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Ahsal, Aprt, Capzal, Capza2,Capzb, Cct8, CAlT, Clicd, Cnn3, Cihp2,
Ref. 6 Eef1d, Eif3s2, Eif3s5, Eif5a, Gars, Gmps, Hip2, Hnrpab, Hnrpk, Hspad,

A. B.

Ref. 4 bone Hsph1, Hspeb, Immt, Impdh2, lighdbp, Khsrp, Kpna2, Mdh1, Mdh2,
marrow Napa, Npm1, Pabpcl, Pebp], Pena, Pdhb, Pgls, Ppp2r1a, Psma5, Psmb3,
1001 MSC Psmb4, Psmb7, Psmbé, Psmd13, Psmd7, Psme3, Ranbp1, Rbbp4, Rpa2,

Taldo1, Tubal, Txnl2, Ueh13, Ugercl, Ywhae, Ywhag, Ywhag, Ywhaz,
Ywhah

Horpe, Aetgl, Anxal, Anxa2, Anxab, Clicl,
Col6al, Esd, Etfa, Gstol, Hspalb, Prdx2,
Prdx6, Psma2, Serpinhl, Tagln, Tpm2, Vim,
Wars, Actr3, Dlst, My16, Psmad, Ssr4

Ref. 2

74 Strap, Aldoa, Cct5, P4hb, Ran, Uehl1, Set
laur —
AtpSh, Cct2, Enol, Hspa5, Hspa8, Prdx1, | Stip1, Tpil, Tptl
92
Actb, Anxa5, Dpys12, Erp29, Gapdh, Gstpl,
— Lap3, Pdia3, Pebpl, Prdx4, Tufm, Ppia
176 Arhgdia, Atic, Cct3, Cetoa, Eef2, Fsenl, Hnrpl,

Hspd1, Idh3a, Lmnb1, Maprel, Nme2, Park7,
Pgam1, Phb, Phgdh, Psmal, Vep

Alb, Aco2 , Atp5h , Cat, Ckb, Ddahl, Did,
Eif4al, Gludl, Glul, Got1, Hnrpf, Idh1, Hsp-
90abl, Hsp90b1, Ivd, Ldhb, Pdia6, Pkm2,
Prpf19, Pyerl, Ruvbll, Tkt, Tuba2, Wdrl,
Acat2

Ref. 5

hESC
common

hESC
unique

44 Venn-like hexagons of shared and unique protein expression in ESCs, MSCs, and NSCs. Regions of overlap between hexa-
gons indicate common gene expression. Regions that do not overlap between hexagons indicate unique gene expression
signatures of parficular cell types. (A): Hexagons showing unique and common proteins in hESCs (bottom-left) and mESCs

Ref. 7
(top-left). The overlapping region of hESCs and mESCs contains 92 proteins identified in both ESCs. (B): Hexagons show-

ing unique and common proteins in human bone marrow MSCs (left) and adipose-derived MSCs (right). The overlapping
hexagons indicate 52 proteins identified in both MSCs. (C): Hexagons showing unique and common proteins in human
NSCs (left) and rat NSCs (right). The overlapping hexagons indicate 65 proteins identified in both NSCs. (D): hexagons showing unique and common proteins in ESCs, MSCs, and NSCs. The overlapping hexagons indicate nine proteins expressed in all three stem

cells types. The gene symbols of SCs specific and common proteins are indicated on the right. The three SC types (ESCs, MSCs, and NSCs) shared nine proteins identified in proteomics screens, including proteins involved in energy production and metabolisms.
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TCTP Literature Network: Generated using a Tpt1-query to PubMed (“Tpt1 OR TCTP OR “Heat-inducible”, 7/30,/2001-8) resulfing in 244 abstracts that
were inferpreted as a hierarchical hyper-graph using Cytoscape V2.2, yFiles/circular layout (http://www.cytoscape.org, Ref. 9) with a lexically-driven XML
plug-in to the Agilent Literature Search (http://www.agilent.com, Ref. 10), and color coded in Adobe Illistrator (52 (http://www.adobe.com).
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An algorithm extracting scored cancer tissue-specific average staining infensity was implemented on data resident at the Human Protein Atlas (www.proteinatlas.org). Data points were then clustered using Stafistica V7 (www.statsoft.com): the linkage along both axis was ‘weighted pair-group centroid (me-
dian)’, and distances were 1/ for fissues - ‘1-Pearson r' and 2/ stem cell markers - ‘Euclidean’. The clustered matrix was visualized using MatrixViewer V5 (developed by the PMAP team at the The Burnham Medical Institute, www.burnham.org).
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1 Associations

) Distribution of stem cell proteins in cell subtypes and across cellular function
Associations of stem cell proteins in major tissue types and among each other
= Profiling of stem cell markers in cancer tissues via antibodies
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Suwaoa=
( . -d HSC, Haematopoietic stem cells; HSC-LT, long-term HSCs; HSC-ST, short-ferm HSCs; MPP, multipotential progenitor; hESC,
. . . . arcnoi human ESC; mESC, mouse ESC; SP, side-population ability; Rhe, thodamine 123; Lin, lineage-negative, Lin; SCA T, stem-cell
. . . G | . antigen 1; FLT3, fms-related tyrosine kinase 3; N-cad, N-cadherin; SCF, membrane-hound stem-cell factor also known as KIT
ioma ligand; TIE2, tyrosine kinase receptor 2; Atp5h, ATP synthase chain; Emo 1, Enolase 1; Tpi1, Triosephosphate isomerase,
. . . . L m h oma Stip1, stressinduced-phosphoprotein 1; Prdx1, Peroxiredoxin 1; Cet2, chaperonin-containing TCP1-subunit 2; Hspa5,
y p 78-kDa glucose-regulated protein precursor; Hspa8; subunit and Heat shock cognate 71-kDa protein, an unclassifie protein;
. . . . 'I'esﬁs Tpt1, Translationally controlled tumor protein or TCTP; Oct4, POU domain-containing transcription factor encoded by Pou5f1
gene; FRAP1, Mammalion target of rapamycin mTOR, FKBP12-rapamycin complex-ussociated protein, SUMO1, Small
. . . Melu noma ubiquitin-related modifier 1,Sentrin, Ubiquitin-like protein SMT3(, GAP-modifying protein 1, UBLI, PIC1, GMP1; MCL1, nduced
myeloid leukemia cell differentiation protein Mcl-1, Bcl-2-related protein EAT/mcl1; SLK, Proto-oncogene tyrosine-protein
. . . Heud Ne(k kinase Fyn; SYK, spleen tyrosine kinase; PTEN, phosphatase and tensin homologue deleted from chromosome 10, DDX3X,
DEAD (Asp-Glu-Ala-Asp) box polypeptide 3X; SOX9, SRY (sex determining region Y)-box 9; SOX2, SRY (sex determining
. . . Renul region Y)-box 2; BMP4, Bone morphogenic protein 4, AFP, Alpha-fetoprotein; TR, Transferrin Receptor, (D71.
|... Thyr0|d 1. Hoffrogge R, Mikkat S, Scharf C et al. (2006) 2-DE proteome analysis of a proliferating and differentiating
’ human neuronal stem cell line. Proteomics 6, pp.1833-1847
B RN St e v -
2. Elliott ST, Crider DG, Garnham (P et al. (2004) Two-dimensional gel electrophoresis database of murine rl
. . . PG n(re(lﬁ( embryonic stem cells. Proteomics 4, pp.3813-3832.
... Prosmie 3. Nagano K, Taoka M, Yamauchi Y et al. (2005) Large-scale identification of proteins expressed in mouse embry-
onic stem cells. Proteomics 5, pp.1346-1361.
... Ovu”un 4. van Hoof D, Passier R, Ward-Van Oostwaard D et al. (2006) A quest for human and mouse embryonic stem
. . . . ( 0 I orecta | cell-specific proteins. Mol Cell Profeomics 5, pp.1261-1273.
B t 5. Baharvand H, Hojheidari M, Ashtiani SK et al. (2006) Proteomic signature of human embryonic stem cells.
reas Profeomics 6, pp.3544-3549.
.... Endome"|0| 6. Feldmann RE Jr, Bieback K, Maurer MH et al. (2005) Stem cell proteomes: A profile of human mesenchymal
. . . . SI(I n stem cells derived from umbilical cord blood. Electrophoresis 26, pp.2749-2758.
7. Maurer MH, Feldmann RE Jr, Futterer (D et al. (2003) The proteome of neural stem cells from adult rat hip-
.... (erVKﬂI pocampus. Proteome Sci 1, pp.4-11.
. . . . Urothelm | 8. DeLany JP, Floyd ZE, Zvonic S et al. (2005) Proteomic analysis of primary cultures of human adipose-derived
. . I_' stem cells: Modulation by adipogenesis. Mol Cell Proteomics 4, pp.731-740.
iver
9. Shannon, P,, Markiel, A., Ozier, 0., Baliga, N.S., Wang, J.T., Ramage, D., Amin, N., Schwikowski, B. and Ideker,
. . . . I.U ng T.(2003) Cytoscape: a software environment for integrated models of hiomolecular interaction networks. Genome
— — Res 13, pp.2498-2504.
2 = 5 10. Vailaya, A., Bluvas, P., Kincaid, R., Kuchinsky, A., Creech, M. and Adler, A. (2005) An architecture for biological
o O
= o o information extraction and representation. Bioinformatics, 21, pp.430-438.
11. Natalia B. Ivanova, John T. Dimos, Christoph Schaniel, Jason A. Hackney, Kateri A. Moore, Thor R. Lemischka
(2002) A Stem Cell Molecular Signature. Science 298, pp.601-604.
12. Anne Wilson and Andreas Trumpp (2006) Bone-marrow haematopoieticstem-cell niches. Nature Rev Immun
J 6, pp.93-106.

ABG-00124-0712



