Supplementary Fig. 1

BGO1 HES-2 BGO1 H7 BGO1 NCL1
Total 34/152 (22.4%) 27/152 (17.8%) 30/152 (19.7%)
NP 15/66 (22.7%) 11/66 (16.7%) 16/66 (24.2%)

X2 0.7 0.75 0.04
P 0.4 0.39 0.84

BGO1 NOTT1 BGO1 HUES-7 HES-2 H7
Total 68/152 (44.7%) 68/152 (44.7%) 27/152 (17.8%)
NP 37/66 (56%) 26/66 (39.4%) 16/66 (24.2%)
X2 1.53 2.67 0.46
P 0.21 0.1 0.5

HES-2 NCL1 HES-2 NOTT1 HES-2 HUES-7
Total 28/152 (18.4%) 65/152 (42.8%) 78/152 (51.3%)
NP 17/66 (25.7%) 39/66 (59%) 31/66 (47%)
X2 0.02 7.43 0.17
P 0.87 0.006 0.68

H7 NCL1 H7 NOTT1 H7 HUES-7

Total 13/152 (8.5%) 58/152 (38.1%) 64/152 (42.1%)
NP 7/66 (10.6%) 29/66 (43.9%) 18/66 (27.3%)
X2 0.25 0.02 0.001
P 0.62 0.89 0.98

NCL1 NOTT1 NCL1 HUES-7 NOTT1 HUES-7
Total 61/152 (40.1%) 62/152 (40.8%) 86/152 (56.6%)
NP 32/66 (48.5%) 18/66 (27.3%) 30/66 (45.4%)
X2 0.3 0.03 0.8
P 0.58 0.85 0.37

Supplementary Figure 1. Pairwise differences between hESC lines in RLGS DNA fragments present in
the lymphocyte “master” profile. Total differences and differences only in non-polymorphic (NP) loci are

shown.



Supplementary Tablel. Sequence characteristics of identified loci.

RLGS | Chromosome | UnigenelD/ [dentity CpG Repeats Gene hESC Differentiated Tumour
fragment GenBank |sland” Ontology expression | cell Expression | methylation
ID Accession Annotation | (references) (references) (references)
1C09 7034 Hs512833 | ZC3HAVIL (zincfinger |5 None Unknown pt2 NL @, FF®@ M &6
CCCH-type antiviral 1-
like)
2B30 17g25.1 Hs.250723 | MXRA7 (matrix- 5 Low Transport EB“ .cD®
remodelling associated 7, complexity
transmembrane anchor
protein 1)
2C29 6016.3 Hs.143410 | CCNC (cyclin c) None |[SINE,LTR, | Cdlcycle p 2>t NL @ FF® M (F2HANSCEC
Low
complexity
2D10 5p15.33 AC122719 | RP11-661C8on Present | None Unknown M AN\
chromosome 5 (14-MB
2D24 8p21.3 Hs.106124 EPBA49 (erythrocyte 5 SINE, MER | Protein
membrane protein 4.9, binding
dematin)
2D25 10026.3 Hs.501578 | SPRN (shadow of prion 5 Low Unknown pt2
protein) complexity
2D34 8021.13 Hs.434957 | ZNF704 (zinc finger Intronic | Low Nucleic acid M GOME
protein 704) complexity binding
2D40 6p21.1 Hs.311190 | MRP14 (mitochondrial 5 MER, Protein pW
ribosome protein L14) Microsatellite | biosynthesis
2D50 22013.2 Hs.553531 | CGI-96 (gastric cancer 5 LINE, SINE, | Nucleicacid | P®*%> EBW cD® M &C
antigen Zg14) LTR binding HO.(11) FF®
2D57 22q11.1 Hs474123 | CECRY (cat eye syndrome | 5 LINE, SINE | Metabolism | A ®
critical region 7)
2D69 17g23.3 Hs.355264 | CYB561 (cytochromeb- |5 SINE, Transport p&to K © M (& DFANSCe
561 isoform 1) Microsatellite
2E03 3p21.33 Hs.19385 ABHD5 (abhydrolase 5 Low Metabolisn | pWEC=ED | ER 19 (©)
domain containing 5, complexity
CGI-58)
2E24 22q13.1 Hs.270285 | SLC16A8 (solutecarrier | 5 Low Transport p @676 M EAME M




16, MCT3) complexity A® 4-ME \ BC
M (18)—LCM (19)-
CLL
2E61 17p11.2 Hs.190284 | RAI1 (retinoic acid None |LINESINE, |Regulation [p®28%1%20 1o pg®E M GOME M
induced 1) Microsatellite | of FF@NL @ (18-LC
transcription M (9-CLL
2F57 2011.1 Hs.469316 | LOC643085 (hypothetical | 5 SINEMER | Unknown AL M -
protein)
3B24 2q14.2 AA016272 | EST-unknown None Low Unknown
complexity
3B36 2p22.2 Hs.154654 | CYP1BL1 (cytochrome 5 Low Metabolism | pPH=%1- | g * L1620 g |\ S-AME
P450, family 1, subfamily complexity HUHTIRO6, 11, 1 (O R @ N @ | A9MB py GG
B) 20) M (18)-LC’M (19)-
A (5, 16) -HES2 CLL’ M (13)-
CC,G AML,PE
3B46 2p13.2 BX108614 | EST-unknown None | SINE Unknown M (P CCEAML
3co1 18p11.21 Hs.136295 | GNAL (GTP binding 5 None Signal p 520 EB M EAME M
protein apha-olf subunit) transduction | A © Sf)L'LC, M (9
3C36 19p13.2 Hs.159360 | PTGERI (prostaglandinE | 5 None Signal AL
receptor 1,EP1) transduction
3C38 7032.3 Hs.44693 MKLN1 (muskelin 1) 5 Low Signal p & 1o FF@ NL @
complexity | transduction | HYH7H.(10-
BGO02,(11)
A (5, 16)-HES2
3C40 7036.3 Hs.490789 | PTPRN2 (protein tyrosine | Intronic | None Signal p (. 1oF EB® B® M et
phosphatase receptor type transduction | HE52®)
N, polypeptide 2) A ©10
H1/H7/H9
3C57 13g14.11 Hs577960 | FLJ42392 (hypothetical Present | LINE Unknown M E-AME
gene supported by M (d9-CLL
AK124383)
3D10 1p36.11 Hs.181163 | HMGN2 (high mobility 5 None Nucleicacid | P@2120 TERW CcD®
group nucleosomal binding FF®@ NL @
binding domain 2)
3D23 10g11.22 Hs.538438 | LOC653468 (similar to None | SINE,LINE, | Unknown p &9 EB Y cD®




centaurin, gammaclike Microsatellite FF© NL ©
family, member 1)
3D24 17g23.2 Hs121592 | AP1S2 (adaptor-related None |LINE,SINE, | Transport pt=>0- T Eg® g o VIS
protein complex1, sigma 2 MER, HUHTIHO.(6, B-E-FF®
subunit) Low 8.0 FF®@ NL @
complexity A (O-HES2
3E25 16g12.1 BG430697 EST-unknown Present | SINE,LINE, | Unknown
LTR
3E68 12g13.13 Hs533782 | KRT8 (keratin 8) Present | SINE, Protein pt2>6810 1 gg (410, 1L.20) pp [\ (9-CLE
Microsatellite | binding 16,17,20) @
NL )]
3F50 10q24.31 Hs.89583 TLX1 (T-cell leukemia Present | SINE Transcription M GO M 13
homeobox 1) factor AML g (39)-
CC,AML,TC
3F64 4p16.3 Hs.369607 | GAK (cyclin G associated | 5 SINE,LINE, | Cdl cycle pt=4516 TER @ FE®
kinase) MERLTR, NL @
Microsatellite
4B08 12923.2 Hs.382110 LOC283432 (hypothetical | 5 None Unknown
protein)
4C16 16q24.3 Hs534773 | AFG3L1 (AFG3ATPase |5 SINE, ATPbinding | P™Y M E-AME
family 3-like 1 isoform 1) Low
complexity
4C17 5012.3 BQ771794 EST-unknown Present | MER Unknown
4D08 17g25.3 Hs.440932 | SEPT9 (MLL septin-like | None | LINE,SINE, | Cdll cycle p 008602 1 Eg ) M &G
fusion) LTR, M 18D\ 22
Microsatellite NS
4D12 11g13.1 Hs.502814 | LRP16 (low density None |LINESINE | Unknown p (DU EB 101D g |\ WANML
lipoprotein receptor HAHTIHO.(8) @G
related protein 16) A (O-HES2 M (d9-CLL
M (15)-G,AML,TC
M (22)-NS
4E01 14q32.32 Hs.37712 Cl4orf73 (chromosome | 5 SINE,MER, | Unknown M (E2-HNSCEC
14 open reading frame 73) Microsatelite M (9-TC
4E16 4034.1 Hs.127407 | GALNTY 5 LINE,SINE, | Metabolism |pP%=%210- 1 g @ cp® M 95 v
(N’ acetyl gal actosaminy! - Low HUHTIHO.(6, FF@8 NL@ | (@9cL
transferase 7) complexity 8.10)-




HIH7/H9,22)
A (16)-HES2

4F32 10g26.3 Hs.591374 EBF3 (early b-cell factor | 5 Low Regulation
3) complexity, of
Microsatellite | transcription
4F58 12g21.1 Hs.27214 KCNC2 (shaw-related 5 LTR, Transport A® M (OBCGAML
voltage-gated potassium Microsatellite M (9-CLL
channel 2) Low
Complexity
5B03 3029 Hs.274539 | BDH (3 hydroxybutyrate |5’ SINE, Metabolisnm | p© SO0 1 g )0
dehydrogenase) Microsatellite A®
BE27 7p15.3 Hs432390 | DNAH11 (dynein, heavy |5 MER, ATPbinding | P®
polypeptide 11) Microsatellite A®
2B61° U13369 Ribosomal RNA repest Tandem
(28Sand 3 externa
transcribed spacer)
2G88 U13369 18 Sribosomal RNA Tandem
repeat
3E64° U13369 Ribosomal RNA repeat Tandem
(3 external transcribed
Spacer)
3G35 U13369 28 Sribosoma RNA Tandem
repeat
4ACB’ U13369 28 Sribosoma RNA Tandem
repeat
4D28 U13369 28 Sribosoma RNA Tandem
repeat
4E32 U13369 28 Sribosoma RNA Tandem
repeat
4E33 U13369 28 Sribosoma RNA Tandem
repeat
4E42 U13369 28 Sribosoma RNA Tandem
repeat
4E43 U13369 28 Sribosomal RNA Tandem
repeat
5B25 U13369 Ribosomal RNA repeat Tandem




(intergenic spacer)

5E55 U13369 Ribosomal RNA repeat Tandem
(3 External transcribed
spacer and intergenic

spacer)

5G01" U13369 Ribosomal RNA repeat Tandem
(internal transcribed
spacer 2)

6G12 U13369 Ribosomal RNA repeat Tandem

(intergenic spacer)

*= ribosoma DNA repeats identified according to Kuick and colleagues (23); “CpG islands were classified as 5' if spanning the region upstream of the
transcription start site or first exon, as Intronic if spanning internal introns and finally as Present if location could not be identified within a gene or EST; P=
present ; A= absent; EB= embryoid body; CD= chemica differentiation (retinoic acid/ mitogen or DMSO); K= keratinocytes; B=differentiated blood; E=
endothelial cells, FF= fetal fibroblasts; NL= non lineage differentiated cells, M= methylated; D= demethylated; M or D= methylated or demethylated; HNSCC=
head and neck squamous cell carcinoma; AML= acute myeloid leukemia MB= medulloblastoma; G= glyoma; LC=lung cancer; CLL= chronic lymphocytic
leukaemia; CC= colon cancer; PE= primitive ectodermal tumours; TC= testicular carcinomas; NS= nonseminomas; BC= breast cancer.



Supplementary Table 2. Unidentified loci present in our lymphocyte “master profile” that vary between or within hESC lines and have previously been identified
as aberrantly methylated in tumours.

RLGS | Methylated in tumours
ID (references)
2B32 HNScc ™
2D63 AML &9
2D64 HNScc 9 mB ™, CC, HNSCC, AML, PE, TC ™

2F46 MB " CC, G, AML, PE, TC™
2F56 MB " BC, G, AML, PE ™
3B01 HNScC 2

3E51 HNScC 2

3F61 HNScc ™

4B07 AmML &2
4C08 HNScc 2

HNSCC= head and neck sgquamous cell carcinoma; AM L= acute myeloid leukaemia; MB= medulloblastoma; G= glyoma; CC= colon cancer; PE= primitive
ectodermal tumours; TC= testicular carcinomas, BC= breast cancer; EC= teratocarcinoma.
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