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Table S1. Upregulated genes extracted from GeneChip data analyses using E10.5 hearts prepared from the wild-type and NICD1-
activated (activated N1) mice

First trial Second trial

Gene GenBank ID
Wild
type Activated N1 Ratio Wild type Activated N1 Ratio

Average
ratio

Aldh1b1 Aldehyde
dehydrogenase 1
family, member B1

BC020001 5.1 119.6 23.3 4.01 63.85 15.93 19.64

Nrarp Notch-regulated ankyrin
repeat protein

BI696369 2.4 30.8 12.8 2.85 30.21 10.62 11.70

Nrarp Notch-regulated ankyrin
repeat protein

BI696369 0.6 7.1 12.1 1.03 10.64 10.31 11.22

Bmp6 Bone morphogenetic
protein 6

NM_007556 0.5 4.2 9.1 0.45 4.48 9.97 9.55

Wnt2 Wingless-related MMTV
integration site 2

BC026373 0.5 5.7 12.2 2.02 11.55 5.71 8.97

Vsnl1 Visinin-like 1 NM_012038 0.1 0.9 14.2 2.53 6.08 2.40 8.31
Vsnl1 Visinin-like 1 NM_012038 0.2 1.7 9.0 3.56 8.04 2.26 5.64
Isl1 ISL1 transcription factor,

LIM/homeodomain
(islet 1)

BQ176915 0.0 0.2 15.3 1.18 1.19 1.01 8.16

Car4 Carbonic anhydrase 4 NM_007607 1.3 6.7 5.0 0.89 7.16 8.03 6.51
Car4 Carbonic anhydrase 4 NM_007607 1.7 7.4 4.4 1.36 9.03 6.63 5.49
Tnni2 Troponin I, skeletal, fast

2
NM_009405 4.3 23.3 5.4 3.77 17.30 4.58 4.97

Tnni2 Troponin I, skeletal, fast
2

AV007148 1.8 10.6 6.0 2.10 5.90 2.81 4.42

Odz4 Odd Oz/ten-m homolog
4 (Drosophila)

BQ175876 1.9 10.3 5.5 2.35 9.38 3.99 4.76

Igfbpl1 Insulin-like growth
factor binding protein-
like 1

BM935068 1.3 7.5 5.8 2.13 5.99 2.82 4.32

Igfbpl1 Insulin-like growth
factor binding protein-
like 1

BM935068 1.4 4.3 3.1 1.94 5.72 2.95 3.03

Hesr1/Hey1 Hairy/enhancer-of-split
related (with YRPW
motif )1

NM_010423 1.5 7.9 5.3 3.69 8.17 2.21 3.75

Cd44 CD44 antigen AW146109 12.2 50.1 4.1 12.66 37.15 2.94 3.52
Cd44 CD44 antigen M27130 6.0 18.0 3.0 6.31 20.47 3.24 3.11
Cd44 CD44 antigen X66083 0.7 0.3 0.5 1.31 5.75 4.40 2.44
Usp27x Ubiquitin-specific

protease 27, X
chromosome

BB021271 0.5 2.1 3.8 0.66 2.09 3.14 3.45

Abcc1 ATP-binding cassette,
sub-family C
(CFTR/MRP), member 1

BG071908 0.3 1.1 3.9 0.58 1.61 2.77 3.35

Pold3 Polymerase (DNA-
directed), delta 3,
accessory subunit

AK010805 0.9 4.3 4.9 2.89 5.07 1.75 3.33

Hspa4 Heat shock protein 4 AW909503 9.8 53.8 5.5 10.13 8.36 0.82 3.16
Ccnd2 Cyclin D2 AV310588 19.3 83.0 4.3 17.19 31.02 1.80 3.05
Notch1 Notch gene homolog 1

(Drosophila)
NM_008714 1.5 4.3 2.9 0.75 2.39 3.21 3.05

Tnnt1 Troponin T1, skeletal,
slow

NM_011618 17.5 64.1 3.7 9.65 20.70 2.15 2.90

Gja1 Gap junction membrane
channel protein α1

BB043407 0.3 1.3 3.7 0.91 1.71 1.88 2.77

Krt1-19 Keratin complex 1,
acidic, gene 19

NM_008471 2.4 4.9 2.0 1.81 5.84 3.22 2.63

Slc2a3 Solute carrier family 2
(facilitated glucose
transporter), member 3

BB414515 4.9 9.8 2.0 5.50 17.67 3.21 2.60

Slc2a3 Solute carrier family 2
(facilitated glucose
transporter), member 3

BB414515 18.3 41.3 2.3 24.59 64.02 2.60 2.43

Ankrd3 Ankyrin repeat domain 3 AF302127 0.6 1.6 2.7 0.50 1.14 2.29 2.49
Mapre2 Microtubule-associated

protein, RP/EB family,
member 2

BC027056 14.4 60.5 4.2 8.70 6.63 0.76 2.47

Zfp238 Zinc finger protein 238 NM_013915 10.3 27.8 2.7 7.45 16.40 2.20 2.45
Nrxn1 Neurexin I AK017578 0.1 0.3 4.1 0.84 0.64 0.76 2.45
Maged2 Melanoma antigen, AF319976 45.4 136.1 3.0 32.88 59.73 1.82 2.41
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family D, 2
Cbfa2t1h CBFA2T1 identified gene

homolog (human)
AV327778 2.2 8.3 3.8 1.80 1.67 0.93 2.37

Spon1 Spondin 1, (f-spondin)
extracellular matrix
protein

BC020531 1.8 4.2 2.4 1.45 3.20 2.21 2.31

Spon1 Spondin 1, (f-spondin)
extracellular matrix
protein

BC020531 28.0 63.5 2.3 21.76 51.29 2.36 2.31

Bhlhb2 Basic helix-loop-helix
domain containing,
class B2

NM_011498 1.2 1.4 1.1 0.98 3.44 3.50 2.31

Plac8 Placenta-specific 8 AF263458 1.2 3.8 3.1 3.34 4.92 1.47 2.31
Mrpl33 Mitochondrial ribosomal

protein L33
NM_025796 7.6 21.3 2.8 3.31 5.13 1.55 2.18

Gucy1b3 Guanylate cyclase 1,
soluble, β3

BF472806 16.5 35.9 2.2 11.11 22.96 2.07 2.13

Gsbs G substrate BC026822 2.7 6.2 2.3 3.37 6.33 1.88 2.10
Igsf4a Immunoglobulin

superfamily, member 4
NM_018770 6.9 15.3 2.2 4.13 7.71 1.87 2.03

Igsf4a Immunoglobulin
superfamily, member 4

NM_018770 8.0 18.1 2.3 9.78 14.64 1.50 1.88

Mrps14 Mitochondrial ribosomal
protein S14

BI246587 0.7 1.7 2.5 1.73 2.60 1.50 2.01

Prrx2 Paired related
homeobox 2

AK019971 6.7 13.7 2.0 8.77 17.14 1.95 2.00

Tuft1 Tuftelin 1 NM_011656 1.0 1.8 1.9 0.99 2.09 2.12 1.99
Prps2 Phosphoribosyl

pyrophosphate
synthetase 2

BM934034 11.7 25.1 2.1 8.05 14.25 1.77 1.96

Tro Trophinin AF241244 2.7 7.7 2.8 3.36 3.59 1.07 1.93
Hes1 Hairy and enhancer of

split 1 (Drosophila)
BC018375 2.8 3.6 1.3 2.15 5.44 2.53 1.92

Polh Polymerase (DNA
directed), eta (RAD 30
related)

BB066090 0.2 0.7 3.0 2.17 1.67 0.77 1.89

Col5a1 Procollagen, type V,
alpha 1

AW744319 11.4 20.0 1.8 14.34 27.74 1.93 1.85

Ide Insulin degrading
enzyme

AV027702 6.8 17.9 2.6 6.17 6.47 1.05 1.85

Masp1 Mannan-binding lectin
serine protease 1

BB477214 0.5 0.9 1.9 0.90 1.61 1.78 1.84

Jag1 Jagged 1 AV359819 10.2 23.1 2.3 15.78 22.58 1.43 1.84
Gucy1a3 Guanylate cyclase 1,

soluble, α3
BG072799 12.4 24.8 2.0 10.12 16.73 1.65 1.82

Ccnd2 Cyclin D2 AK007904 48.2 82.8 1.7 42.70 81.75 1.91 1.82
Egln3 EGL nine homolog 3 (C.

elegans)
BB284358 0.7 0.9 1.2 0.32 0.76 2.40 1.81

Vcam1 Vascular cell adhesion
molecule 1

BB250384 15.5 29.6 1.9 15.62 26.59 1.70 1.80

Two independent sets of data are presented. Only genes showing a greater than 1.8-fold upregulation in the NICD1 activated heart were included. Genes that showed
values of less than 0.45 in the wild-type heart were omitted from the analysis.


