // trae5576 // extracellular region // inferred from

el ectroni c annotation*5179 // hornone activity // traceabl e author statenent
226415 _at » gb: AA156723 / DB_XREF=qgi : 1728337 / DB_XREF=z| 18c02. s1

/ CLONE=I MAGE: 502274 | FEA=nRNA / CNT=54 /Tl D=Hs. 22975.0 / TI ER=St ack / STK=19

/ UG=Hs. 22975 /LL=57687 /UG _GENE=KI AA1576 /UG Tl TLE=KI AA1576

protei ne0. 062264316+ 0. 07620782+ KI AA1576

prot ei ne KI AA1576¢ Hs. 461405+ ENSG00000171724+++8270 // zinc ion binding //
inferred fromelectronic annotation /// 16491 // oxi doreductase activity //
inferred fromel ectroni c annotation

206569_at « " gb: NM_006850. 1 / DB_XREF=gi : 5803085 / GEN=ST16 / FEA=FLnRNA / CNT=12

/ TI D=Hs. 315463. 0 / TI ER=FL / STK=2 / UG=Hs. 315463 /LL=11009 / DEF=Honp sapi ens
suppression of tunorigenicity 16 (nmelanonma differentiation) (ST16), nmRNA

/ PROD=suppressi on of tunorigenicity 16 (mnfe«0.0597734520. 06970569+ nt er | euki n
24-IL24-FB.411311-ENSGD0000162892-6915 /1 apoptosis // traceabl e aut hor
statenment /// 6955 // immune response // inferred fromelectronic
annot ati on* 5576 // extracellular region // inferred fromelectronic
annot ati one5125 // cytokine activity // inferred fromelectronic annotation
209765_at » gb: Y13786. 2 / DB_XREF=gi : 12053590 / FEA=FLMRNA / CNT=58

/ TI D=Hs. 278679. 1 / TI ER=St ack / STK=24 / UG=Hs. 278679 /LL=8728 /UG _GENE=ADAML9

/ DEF=Honmo sapi ens nRNA for neltrin-betaADAM 19 honol ogue.

/ PROD=nel tri n- bet aADAM 19 honol ogue

/ FL=gb: AF311317. 1+ 0. 056639445+ 0. 094997402+ a di sintegri n and netal | oprot ei nase
domain 19 (neltrin beta)e ADAMLOe Hs. 483944« ENSG00000135074+ 6508 // proteol ysis
and peptidolysis // inferred fromelectronic annotatione16021 // integral to
menbrane // inferred fromel ectronic annotatione4222 // metall oendopepti dase
activity // inferred fromelectronic annotation /// 8270 // zinc ion binding
[/l inferred fromelectronic annotation

214451 ate+"gb: NM_ 003221. 1 / DB _XREF=gi : 4507442 | GEN=TFAP2B / FEA=FLNRNA / CNT=25
/ TI D=Hs. 33102. 0 / TI ER=FL / STK=0 / UG=Hs. 33102 /LL=7021 / DEF=Hono sapi ens
transcription factor AP-2 beta (activating enhancer-binding protein 2 beta)
(TFAP2B), nRNA. /PROD=transcription

fact"«0. 055867128+ 0. 06089434«transcription factor AP-2 beta (activating
enhancer binding protein 2 beta)eTFAP2Be Hs. 33102« ENSG0000008196+ 6350 //
transcription // inferred fromelectronic annotation /// 6357 // regul ation
of transcription fromRNA polynerase Il pronoter // traceabl e author
statenment /// 7399 // neurogenesis // traceabl e author statenente5634 //
nucleus // inferred fromelectronic annotatione3700 // transcription factor
activity // non-traceabl e author statenment /// 3713 // transcription
coactivator activity // traceabl e author statenent

241399 _at » gb: Al 142028 / DB_XREF=gi : 3649485 / DB_XREF=0021g02. x1

/ CLONE=I MAGE: 1566866 / FEA=EST / CNT=7 /Tl D=Hs. 143399. 0 / TI ER=ConsEnd / STK=4

/ UG=Hs. 143399 / UG Tl TLE=ESTs* 0. 054322261+ 0. 093902186+"fam |y wi th sequence
simlarity 19 (chemokine (G C nmotif)-like), menber

A2" ¢« FAML9A2¢ Hs. 269745« ENSG0000198673¢ « «

206163_at " gb: NM_005584. 1 / DB_XREF=gi : 5031896 / GEN=MAB21L1 / FEA=FLnMRNA

/ CNT=27 [ Tl D=Hs. 239506. 0 / Tl ER=FL / STK=0 / UG=Hs. 239506 /LL=4081 / DEF=Honmo
sapi ens mab-21 (C. elegans)-like 1 (MAB21L1), nRNA. /PROD=mab-21 (C

el egans)-like 1 /FL=gh: U38810.1

gb: NM_005584. 1"+ 0. 054052943+ 0. 071607292+ mab- 21-1i ke 1 (C.

el egans) « MAB21L 1« Hs. 532575+ ENSG00000180660° 9653 // norphogenesis // traceable
aut hor statementee

204288_s_at+"gb: NM_ 021069. 1 / DB_XREF=gi : 10947117 / GEN=ARGBP2 / FEA=FLmRNA

/ CNT=71 / TI D=Hs. 278626. 0 / TI ER=FL+St ack / STK=33 / UG=Hs. 278626 /LL=8470

/| DEF=Hono sapi ens ArgAbl -interacting protein ArgBP2 (ARGBP2), transcript
variant 2, nRNA. /PROD=ArgAbl -interacting protein

2"+0. 053929572+ 0. 098492168+ Arg/ Abl -interacting protein

Ar gBP2¢e ARGBP2¢ Hs. 481342+« ENSG0000154556¢ 5634 // nucleus // inferred from

el ectronic annotation /// 5634 // nucleus // non-traceabl e author statenent
/1]l 5634 // nucleus // traceable author statement /// 5856 // cytoskeleton //
inferred fromelectronic annotation /// 15629 // actin cytoskel eton <3676 //
nucleic acid binding // inferred fromelectronic annotation /// 5200 //
structural constituent of cytoskeleton // traceable author statement /// 5515
/1 protein binding // non-traceable author statement /// 8093 // cytoskeleta
adaptor activity //

223975_at " gb: BC005014. 1 / DB _XREF=gi : 13477118 / FEA=FLnRNA / CNT=3

/ TI D=Hs. 326734. 0 / TI ER=FL / STK=0 / UG=Hs. 326734 / DEF=Hono sapiens, Simlar to
ring finger protein 18, clone M3C: 10977, nRNA, conplete cds. /PROD=Simlar to
ring finger protein 18 /FL=gb: BOO05014. 1"+ 0. 053363868+ 0. 049276935+t ri partite
notif-containing 51 TRI Mble Hs. 326734+ ENSG00000124900¢ « «

219895 at+"gb: NM 017938. 1 / DB_XREF=gi : 8923642 / GEN=FLJ20716 / FEA=FLmRNA

/ CNT=17 / TI D=Hs. 144517. 0 / TI ER=FL+St ack / STK=9 / UG=Hs. 144517 / LL=55026

/ DEF=Hono sapi ens hypot hetical protein FLJ20716 (FLJ20716), nRNA

/ PROD=hypot heti cal protein FLJ20716

/ FL=gb: NM 017938. 1"+ 0. 052413734+ 0. 183582594+ hypot heti cal protein

FLJ20716+ FLJ20716¢ Hs. 437563+ ENSGD0000125355¢ « »

212998_x_at«"gb: Al 583173 / DB_XREF=gi : 4569070 / DB_XREF=t q64e04. x1

/ CLONE=I MAGE: 2213598 / FEA=EST / CNT=76 / TI D=Hs. 73931. 3 / TI ER=St ack / STK=32

/ UG=Hs. 73931 /LL=3119 /UG GENE=HLA- DQ@B1 /UG TI TLE=n®mj or hi stoconpatibility
conplex, class Il, DQ beta 1"+0.051703705+0. 054883427¢" maj or
histoconpatibility complex, class Il, DQ beta 1 /// major histoconpatibility
conplex, class Il, DQ beta 1"-HLA-DCBl-FB.409934--"6955 /! imune response //



inferred fromelectronic annotation /// 6955 // inmune response //
non-traceabl e author statenent /// 19884 // antigen presentation, exogenous
antigen // inferred fromelectronic annotation /// 19886 // antigen
processi ng, exoge"+16020 // nenbrane // inferred fromelectronic annotation
/11l 16020 // nenbrane // non-traceable author statenment /// 16021 // integra
to menbrane // inferred from el ectronic annotatione45012 // MHC cl ass |
receptor activity // inferred fromelectronic annotation /// 45012 // NMHC
class Il receptor activity // non-traceabl e aut hor statenent
235400_at » " gb: AL560266 / DB_XREF=gi : 12906564 / DB_XREF=AL560266

/ CLONE=CSODX07Y&X0 (5 prine) /FEA=EST /CNT=29 /Tl D=Hs. 266331. 0 / TI ER=ConsEnd
/ STK=0 /UG=Hs. 266331 /UG TI TLE=ESTs, Wakly simlar to A39878 Fc gamma

(H. sapi ens)"+«0.051478987+0. 063396799+ Fc receptor honol og expressed in B

cel | se FREBe Hs. 266331« ENSG00000132185+ 4872 // receptor activity // inferred
from el ectronic annotation

226498 _at " gb: AA149648 / DB_XREF=gi : 1720449 / DB_XREF=z| 39e08. s1

/ CLONE=I MAGE: 504326 / FEA=MRNA / CNT=78 / Tl D=Hs. 22968. 0 / TI ER=St ack / STK=25

/ UG=Hs. 22968 / UG _TI TLE=Hono sapi ens cl one | MAGE: 451939, nRNA

sequence” 0. 050457437+ 0. 073344291« Fns-rel ated tyrosi ne kinase 1 (vascul ar
endot helial growth factor/vascul ar perneability factor
receptor)eFLT1eHs. 507621« ENSG00000102755+ 1525 // angi ogenesis // inferred
fromelectronic annotation /// 6468 // protein am no acid phosphorylation //
inferred fromelectronic annotation /// 7169 // transmenbrane receptor
protein tyrosine kinase signaling pathway // traceabl e author statenent
/15615 // extracellular space // traceable author statement /// 5887 //
integral to plasma nenbrane // traceable author statenment /// 16020 //
menbrane // inferred fromelectronic annotation+4872 // receptor activity //
traceabl e author statenment /// 5021 // vascul ar endothelial growh factor
receptor activity // traceable author statement /// 5524 // ATP binding //
inferred fromelectronic annotation /// 16740 // transferase activity //
infe

216598_s_at«"gb: S69738. 1 / DB_XREF=gi : 545464 [ GEN=MCP- 1 / FEA=nmRNA / CNT=1
/ TI D=Hs. 303649. 1 / Tl ER=ConsEnd / STK=0 / UG=Hs. 303649 /LL=6347

/ DEF=MCP- 1=npnocyt e chenotactic protein (human, aortic endothelial cells,
nMRNA, 661 nt). /PROD=MCP-1"+0.050357144+0. 010537452+ chenokine (C C notif)

i gand 2+ CCL2¢ Hs. 303649« ENSG00000108691+ 6468 // protein anmi no acid

phosphoryl ation // traceable author statenent /// 6874 // calciumion
honeostasis // traceable author statement /// 6916 // anti-apoptosis //
inferred fromdirect assay /// 6935 // chempotaxis // traceabl e author
statement /// 695615 // extracellular space // traceabl e author statenent
/1] 16020 // nenbrane // inferred fromelectronic annotatione4672 // protein
ki nase activity // traceable author statenent /// 8009 // chenokine activity
/1 traceabl e author statenent

206897_at « " gb: NM_003785. 2 / DB_XREF=gi : 9558760 / GEN=GAGEB1 / FEA=FLMRNA / CNT=11
/ TI D=Hs. 128231. 0 / TI ER=FL / STK=0 /UG=Hs. 128231 /LL=8712 /DEF=Hono sapi ens G
antigen, famly B, 1 (prostate associated) (GAGEBl), nRNA. /PROD=G antigen Bl
/ FL=gb: BC004861. 1 gb: NM 003785.2 g"+0. 050148587+ 0. 052580123« "P anti gen
famly, menber 1 (prostate associated)"ePAGElsHs. 128231« ENSG00000068985+ 6968
/1 cellular defense response // traceabl e author statementee
202376_at « " gb: NM_001085. 2 / DB_XREF=gi : 9665246 / GEN=SERPI NA3 / FEA=FLmRNA

/ CNT=230 /Tl D=Hs. 234726. 0 / Tl ER=FL+St ack /STK=128 /UG=Hs. 234726 /LL=12

/| DEF=Honmo sapi ens serine (or cysteine) proteinase inhibitor, clade A (al pha-1
anti proteinase, antitrypsin), nember 3

(SERPI "« 0. 047946601 0. 038105515+ "serine (or cysteine) proteinase inhibitor
clade A (al pha-1 antiprotei nase, antitrypsin), menber

3"+ SERPI NA3e Hs. 534293+ ENSG00000196136+ 6953 // acut e- phase response //
inferred fromelectronic annotation /// 6954 // inflammuatory response //
non-traceabl e author statement /// 19216 // regulation of lipid netabolism//
non-traceabl e aut hor statenente5576 // extracellular region // non-traceable
aut hor statement /// 5622 // intracellular // non-traceabl e author

statement+ 3677 // DNA binding // Unknown /// 4867 // serine-type

endopepti dase inhibitor activity // inferred fromelectronic annotation ///
5515 // protein binding // inferred from physical interaction /// 30569 //
chynmotrypsin inhibitor activity // non-traceabl e

206953_s_at*"gb: NM_ 012302. 1 / DB_XREF=gi : 6912463 / GEN=KI AA0786 / FEA=FLmRNA

/ CNT=8 /Tl D=Hs. 24212. 0 / TI ER=FL / STK=0 /UG=Hs. 24212 /LL=23266 / DEF=Hono

sapi ens latrophilin (KIAA0786), nRNA. /PROD=l atrophilin /FL=gb: NM 012302. 1
gb: AF104939. 1"« 0. 047748569+ 0. 142770243« atrophilin

2¢ LPHN2e Hs. 24212+« ENSG00000117114 7165 // signal transduction // inferred from
el ectronic annotation /// 7218 // neuropeptide signaling pathway // inferred
from el ectronic annotati one16020 // nmenbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annotation /// 16021 // integral to menbrane // non-traceabl e aut hor
statenment«4872 // receptor activity // inferred fromelectronic annotation
/1]l 4930 // G protein coupled receptor activity // inferred fromelectronic
annotation /// 5529 // sugar binding // inferred fromelectronic annotation
/1] 16524 /] latrotoxin receptor activ

1559258 _a_at " gb: AK026566. 1 / DB_XREF=gi : 10439448 / Tl D=Hs2. 97892. 1 / CNT=6

/ FEA=mRNA / Tl ER=ConsEnd / STK=0 / UG=Hs. 97892 /UG TI TLE=Hono sapi ens cDNA
FLJ22913 fis, clone KAT06142. /DEF=Honmpo sapi ens cDNA: FLJ22913 fis, clone
KAT06142. "+0. 040963869+ 0. 035241604+ Hypot het i ca

LOC203413+ LOC203413¢ Hs. 97892¢ ¢ ¢«



227145 at «"gb: AWL90565 / DB_XREF=gi : 6465045 / DB_XREF=x| 40b02. x1

/ CLONE=I MAGE: 2677131 / FEA=nNRNA / CNT=39 / Tl D=Hs. 306814. 0 / Tl ER=St ack / STK=15

/ UG=Hs. 306814 /UG Tl TLE=Honp sapi ens cDNA: FLJ21889 fis, clone
HEP03178"+0. 036785313+ 0. 07990465+ | ysyl oxi dase-1i ke

4e LOXL4e* Hs. 306814« ENSGD0000138131+16020 // nenbrane // inferred from

el ectronic annotation*4720 // protein-lysine 6-oxidase activity // inferred
fromelectronic annotation /// 5044 // scavenger receptor activity //
inferred fromelectronic annotation /// 5507 // copper ion binding //
inferred fromelectronic annotation /// 16491 // oxi doreducta

205681 _at «"gb: NM_004049. 1 / DB_XREF=gi : 4757839 / GEN=BCL2A1 / FEA=FLNMRNA / CNT=32
/ TI D=Hs. 227817. 0 / TI ER=FL+St ack / STK=11 /UG=Hs. 227817 /LL=597 / DEF=Hono

sapi ens BCL2-related protein Al (BCL2A1), nRNA. /PROD=BCL2-related protein Al
/ FL=gb: U27467. 1 gb: U29680. 1 gbh: NM 0040"+ 0. 036706698+ 0. 04872355+ BCL2- r el at ed
protein Ale BCL2Ale Hs. 227817« ENSG0000140379+6916 // anti-apoptosis //
traceabl e author statenment /// 42981 // regul ation of apoptosis // inferred
from el ectronic annotati on*5622 // intracellular // non-traceabl e author
statenent e

225728 _at » gb: Al 659533 / DB_XREF=qgi : 4763103 / DB_XREF=t ul2al?2. x1

/ CLONE=I MAGE: 2250814 / FEA=EST / CNT=103 / Tl D=Hs. 278626. 2 / TI ER=St ack / STK=28
/[ UG=Hs. 278626 /LL=8470 /UG GENE=ARGBP2 /UG TI TLE=Ar gAbl -i nteracting protein
Ar gBP2+ 0. 036157846+ 0. 043453452+ i rportin 9¢1 POYs Hs. 497384« ENSGD0000198700+ " 59
/1 protein-nucleus inmport, docking // inferred fromelectronic annotation ///
15031 // protein transport // inferred fromel ectronic annotation"+«5634 //
nucleus // inferred fromelectronic annotation /// 5643 // nucl ear pore //
inferred fromelectronic annotation /// 5737 // cytoplasm// inferred from

el ectronic annotation*5488 // binding // inferred fromelectronic annotation
/1]l 8565 // protein transporter activity // inferred fromelectronic
annot ati on

231265_at " gb: Al 126453 / DB_XREF=gi : 3594967 / DB_XREF=qd78d05. x1

/ CLONE=I MAGE: 1735593 / FEA=EST / CNT=22 /Tl D=Hs. 98701. 0 / TI ER=St ack / STK=19

/ UG=Hs. 98701 /UG _TI TLE=ESTs, Wakly simlar to OSHU/B cytochrone-c oxi dase
(H. sapi ens)"+0. 034417965+ 0. 105513294+ cyt ochronme c¢ oxi dase subunit

VI | b2e COX7B2¢ Hs. 479656+ ENSG000001705166118 // el ectron transport // inferred
fromelectronic annotati one5739 // mtochondrion // inferred fromelectronic
annotation /// 5746 // mtochondrial electron transport chain // inferred
fromelectronic annotation /// 16021 // integral to menbrane // inferred from
el ectronic annotation /// 19866 // inner menbrane // <4129 // cytochromne-c
oxi dase activity // inferred fromelectronic annotation /// 16491 //

oxi doreduct ase activity // inferred fromel ectronic annotation
205015_s_ate+"gb: M31172. 1 / DB_XREF=gi : 339537 / GEN=TG-A / FEA=FLRNA / CNT=49

/ TI D=Hs. 170009. 0 / TI ER=FL / STK=0 / UG=Hs. 170009 /LL=7039

/UG _TI TLE=transform ng growth factor, al pha /DEF=Human transform ng growth
factor-al pha nRNA, conplete cds. /FL=gb: NM 003236. 1

gb: K03222. 1"+ 0. 034267853+ 0. 038435149+ "t ransform ng growth factor

al pha"« TGFAs Hs. 170009+ ENSG00000163235+74 // regul ation of cell cycle //
inferred fromelectronic annotation /// 7267 // cell-cell signaling // not
recorded /// 8283 // cell proliferation // traceabl e author statenente5615 //
extracel lul ar space // not recorded /// 5625 // soluble fraction // not
recorded /// 5886 // plasma nenbrane // non-traceable author statement ///
5887 // integral to plasma nenbrane // not recordede4713 // protein-tyrosine
ki nase activity // traceable author statenent /// 4871 // signal transducer
activity // traceable author statement /// 5155 // epidermal growth factor
receptor activating ligand activity // not recorded /// 5515 // protein

bi ndi ng

212671_s_at+"gb: BG397856 / DB_XREF=gi : 13291304 / DB_XREF=602438950F1

/ CLONE=I MAGE: 4564956 / FEA=nNRNA / CNT=167 /Tl D=Hs. 198253. 2 / Tl ER=St ack / STK=59
/ UG=Hs. 198253 /LL=3117 /UG _GENE=HLA- DQA1 /UG Tl TLE=n®mj or hi stoconpatibility

conplex, class I, DQ al pha 1"+0.031542141-0. 006992358+ " naj or
histoconpatibility conplex, class Il, DQ alpha 1 /// major histoconmpatibility
conpl ex, class Il, DQ al pha 2"-HLA-DCA1 111

HLA- DQA2¢ Hs. 550475+ ENSG00000196735 /// ENSGEI0000166623+" 6955 // i mmune
response // inferred fromelectronic annotation /// 19884 // antigen
presentation, exogenous antigen // inferred fromelectronic annotation ///
19886 // antigen processing, exogenous antigen via MHC class Il // inferred
from el ectronic anno"+16020 // menbrane // inferred fromelectronic
annotation /// 16021 // integral to nenbrane // inferred fromelectronic
annotation /// 5887 // integral to plasma nmenbrane // non-traceabl e aut hor

statenment+45012 // WMHC class Il receptor activity // inferred fromelectronic
annotation /// 45012 // MHC class Il receptor activity // traceabl e author
statenment /// 45012 // MHC class Il receptor activity // non-traceabl e aut hor
st at enent

219263_at " gb: NM_ 024539. 1 / DB_XREF=gi : 13375696 / GEN=FLJ23516 / FEA=FLmRNA

/ CNT=88 / Tl D=Hs. 9238. 0 / TI ER=FL / STK=0 / UG=Hs. 9238 /LL=79589 / DEF=Hono

sapi ens hypothetical protein FLJ23516 (FLJ23516), nRNA. /PROD=hypothetica
protein FLJ23516 /FL=gb: NM 024539. 1"+ 0. 02590177 0. 027373242+ri ng fi nger
protein 128« RNF128e Hs. 496542« ENS(00000133135+6508 // proteol ysis and
peptidolysis // inferred fromelectronic annotation /// 6915 // apoptosis //
inferred fromelectronic annotation /// 16567 // protein ubiquitination //
inferred fromelectronic annotatione151 // ubiquitin |ligase conplex //
inferred fromelectronic annotation /// 16021 // integral to nmenbrane //
inferred fromelectronic annotatione4842 // ubiquitin-protein |igase activity



/1 inferred fromelectronic annotation /// 8233 // peptidase activity //
inferred fromelectronic annotation /// 8270 // zinc ion binding // inferred
from el ectronic annotation

229352_at » gb: AAB85360 / DB_XREF=gi : 2994437 / DB_XREF=al 45h12. s1

/ CLONE=I MAGE: 1460327 / FEA=EST / CNT=31 / Tl D=Hs. 236676.0 / TI ER=St ack / STK=21

/ UG=Hs. 236676 /UG _TI TLE=ESTs* 0. 025546236+ 0. 037112446+ sper m equat ori al segnent
protein 1le SPESPle ENSGO0000175374¢ ¢

203708_at « " gb: NM_002600. 1 / DB_XREF=gi : 4505662 / GEN=PDE4B / FEA=FLNRNA / CNT=100
/ TID=Hs. 188.0 / TI ER=FL / STK=2 /UG=Hs. 188 /LL=5142 / DEF=Hono sapi ens
phosphodi est erase 4B, cAMP-specific (dunce (Drosophil a)-honol og
phosphodi est erase E4) (PDE4B), nRNA

/ PROD=phosphodi est e"« 0. 024942238 0. 059199279« " phosphodi est er ase 4B,
cAMP-speci fic (phosphodi esterase E4 dunce honol og,

Dr osophi | a) "« PDE4Be Hs. 198072« ENS@0000184588+ 7165 // signal transduction //
inferred fromel ectronic annotation*5625 // soluble fraction // traceable
aut hor statement /// 5626 // insoluble fraction // traceabl e author
statenment+4115 // cAMP-specific phosphodi esterase activity // traceable

aut hor statenent /// 16787 // hydrol ase activity // inferred fromelectronic
annot ati on

206552_s_at«"gb: NM_003182. 1 / DB_XREF=gi : 4507340 / GEN=TACL / FEA=FLNRNA / CNT=13
/ TI D=Hs. 2563. 2 / TI ER=FL / STK=6 /UG=Hs. 2563 /LL=6863 / DEF=Honp sapi ens
tachyki nin, precursor 1 (substance K, substance P, neurokinin 1, neurokinin
2, neuronedi n L, neurokinin al pha,

neur opept "+ 0. 022413749+ 0. 014922364+ "t achyki nin, precursor 1 (substance K
substance P, neurokinin 1, neurokinin 2, neuromedin L, neurokinin alpha,

neur opepti de K, neuropepti de ganma)" e TACle Hs. 2563« ENSG00000006128 7217 //
tachykinin signaling pathway // inferred fromelectronic annotation /// 7218
/1 neuropeptide signaling pathway // inferred fromelectronic annotation ///
7267 /| cell-cell signaling // traceable author statement /// 7268 //
synaptic transmi ssion /5615 // extracellul ar space // traceabl e author
statement+5102 // receptor binding // traceable author statement /// 5184 //
neur opepti de hornmone activity // not recorded
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Supplementary Methods

Quantitative RT-PCR probes and oligonucleotides

TagMan® probes (Applied Biosystems) were used to detect mRNA levels of PEDF
(Hs00171467 ml), IL8 (Hs00174103 _m1) and GAPDH (Hs99999905 m1).
Universal Probe Library (UPL) (Roche, Basel, Switzerland) probes and
oligonucleotides used to detect mRNA levels of COL4A42, FGF13, FNI, GAPDH,
IL8, JAGI, LGALS3, MIA, MLPH, RAB27A, SI100B and TGFA are listed in

Supplementary Table 1.

Supplementary Table 1. List of probes and oligonucleotides for quantitative RT-
PCR

Gene UPL probe Forward oligonucleotide 5’-3°  Reverse oligonucleotide 5°-3°
COL4A42 #81 gggatatttggectgaaagg caggaagagcagcagaacct
FGF13 #56 ccattgatggcaccaaagat ccacagggatgaggttaaaca
FNI #15 ctttggtgcagcacaacttc cctectegagtetgaaccaa
GAPDH #60 agccacatcgctcagacac gcccaatacgaccaaatce
IGFBP3 #4 agaagggattttataagaaaaagcagt cttatccacacaccagcagaag
ILS #72 agacagcagagcacacaagc cacagtgagatggttccttcc
JAGI #42 gaatggcaacaaaacttgcat agccttgtcggcaaatage
LGALS3 #59 cttctggacagccaagtgc aaaggcaggttataaggcacaa
MIA #16 gggccaagtggtgtatgtet cagatctccatagtaatctceetga
MLPH #67 cacagttgtgcctcccttg ggcctectectetacateg
RAB27A4 #51 aggccagagaatccacctg cgctgtegttaagetacgaa
S100B #78 ggaaggggtgagacaagga ggtggaaaacgtcgatgag

TGFA #63 tgctgecactcagaaacagt atctgccacagtecacctg



