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Supplementary methods

Supplementary method 1. Microarray analysis

A set of synthetic polynucleotides (80-mers) representing 31,917 human transcripts,
including most of the RefSeq clones deposited in the NCBI database (MicroDiagnostic, Tokyo,
Japan) was arrayed on aminosilane-coated glass slides (Type I; Matsunami, Kishiwada, Japan)
using a custom-made arrayer. Two micrograms of each polyA(+) RNA sample was labeled with
Cyanine 5-dUTP or Cyanine 3-dUTP (PerkinElmer, MA, USA). Human common reference
RNA was prepared by mixing equal amounts of polyA(+) RNA extracted from 22 human cancer
cell lines to reduce the cell type-specific expression bias [13]. Hybridization was performed
using the reagents provided in a Labeling and Hybridization Kit (MicroDiagnostic). Signals
were measured with a GenePix 4000A scanner (Axon Instruments Inc., CA, USA) and then
processed into primary expression ratios (ratio of the Cyanine-5 intensity of each cell line to the
Cyanine-3 intensity of the human common reference RNA) [13]. Each ratio was normalized by
multiplication with the normalization factor using the Gene Pix Pro 3.0 software (Axon
Instruments Inc.). The primary expression ratios were converted into log2 values (designated as
log ratios). In accordance with the Minimum Information about a Microarray experiment
(MIAME) guideline, all the data were deposited (accession number CBX132) at the DNA Data
Bank of Japan (DDBJ) via the Center for Information Biology gene EXpression (CIBEX)
database (http://cibex.nig.ac.jp/index.jsp). Data processing was performed using a MDI gene
expression analysis software package (MicroDiagnostic). To identify genes demonstrating
significant changes in expression, t-test was performed between the 0-day sample (negative
control) and each RA time point sample (p < 0.01) [S1-S3]. Among the identified genes, we
further selected those genes that exhibited differences greater than 1.0 between the mean
averages of log ratios for the two sample groups.

A total of 31,917 probes were made for detecting 31,210 human transcripts, which covered
20,107 of 31,309 loci that we identified in our previous study [11]. Based on the classification
data shown in our previous study [11], these transcripts covered 17,129 of 23,241
protein-coding genes.

Supplementary method 2. Analysis of splicing patterns and functional classification of
cDNAs by GO

Sequences of proteins encoded by the transcripts produced from each one of the 358 genes
selected in this paper were analyzed for motifs using Pfam 19.0 program (November 2005)
(http://pfam.sanger.ac.uk/). From this analysis, we obtained information on motifs showing



E-values of e-30 or more, and based on these results we then categorized each cDNA and the
corresponding gene according to its GeneOntology (GO) (http://www.geneontology.org/)
classification by using InterPro (http://www.ebi.ac.uk/interpro/). We also categorized 24,210
human RefSeq (NCBI Reference Sequences; http://www.nchi.nlm.nih.gov/RefSeq/) listed in the
FLJ Human cDNA Database ver. 3.0 by GO. We then extracted functional categories of the
selected genes in which the ratio of category was over 2.0 fold as compared to the RefSeq result.
The splicing patterns of the selected genes were analyzed for AS by using the information
available in the FLJ Human cDNA Database ver. 3.0 (http://flj.lifesciencedb.jp) as described
previously [11]. For analyzing the N-terminus splicing patterns, we only used our FLJ ESTs
constructed by an optimized oligo-capping method, 90% or more of which contained the
transcription start site (TSS) [10,11]. In our analysis, we only focused on the protein-coding
mRNA transcripts, and ignored a lot of noncoding RNAs and mRNAs in which AS only
occurred in the untranslated region (UTR) [14].

Supplementary method 3. Quantitative real-time PCR analysis

First-strand cDNAs were synthesized from each polyA(+) RNA sample using random primers
and the Superscript Il reverse transcriptase (Life Technologies) following the instructions
provided with the transcriptase. Real-time PCR was performed using the FastStart Universal
SYBR Green Master (Roche Diagnostics, Basel, Switzerland) on an ABI Fast7500 System (Life
Technologies) according to the instructions provided by the manufacturer of the PCR machine.
Approximately 10 ng of the first-strand cDNA was used as a template in each reaction. Primers
were designed using the Primer Express3.0 (Life Technologies) software (Supplemental Table
4). The expression levels of genes were normalized with respect to that of the human GAPDH,
and the expression values of individual genes were calculated by comparing their Ct values to
that of the control using the RQ software (Life Technologies). The expression levels of genes
were represented in log2 base. Samples were run in triplicates and the data shown are average of

three experiments.



Supplementary analysis results : Analysis of expression patterns of selected genes

1. Analysis of expression patterns of selected transcription factors

Because transcription factors regulate various genes and transcription factor genes producing
multiple transcripts are known to work mutually as regulating factors in transcription [26, S4], it
is necessary to examine the expression profile and function of each alternatively spliced
protein-coding transcripts produced from a transcription factor gene. We analyzed the mRNA
diversity of the transcription factor genes and the results are summarized in Table 1 and
Supplemental Fig 3.

(1) PEG3

In Fig 2A, we compared the expression profiles of two transcripts originated from one
genome locus, namely the NM_006210.1 transcript that encodes for PEG3 [27, S5], a member
of the Kruppel C2H2-type zinc finger protein family, and the NM_015363.3 transcript that
encodes for ZIM2, a zinc finger protein. They share multiple 5' exons and a common promoter,
but their C-terminus regions are unique. Although in the 7-day sample the expression level of
NM_006210.1 increased to 8-fold, the expression level of NM_015363.3 increased to < 1.6-fold
of the 0-day sample. These results have been discussed in the section 3.3 of the text.

(2) HOXA2

In Fig 2B, we compared the expression profiles of HOXA2 (NM_006735.3) and FLJ39423,
which were identified as the splicing variants resulting from Alt. C-term utilization. HOXA2 is
part of the homeotic genes and encodes a protein that might be involved in the placement of
hindbrain segments in the proper location along the anterior-posterior axis during development
[S6, S7], whereas FLJ39423 was predicted to lack the homeobox domain (Supplemental Fig 71).
Although RA induction increased the expression of both transcripts very significantly
(7.2x10°fold and 1.6x10°-fold for NM_006735.3, and 2.8x10*fold and 3.1x10°-fold for
FLJ39423 in 1-day and 7-day samples, respectively), their ratios of up-regulation were greatly
different. These results have been discussed in the section 3.3 of the text.

(3) HNF1B

In Fig 2C, we compared the expressions of two transcripts, NM_000458.1 and NM_006481.1,
produced from the HNF1B gene by utilizing Alt. C-terms. RA-induced increase in the
expression levels of both HNF1B generated transcripts were very similar. HNF1B, also known
as TCF2, is a member of the homeodomain-containing superfamily of transcription factors [S8].



As reported previously [S9], both transcripts of HNF1B had transactivation potential, even
though their C-terminus regions were unique. These results have been discussed in the section
3.3 of the text.

(4) POU5F1 (OCT4)

POUS5F1, also known as OCT4, which contains POU homeodomain and is one of
transcription factors, is known to convert human fetal neural stem cells into induced pluripotent
stem (iPS) cells [S10, S11]. Down-regulation of the POU5SF1 expression level required for the
neuronal differentiation. We compared the expression profiles of two different transcripts of the
POUS5F1 gene, resulting from the Alt. N-term utilization - NM_002701.3 known as OCT4A and
NM_203289.3 known as OCT4B [29, S12]; both transcripts shared the POU DNA-binding and
C-terminal transactivation domains, but their N-terminus regions including the TSS are unique.
The expression level of NM_002701.3 (OCT4A) decreased to one tenth of the 0-day value
between 2- and 7-day, whereas the expression level of NM_203289.3 (OCT4B) decreased
rapidly to one tenth of the 0-day value between 1-day and 2-day (Fig 2D). These results have
been discussed in the section 3.3 of the text.

(5) HOXA3 and ETV5
Finally, we report on two other genes, HOXA3 and ETVS5, of unknown functions.
i) HOXA3
HOXAZ is part of the homeotic genes and encodes a DNA-binding transcription factor [S13,
S14]. HOXAS3 produced two transcripts, NM_030661.3 and NM_153632.1, which differed in
their N-terminal regions, but shared the homeobox domain (Supplemental Fig 7D). The
expression level of NM_030661.3 increased on 1-day and 7-day samples to 2.1x10°-fold and
5.1x10*fold, respectively, of the 0-day value (Fig 2E). On the other hand, the expression level
of NM_153632.1 increased to less than 4-fold and 70-fold of the 0-day value on day 2 and day 7,
respectively. These results have been discussed in the section 3.3 of the text.
ii) ETV5
ETVS5, also known as ERM, belongs to the PEA3 group of ETS transcription factors, and is
involved in a number of developmental processes and required for the transcriptional control of
the spermatogonial stem cell niche [S15, S16]. We examined expression of ETV5
(NM_004454.1) and FLJ56169. The expression level of NM_004454.1 decreased rapidly to one
fifth and one tenth of its 0-day value in 1-day and 2-day samples, respectively (Fig 2F). On the
other hand, the expression level of FLJ56169 decreased to one half of the 0-day in 2-day sample.
Interestingly, the expression level of NM_004454.1 increased back to the control (0-day) level
upon 35-day incubation with RA (Supplemental Table 8) whereas the expression level of



FLJ56169 increased back to the control (0-day) level after 14-day and then increased by 4-fold
after 35-day incubation with RA. These results have been discussed in the section 3.3 of the
text.

2. Analysis of expression patterns of selected genes producing multiple protein-coding
transcripts using alternate C-terminus

Out of the 358 RA-responsive genes in NT2 cells, we analyzed the mRNA diversity of 59
genes producing multiple protein-coding transcripts using Alt. C-term. We performed
quantitative real-time PCR analysis to examine the expression profiles of the protein-coding
transcripts produced by each one of the 30 genes for which we succeeded in making specific
primers. The results obtained for 4 genes in the "transcription regulator activity" category are
described in section 3.3 of the text and the results obtained for another 26 genes are summarized
in the Supplemental Table 6. Results obtained for 3 of these genes are described below in detail.

(1) NRP2

In Supplemental Fig 5A, we compared the expression profiles of three different transcripts
resulting from the NRP2 gene by utilizing Alt. C-term - NM_003872.2 known as NRP2a,
NM_018534.3 known as NRP2b and NM_201264.1 known as sONRP2 [18]. Two transcripts,
NRP2a (NM_003872.2) and NRP2b (NM_018534.3), encoded for proteins that shared a
transmembrane domain (TM), and are described as membrane-form encoding transcripts. But,
the protein encoded by the transcript SONRP2 (NM_201264.1) lacked the TM domain, and is
described as a soluble-form encoding transcript [18]. The expression levels of the
membrane-form encoding transcripts NRP2a (NM_003872.2) and NRP2b (NM_018534.3)
increased to 10-fold and 18-fold, respectively, whereas the expression level of the soluble-form
encoding transcript SONRP2 (NM_201264.1) increased to only 3-fold in 7-day sample.

NRPs are receptors for the class-3 semaphorin (SEMA) family of axon guidance molecules
and also for the vascular endothelial growth factor (VEGF) family of angiogenic factors [30].
DNA microarray results described in this study showed that the expression level of NRP1 did
not change by RA induction (Supplemental Fig 8). We compared expressions of five SEMA3
family genes (SEMA3A, SEMA3B, SEMA3C, SEMA3D, and SEMA3F), and we found that the
expression levels of SEMA3C and SEMAS3D increased in 7-day sample (Supplemental Fig 8).
VEGF-NRP interactions have been suggested to be involved in mediating tumor progression
[30]. NRPs are also thought to be valuable targets for developing new anti-cancer therapies. In
addition, there are studies suggesting that the NRP soluble isoforms might act as VEGF
antagonists and prevent the tumorigenic and angiogenic effects mediated by the other types of



NRPs [30].

We found that RA-induced increase in the expression levels of NRP2 gene transcripts were
different in NT2 cells —the expression levels of the membrane-form encoding transcripts,
NRP2a and NRP2b, were preferentially up-regulated as compared to that of the soluble-form
encoding transcript, SONRP2.

(2) EPB41L5

We compared the expression profiles of the transcripts NM_020909.2 and BC032822.2
generated from the EPB41L5 gene as a result of Alt. C-term utilization. The expression level of
NM_020909.2 increased by 4-fold, whereas the expression level of BC032822.2 did not change
in 7-day sample (Supplemental Fig 5B).

EPB41L5 gene belongs to the band 4.1 superfamily, members of which are known to
maintain epithelial integrity and to act as tumor suppressors. EPB41L5 gene coded protein binds
p120 catenin through its N-terminal FERM domain, thereby inhibiting the p120ctn—E-cadherin
binding, and also binds to paxillin through its C-terminus, enhancing the integrin/paxillin
association [23]. It might be possible that by combining these two processes EPB41L5 could
play a role in cancer invasion. It has been reported that EPB41L5 transcript lacking the
C-terminus binding site could not associate with paxillin [23].

The BC032822.2 transcript, which was analyzed in this study and was formed as a result of
AS of EBP41L5 gene, lacked the C-terminus binding site for paxillin. We found that in the NT2
cells, RA preferentially induced the expression of the transcript NM_020909.2, which possessed
the binding sites for both p120 catenin and paxillin, but did not induce the expression of the
BC032822.2 transcript.

(3) CTHRC1

We examined expressions of two transcripts produced by the CTHRC1 gene — transcript
NM_138455.2, which encodes for the CTHRCL1 protein, and transcript FLJ57590, a spliced
variant that differed from the former in the C-terminus, and was identified in our previous study
[11]. The expression level of NM_138455.2 increased by 32-fold in the 7-day sample, and then
decreased by 2-fold in the 35-day sample (Supplemental Fig 5C, Supplemental Fig 6A). In
contrast, the expression level of FLJ57590 increased by 4-fold in the 7-day sample, and by
11-fold in the 35-day sample.

CTHRCL, a secreted glycoprotein, is involved in the selective activation of the planar cell
polarity (PCP) pathway mediated by Wnt proteins [24]. It has been suggested that CTHRC1
interacted with the components of Wnt/PCP signaling pathway, and CTHRC1 binds to these
components of Wnt/PCP signaling pathway through its C-terminal region [24]. Therefore, any



CTHRCL1 construct lacking the C-terminus binding site could not associate with these
components of Wnt/PCP signaling pathway. In HEK293T cells, Cthrcl activated the PCP
pathway but suppressed the canonical pathway [S17]. In neural precursor cells (NPCs), Wnt
signaling of canonical pathway induces neuronal differentiation [S18], and Wnt signaling does
so in the late stage (neurogenic phase) of NPCs but not in the early stage (expansion phase) of
NPCs. These stage-dependent responses of NPCs might play a central role in determining the
timing of differentiation.

The FLJ57590 transcript, which resulted from the CTHRC1 gene by AS, lacked the
C-terminus binding site for these factors of Wnt/PCP signaling pathway. In NT2 cells, we found
that the expression of the CTHRCL1 protein-coding transcript, NM_138455.2, was preferentially
up-regulated by RA until day 7. Interestingly, after day 7, and as expected at the later-stage of
neuronal differentiation, the expression level of the FLJ57590 transcript, lacking the C-terminus
that was needed for the Wnt/PCP pathway, was up-regulated by RA.
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Supplementary Fig. 1. Expression profiles of neurodifferentiation marker genes by
DNA microarray.

Log2 values for each sample were averaged and S.D. values were calculated.
0-day, Negative control; cells were collected after 1-day (24 h), 2-day (48 h) and 7-day (168 h)
induction with RA.



0-day 1-day 2-day 7-day
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Supplementary Fig. 2. Expression profiles of later-stage nerve differentiation
marker genes.

(A) Expression profiles of later-stage nerve differentiation marker genes by DNA microarray.
Log?2 values for each sample were taken an average and calculated S.D.

0 day, Negative control; 1 day, Cells were collected after 24 hours by RA induction; 2 days,
after 48 hours by RA induction; 7 days, after 7 days by RA induction

(B) Real-time PCR analysis of cells after long-term induction with RA.

RNA was prepared from cells: 14-day, after 14 days of treatment and 35-day, after 35 days of
treatment with RA.
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Supplementary Fig. 3. Expression profiles of transcription factors by DNA microarray.

Log?2 values for each sample were taken an average and calculated S.D.
0 day, Negative control; 1 day, Cells were collected after 24 hours by RA induction;
2 days, after 48 hours by RA induction; 7 days, after 7 days by RA induction
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Supplementary Fig. 4. Classifications of selected 358 genes based on splicing patterns.

Selected 358 genes were classified according to their mRNA diversity as a result of AS.

Multiple: gene producing multiple protein-coding transcripts by AS.

Single: gene producing a single protein-coding transcript.

Alternative N-terminus: gene producing multiple protein-coding transcripts as a result of alternative splicing
of N-terminus.

Alternative C-terminus: gene producing multiple protein-coding transcripts as a result of alternative splicing
of C-terminus.

Other types: gene producing multiple protein-coding transcripts with other splicing patterns.

*. 26 genes produced multiple protein-coding transcripts with alternatively spliced N- and C-terminuses.
Boxes, exons; gray lines, introns; black boxes, coding regions; white boxes, untranslated regions
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Supplementary Fig. 5. Quantitative analysis of expression of 3 selected genes that showed
AS in their C-terminus by real-time PCR until 7-day.
Expression levels of two transcripts produced by AS from each gene were analyzed by real-time PCR,
and were represented in log2 base. The data were normalized with respect to that of the human GAPDH.
Name of the genes: (A) NRP2, (B) EPB41L5, (C) CTHRC1
Schematic views of selected genes: Boxes, exons; purple lines, introns; black boxes, coding regions; white
boxes, untranslated regions; red, blue or green bars, amplified regions of real-time PCR; and numbers
given in parentheses, genomic alignment positions.
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Supplementary Fig. 6. Quantitative analysis of expression of 4 selected goenes5 that showed AS in their

C-terminus by real-time PCR.

Expression levels of two transcripts produced by AS from each gene were analyzed by real-time PCR, and were
represented in log2 base. The data were normalized with respect to that of the human GAPDH.

Name of the genes: (A) CTHRC1, (B) NPHP1, (C) WDR74, (D) DENND5B
Schematic views of selected genes: Boxes, exons; purple lines, introns; black boxes, coding regions; white boxes,
untranslated regions; red or blue bars, amplified regions of real-time PCR; and numbers given in parentheses, genomic

alignment positions.



Supplementary Fig. 7. Schematic views of selected 12 transcription factors.

Boxes, exons; purple lines, introns; black boxes, coding regions; white boxes,
untranslated regions; pink or blue bars, amplified regions of real-time PCR; and numbers
given in parentheses, genomic alignment positions.
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0-day 1-day 2-day 7-day
Probe ID Gene mean £S.D. mean £S.D. mean £S.D. mean £S.D.
symbol
NM_003873 NRP1 -1.15+059 -0.79+0.13 -1.34+049 0.01+0.12
NM_006080 SEMA3A -0.14+0.12 -0.32+0.13 -0.98+0.34 0.39+0.15
NM_004636 SEMA3B -0.86 +£0.39 -0.87+0.15 0.06+0.15 -0.31+0.06
NM_006379 SEMA3C -286+£0.22 -292+054 -245+0.30 0.90+0.15
NM_152754 SEMA3D -0.99+0.27 -1.19+0.38 -1.05+0.13 1.36+0.08
NM_004186 SEMA3F 0.17+0.11 -0.27+0.08 0.01+0.13 -0.16+0.25
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Supplementary Fig. 8. Expression profiles of genes related NRP2 by DNA

microarray.

Log2 values for each sample were averaged and S.D. values were calculated.
0-day, Negative control; cells were collected after 1-day (24 h), 2-day (48 h) and 7-day (168 h)

induction with RA.



Supplementary Table 1. List of genes whose expressions were altered in RA-induced NT2 cells as determined by DNA microarray analysis.

1. 40 probes, 1-day sample (from Fig 1A).

Row No. |Probe Name Probe 1D Probe sequence 0-day (mean #S.D.) | 1-day (mean +S.D.) | 2-day (mean +S.D.) [ 7-day (mean +S.D.)
1|hypothetical protein MGC48332 (MGC48332), mRNA. NM_178450 B e A A O TOTCATTTAG 0.16 +0.25 1174033 0.7440.20 0.13+0.16
2|chimerin (chimaerin) 2 (CHNZ), mRNA. NM_004067 e O SIS (AL TCACAACT 0244005 0.94+0.15 0.81 +0.46 0.07 £0.09
3|fibronectin type 111 domain containing 5 (FNDC5), mRNA. NM_153756 R PRI CARIAIACCAA L 053+£0.23 0.73+0.07 0.75+0.15 0.61+0.28
4{single I IL-1R-related molecule (SIGIRR), MRNA. NM_021805 B o L SCOMACTE | 0.46+0.14 0.73+0.09 0.80 +0.02 0.06+0.11
5|acyl-CoA synthetase long-chain family member 3 (ACSL3), transcript variant 1, mRNA. NM_004457 22222;?gg;z%ﬁgig%ﬁiiﬁ%iﬁ?ggﬁigz;nerAACACATT -0.36 £ 0.27 1.11+£0.05 1.28+0.18 -0.21 +0.05
6|cDNA FLI35135 fis, clone PLACE6009237. AK092454 o R aC SIARGAG 0.05+0.31 1.40£0.27 0.98+0.18 0.98 £0.26
7|cDNA FLI39354 fis, clone PEBLM2002455. AK096673 e T RS SRR CACATITTTCACE 0054014 1.09 % 0.24 0.88+0.27 0.66+0.21
8| retinoic acid induced 17 (RAIL7), MRNA. XM_166091 e A G AT CAACACT 0544020 1.15+0.11 0.96 % 0.08 0731017
9|carboxypeptidase E (CPE), mRNA. NM_001873 B o ICTCCCAGA 0732007 147 £0.11 1.60 £ 0.41 069+ 0.45

10|sialoadhesin (SN), MRNA. NM_023068 o R RS ATICAT)  039£0.12 1.480.07 1.040.40 0.00 +0.42
11|transcription factor 7 (T-cell specific, HMG-box) (TCF7), transcript variant 1, mRNA. NM_003202 iggizi/ﬁg(éi(éT;_AGTCGACCTSgﬁf::gé:gfég?gf&eAGCCA -0.51+0.23 1.07+£0.23 0.31+0.41 -0.56 +0.14
12|cocaine- and amphetamine-regulated transcript (CART), MRNA. NM_004291 L AR S CRASPO AP CTTeTTCCL 0.3340.20 1.89 +0.07 0.26+0.14 0.10+0.37
13[L0C148646 (LOC148646), MRNA. XM_086262 veniiisspiasniabumeodiiiotiin 1144024 0.10+0.16 -0.060.18 0.20 +0.39
14|homeo box B2 (HOXB2), MRNA. NM_002145 AL STTTTECTAL 086+ 0.06 0.16+0.03 0.79+0.13 0.73+0.07
15|serine (or cysteine) proteinase inhibitor, clade B (ovalbumin), member 9 (SERPINB9), mRNA. NM_004155_(2) 22gX,'fT'c'C;%iﬁ???::féﬁf&f%ﬂ?gggﬁﬁCGTTTA 0.39+£0.36 2.10+£0.33 2.29+0.29 -0.67+0.21
16|myc target 1 (MYCTL), mRNA. NM_025107 e o o e [CLICCAATATET) 0344015 1.56 +0.29 1.97 +0.61 0.24£0.27
R e I Tl o I T I
18|interferon, gamma-inducible protein 16 (IFI16), mRNA. NM_005531 ng\gg¢$_¢GA;§ﬁggggégfﬁgﬁfég::ﬁ:gggggCTCA -1.67+£0.34 0.06 £ 0.26 0.74+£0.23 -1.39+0.08
19| filamin B, beta (actin binding protein 278) (FLNB), mRNA. NM_001457 B e LS AL eTITECT 103001 0.05 £ 0.07 0.28+0.23 -0.90 +0.12
20|multimerin 2 (MMRN2), mRNA. NM_024756 e A Pt SATTEEC 0,0840.07 1.91£0.16 177025 1.40£0.23
21claudin 2 (CLDN2), mRNA. NM_020384 b aleseracsivydbrsadiadysaliediocan 0.03+0.20 1174024 1.52+0.54 1.97 £0.29
22|REC8-like 1 (yeast) (RECSLL), MRNA. NM_005132 v ivedheiidiasavascavaliiiicasdiaos 0.67+0.19 1.16 £0.16 1.98£0.18 1.88£0.11
23|inter-alpha (globulin) inhibitor H5 (ITIHS), transcript variant 1, mRNA. NM_030569 bsvasibelivibneseammrsavpiiinesscsa 0.07+023 1.60 +0.40 2534016 2431012
24|src family associated phosphoprotein 2 (SCAP2), mRNA. NM_003930 iggi:gi¢2§gfg:géfgfg:g??g;f?:&eczﬁ%:g?v\CAA -1.82+0.38 1.32+0.03 2.30+£0.20 1.79+£0.37
25hypothetical protein FLJ14299 (FLI14299), mRNA. NM_025069 Jrsiisciiivevoslivsavacmliivuvelisoaad -0.81 £ 0.49 1.81+0.40 359 £ 0.05 258 +0.36
26|cDNA FLI10561 fis, clone NT2RP2002672. AK001423 A AT TSSCAACRCECTTCE | 1,08+ 0.16 0.28+0.29 0.72£0.25 2.03£0.19
27 |dapper homolog 1, antagonist of beta-catenin (xenopus) (DACT1), mRNA. NM_016651 iﬁ?ggi.?;g;ﬁ;@iﬁgg$g;€%€iﬁ2ﬁ%€fé ;X/(_\::iiAAGAA 0.58 +0.39 3.05+0.58 2.35+0.50 1.13+0.40
28|gastrulation brain homeo box 2 (GBX2), MRNA. NM_001485 e e LSS ACRAT 056 +0.38 2.99 + 0.60 2.34+0.64 0.13+0.25
29 Zz?ﬁoz::t;:;:]lﬁsgLr:EgBaAss’;c;t:lrz:]t;c'i\‘f:f:tor (left-right determination, factor A; transforming growth factor NM_003240 ;i(ég‘EL%‘I’AGA?G‘I'ggl’?ﬁgégfgéi%igﬁgg:éﬁmCTAACA 0.93 + 0.43 353+ 0.70 1,65+ 0.22 128 +0.32
30|tetraspanin similiar to uroplakin 1 (LOC90139), mRNA. NM_130783 T LaheeeT 2.05+0.10 3.38+0.01 2.83+0.08 2.49+0.20
31|LIM and cysteine-rich domains 1 (LMCD1), mRNA. NM_014583 e S TATISCOAMAS 0084020 1.25+0.11 -1.96 0.26 -0.67 £0.07
32|LIM and cysteine-rich domains 1 (LMCDL), mRNA. NM_O14583_(2) | omenornt o et AITOCT RS SOCAAGAL 0154024 -1.18+0.18 -1.55 £ 0.31 0.57 £0.17
e e T, o o B vy gy |G TG A LT Heooh | 1y s000 | amaomn | amsom | omaom
34|cDNA FLJ33783 fis, clone BRSSN2007504. AK091102 e Lo TCTORAT 1.10£0.18 0.0940.11 -0.79 + 0.34 0.92+0.41
35|hypothetical protein FLI23469 (FLI23469), MRNA. NM_024710 b Svalleacnasiiosaranat 1.19+0.16 2.2240.15 -1.75+0.30 -1.84+0.26
36/|epithelial membrane protein 1 (EMP1), mMRNA. NM_001423 TTAGCACCATTGCCAATGTCTGGTTGGTTTCCAATACGGTAGAT -3.11+0.18 -1.97 £ 0.28 -3.25+0.47 -1.67 +0.61

GCATCAGTAGGTCTTTGGAAAAACTGTACCAACATT




AGACTTTTGACTGGATGAAAGTCAAAAGAAACCCTCCCAAAAC

37|homeo box Al (HOXAL), transcript variant 1, mMRNA. NM_005522 AGGOAAAGTTGOAGAGTACGGCTACCTCOGTCAACCE -0.58+0.78 520+0.11 572+0.21 3.80+£0.54
38|cDNA FLI12777 fis, clone NT2RP2001720. AK022839 o e A aaaan eTeTTTT -0.38£0.03 3.69 £0.38 5.16 4 0.59 3.06 0.4
39|cellular retinoic acid binding protein 2 (CRABP2), mRNA. NM_001878 ég.?;::2Aegfgggxg.giﬁggéggﬁgﬁglg;Ziﬁ;iii/’\GGC 1.49+0.38 4.31+0.27 5.19+0.11 3.38+0.28
40|retinol binding protein 1, cellular (RBPL), mRNA. NM_002899 e T ACCEAT] 1 154031 3.30£0.56 4154042 5.66 £ 0.12
éowilztossﬂezr-\liﬁesample . Probe 1D Probe sequence 0-day (mean £S.D.) | 1-day (mean +S.D.) | 2-day (mean +S.D.) | 7-day (mean +S.D.)

1|methyltransferase-like 1 (METTL1), transcript variant 3, mMRNA. NM_023033 $gg25;'?ggﬁg?g:?ﬁ?&?:ﬁgfggﬁggg;ggé_l(irc_l:rGACAcGAC 0.82+£0.19 0.56 £0.10 -0.36+0.14 -0.24 +0.30

2|solute carrier family 6 (neurotransmitter transporter, creatine), member 8 (SLC6A8), MRNA. NM_005629 g_?é::gf:é:igl%ﬁ?ig;gﬁi%'CIC(’GIT%TGA%_CGTSGC gf GeeeeTe 0.69 £0.15 0.54+0.14 -0.34+0.18 -0.22+0.14

3|sprouty homolog 4 (Drosophila) (SPRY4), mRNA. NM_030964 e e I CACRGECA 0.69 +0.07 052+0.18 0.62+0.13 0.76 +0.24

4{pim-2 oncogene (PIM2), mRNA. NM_006875 e e A CATIET | 0.92:40.27 0.62+0.32 -0.14+0.18 -0.94 +0.43

5|ets variant gene 5 (ets-related molecule) (ETV5), mMRNA. NM_004454 gg:'-F_‘rr;_lc_?_??%GC‘I'AGGCCC;&/:-\S;E‘SAC:Sggﬁ'gfgﬁfﬁzGAGAGGG 0.86 £0.23 0.72+0.29 -0.15+0.15 -0.54 +0.26

6|acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl Coenzyme A thiolase) (ACAT2), mRNA. NM_005891 ;glziiiizéﬁggiﬁ(éiiﬁgéfg g:g?g::éfgg ceeeTT 0.77+£0.11 0.58+0.11 -0.60+0.21 -0.58 +0.48

7|Homo sapiens cDNA FLJ52649 complete cds. AK303891 R A recATTTTeTeTer 0.46 +0.22 0.18+0.22 -0.63+0.15 -0.20+0.53

8| TGFB-induced factor (TALE family homeobox) (TGIF), transcript variant 4, mRNA. NM_003244_(2) ?ggéggg:ggﬁ;%?ﬁéﬁigéggfgggﬁcizcéssfngACAT 1.16 £0.22 0.31+0.16 -0.16 +0.11 0.01+0.14

9|synaptotagmin-like 2 (SYTL2), transcript variant b, mMRNA. NM_032379 é?ggfg;:?gg:%ﬁ%%ﬁgE@ifgf%g%:ﬁii?CACTGc 0.94+£0.23 0.24£0.32 -0.36 £ 0.19 0.41+0.03
10|suppressor of cytokine signaling 2 (SOCS2), MRNA. NM_003877 R e CTACECTl 1472052 042+0.16 -0.76 + 0.34 -0.51 +0.04
11|cDNA FLJ33783 fis, clone BRSSN2007504. AK091102 e Lo TCTORAT 1.10£0.18 0.0940.11 -0.79 + 0.34 0.92+0.41
12|tumor-associated calcium signal transducer 1 (TACSTD1), mRNA. NM_002354 ?é:g:féé:g:%;ﬁ;ﬁé;gﬂ:?@:fgggi(?géfTGCACT 1.22 +£0.00 0.56 + 0.08 0.00+0.12 -0.92+0.45
13|tumor-associated calcium signal transducer 1 (TACSTD1), mRNA. NM_002354_(2) iii(C:$2gi:ggigg%%%iiﬁ%?%@iﬁ¢2$£:;-$;§1TCTGTGA 147+0.28 0.85+0.03 0.31+£0.19 -0.64 £ 0.43
14|sodium channel, nonvoltage-gated 1 alpha (SCNN1A), mRNA. NM_001038 A AR CCTCRACAAC 1.27+0.28 0.67£0.15 -0.09 £ 0.37 154 +0.49
15/follistatin (FST), transcript variant FST317, mRNA. NM_006350_(2) |G mn oAt Ay oAt e e G LACCAA 1.76 +0.62 0.93+0.30 -0.49 % 0.51 -1.46£0.78
16| TGFB-induced factor (TALE family homeobox) (TGIF), transcript variant 4, mRNA. NM_003244 ilIgm%fg%%@‘;c@gig?ggg?ggg;é?ggg;GTGACTGC 151+0.26 0.97 £0.30 0.12+0.34 0.38 £0.04
17 |leucine-rich repeat-containing 8 (LRRC), mRNA. XM_026998 e T e tang | ceeee 1.39+0.28 1.26+0.15 0.30+0.17 0.65+0.18
18|cDNA FLJ30432 fis, clone BRACE2008999. AK054994 e e raoarn AT 2154033 1.26+0.23 0.74£021 0.43+0.23
19|ectodermal-neural cortex (with BTB-like domain) (ENC1), mRNA. NM_003633 peibitiolicaeliivaavidiiaiadiiaivdisanan 0.54£0.15 0114022 -0.870.21 1.22+0.08
20{CDO antigen (p24) (CD9), MRNA. NM_001769 Prseiplivendivaiivpoudbrisndiitios ot 0.92£0.14 0.27 £0.40 -0.88+0.23 2.33+0.32
21|cDNA FLI23705 fis, clone HEP11066. AK074285 L T e et ToeeTee 0.04+0.29 0.53+0.21 1.35+0.14 1.05+0.18
22|brain specific protein (CGI-38), MRNA. NM_015964 o P CCTACA 0,06+0.31 0.33+0.34 1.17 £0.30 1.05£0.26
23|asparaginase like 1 (ASRGL1), mRNA. NM_025080 HaliNonwivsasentiissacsillouisoicolinthn: 0.07 £0.14 0.77 £0.13 1.15+0.16 1.51+0.39
24|retinoic acid induced 17 (RAIL7), MRNA. XM_166091 S A e A G hTCAACACT 0544020 1.15+0.11 0.96 +0.08 0.73£0.17
25|cDNA: FLI22539 fis, clone HRC13227. AK026192 R achChAACCT -0.01£0.30 0.92+0.13 1.42£0.20 0.90 £ 0.35
26|carboxypeptidase E (CPE), mRNA. NM_001873 e eSO I STCCCACAT 0734047 147+011 1.60 +0.41 0.69 £ 0.45
27|cDNA FLJ31907 fis, clone NT2RP7004396, highly similar to Mus musculus mRNA for Fish protein. |AKO056469 e r il o SO oo RCTOCCA L 0.004032 0.19+0.22 156 +0.12 0.00+0.12
28(regulatory factor X, 2 (influences HLA class Il expression) (RFX2), transcript variant 1, mMRNA. NM_000635 22;;%iéiigg%i%iﬁ%&cgglgggﬁggﬁig%g;%gggACAA 0.04 +0.20 0.34+0.12 1.31+0.05 0.11+0.36
29|Dnal (Hsp40) homolog, subfamily B, member 5 (DNAJB5), mRNA. NM_012266 igli;fgfgggﬁ.ﬁsgglﬁfgg;ggi@g?ﬁégggﬁ?ccp‘cCAC 0.40 £0.22 0.60+0.24 1.41+0.13 0.30£0.15
30|CDWS52 antigen (CAMPATH-1 antigen) (CDW52), mRNA. NM_001803 e ARSI TACRARCTECACT 0164010 0.87+0.39 144 +017 0.15+0.10
31|START domain containing 8 (STARDS), mRNA. NM_014725_(2) |3 T AR GEAR 0.19+0.18 0.7140.49 1.08£0.12 0.14+015
32|thyroid hormone receptor interactor 10 (TRIP10), mMRNA. NM_004240 $((::?ﬁ:ﬁ?gsﬁ}c::g:gmgé‘?GGfggégT%%T&GchCTCAG 0.24+0.19 0.51 +0.06 1.44+0.10 -0.54+0.33
33|acyl-CoA synthetase long-chain family member 3 (ACSL3), transcript variant 1, mMRNA. NM_004457 ACAGATGCCTTCAAGCTGAAACGCAAAGAGCTTAAAACACATT -0.36 £ 0.27 1.11+0.05 1.28+0.18 -0.21+0.05

ACCAGGCGGACATTGAGCGAATGTATGGAAGAAAATA




CATCAAGGACAATGAACCCAATAACAACAAGGAAAAAACCAA

34|fibronectin type 111 domain containing 5 (FNDC5), mRNA. NM_153756 CAGTGCATCAGAAACCAGCACACCAGAGCACCAGGGEG -0.53+0.23 0.73+£0.07 0.75+£0.15 0.61+0.28
35|cDNA FLJ34110 fis, clone FCBBF3008689. AK091429 e e e (T ISICTCTCCTCAGACAl 025 £0.17 0.60 £ 0.03 0.90+0.27 0.47 £0.05
36(single Ig IL-1R-related molecule (SIGIRR), mRNA. NM_021805 L SACCAACTE | 0464014 0.73+0.09 0.80 +0.02 0.06+0.11
37|inositol hexaphosphate kinase 3 (IHPK3), mRNA. NM_054111 T e T ITICCTECAT 0154023 0.28+0.28 0.97+0.24 0.46 £ 0.40
38|KIAAL404 protein (KIAA1404), MRNA. NM_021035 AEsasilicacvesvesvaliancandiilios 0.29+0.21 0.33£0.07 0.75+0.15 0.61£0.15
39|zinc finger protein 503 (ZNF503), MRNA. NM_032772 e o ont AT SATCCACE 282012 0.66 £ 0.14 1.06 +0.19 0.75+0.14
40|retinoic acid induced 17 (RAIL7), mRNA. NM_020338 o oo SOl ICECTATEA | 0,44 +0.08 0.590.30 0.73+0.23 0.50 +0.38
41 [protein O-fucosyltransferase 2 (POFUT?2), transcript variant 1, mMRNA. NM_015227 ;%Z%?égﬁi;ﬁ_ﬂgSi;ﬁg?ﬁ‘?ﬁ%c&iéziggggggTGTGTTC -0.01+£0.30 0.62 £ 0.26 1.14+0.19 0.30+0.21
42{homeo box B2 (HOXB2), mRNA. NM_002145 T et TTTTECTA 0,86 + 0.06 0.16+0.03 0.79+0.13 0.73+0.07
43]zinc finger homeobox 1b (ZFHX1B), mRNA. NM_014795 TSSO CAM | -053£0.24 0.14£0.38 0.76 £ 0.27 0.38£0.16
44|cDNA FLI39415 fis, clone PLACE6016160. AK096734 e A A LRCCTACTE | 928 +.0.17 -0.28+0.29 0.79£0.25 -0.06 £0.34
45|tetratricopeptide repeat domain 16 (TTC16), MRNA. NM_144965 e A A CARAC T 020 40,16 0.21+041 0.81+0.20 0.18+0.19
46|very low density lipoprotein receptor (VLDLR), mRNA. NM_003383 S o S A RS TAMACTETC L 0.8440.00 1.33+0.45 2.02+0.26 1.25+0.33
47|cDNA FLI32863 fis, clone TESTI2003615. AKO057425 T e A A A AT ATIACTEE 0.92£0.23 1.19+0.22 2.0440.19 1.22£0.08
48(retinoic acid receptor, beta (RARB), transcript variant 1, mMRNA. NM_000965 iﬁiﬁgﬁgiggég$é§é$g§gléigélglgé$ggﬁi.lc_;CAGTGG 0.42+0.33 0.98+£0.10 1.66 £ 0.29 1.13+£0.02
49[LOC121633 (LOC121633), mRNA. XM_062724 B e T TS S TOACEA T 0674022 1.24+0.15 1.73+0.22 1.16 £ 0.05
50|cDNA FLI34090 fis, clone FCBBF3006399. AK091409 e e OO ISTISCOACAACE 0314000 1.29+0.33 1.67+0.19 0.88 +0.06
51|multimerin 2 (MMRN2), mRNA. NM_024756 e Ay et ATTESC L 0.08:40.07 1.91+0.16 1.77+0.25 1.40+0.23
52|PRO1318 mMRNA, complete cds. AF116633 T T e CATETTT 0.45 +0.25 0.77£0.15 1.84+0.03 0.30£0.25
53|cDNA FLI14885 fis, clone PLACEL003711. AK027791 o AT TCTAAG 0.30+0.32 0.99 +0.51 159 +0.21 0.48 £ 0.43
54(LOC166490 (LOC166490), MRNA. XM_093899 yseadilivilivouadicaeaidiicallie il 0.62+0.39 1.08+0.26 2114036 0.42+0.12
55 2gﬁ:ﬁ-actlvated protein kinase-activated protein kinase 2 (MAPKAPK?2), transcript variant 1, NM_004759 iigiﬁgigggiggﬁggégi?;?gété?GGAGCGCGAT:gf;g?gTGAC 0.06+0.33 1.20 +0.04 166+ 0.28 0.31+019
56/cell adhesion molecule-related/down-regulated by oncogenes (CDON), mRNA. NM_016952 ;iEL?E%P/;GG%':Z:g?iziz@ﬁ’fsgfgfgzgz?élggCTCAG -0.44+0.34 -0.04+£0.34 1.04 £0.39 1.62 £0.29
57 :\nllglilkmyelmd ecotropic viral integration site 1 homolog 2 (mouse) (MEIS2), transcript variant e, NM_020149 igiz;((::(;ECG%FCGA:FE:(;T&CTEGAAAC&ACEAT?AZICI;:(‘L(IECTTGGCG 0.67+0.29 0.36 +0.28 0.75+0.15 1344004
58|cDNA FLI10561 fis, clone NT2RP2002672. AK001423 Ao AT TOSCAACRCECTTCE | 1 08+ 0.16 0.28 +0.29 0.72+0.25 2.03+0.19
59|RECS-like 1 (yeast) (RECSL1), mRNA. NM_005132 Rt ivveedheiidiasosascavelliiiivasdiaos 0.67£0.19 116 +0.16 1.98+0.18 1.88+0.11
60|matrix metalloproteinase 11 (stromelysin 3) (MMP11), mRNA. NM_005940 ;g;:%i%iﬁgig%fgiﬁ%g%ﬁgiﬁgiézi;%%ii?: GACTA -0.13+0.16 0.68 £ 0.58 1.94 £0.27 1.75+0.36
61|homeo box A2 (HOXA2), mRNA. NM_006735 e A T T CAGACAC]  0,03+0.08 0.53+0.03 1.36 +0.04 3.09 £ 0.54
62]serine (or cysteine) proteinase inhibitor, clade B (ovalbumin), member 9 (SERPINBS), MRNA. NM_00A155_(2) | e hr i e e an oA 0.39+0.36 2104033 2.29+0.29 0.67+021
63(serine (or cysteine) proteinase inhibitor, clade B (ovalbumin), member 9 (SERPINB9), mRNA. NM_004155 ;?_:;E%?.é$¢§$ﬁ@i}2ﬁﬁ%@%ﬁggggﬁ:§SX(I;TAAGGA 0.03+0.47 1.72+0.42 1.85+0.48 -0.46 +0.22
64|src family associated phosphoprotein 2 (SCAP2), mRNA. NM_003930 iggi:gi¢2§gfg:géfgfg:g??g;f?:&eczﬁ%:g?v\CAA -1.82+0.38 1.32+0.03 2.30+£0.20 1.79+£0.37
65|LIM and cysteine-rich domains 1 (LMCD1), mRNA. NM_014583 e O AT SCOAAS 0.0840.20 1.25+0.11 -1.96 0.26 -0.67 £0.07
66|LIM and cysteine-rich domains 1 (LMCDL), mRNA. NM_O14583_(2) | Somenorn ot AITOCT RS SOCAAGAL 0154024 -1.18+0.18 -1.55 £ 0.31 0.57 £0.17
67|glutathione S-transferase omega 2 (GSTO2), MRNA. NM_183239 g STATACAACACE 016 £ 0.16 1.64+0.39 -1.30+0.27 -1.0240.25
T e o o I [y g[SSR TS TR | 000 | amaow | amson | omaom
69|family with sequence similarity 20, member C (FAM20C), mRNA. NM_020223 B TR h Ll L CRCT LS CPATECAR 0142013 -0.41£0.50 1.22+0.08 -0.02 +0.09
70|KIAAQ746 protein (KIAAO746), MRNA. XM_045277 AR COCCTEGACTE | 0444016 -0.19+0.15 -0.65+0.01 -1.33£0.05
71|hypothetical protein FLI13352 (FLJ13352), mRNA. NM_024592 L LR A TTACCASAL 0.15.+.0.09 0.72+0.11 -0.87 £0.18 0,98 +£0.15
72|similar to endo-alpha-mannosidase (LOC255715), mRNA. XM_172030 CTGGTCCCTTCCTCGTATACACCTGECATEGCTGATGGTCAGG 0.52+0.34 1.22+0.04 -2.27+0.15 1.72£0.29

ATGACATCACTGTACATGACAACATCAAGTATATCAT




AATCAGGATTACTAAAAACCAGGTTTCACAACTTCTGCCAGAG

73|SAM domain and HD domain 1 (SAMHD1), mRNA. NM_015474 passalinlissaasinsdilia eadibiie 051+0.15 -1.06+0.14 1744027 179£075
74|similar to KIAA1501 protein (LOC162279), mRNA. XM_091459 T R T A SRS TSRIGACAC | 1112015 -1.61£0.40 -2.31+0.28 2.09+0.23
75|SIPL protein (SIPL), mRNA. NM_018269 R T A IRCATECT ] 1134028 -1.13+0.08 2364013 -1.09+0.20
76|similar to Phorbolin 3 (APOBEC-like) (LOC200316), mRNA. XM_114205 T AORACSAACTITE L 103+0.30 1724042 0.74 +0.24 1.37£0.25
77|PDZ and LIM domain 1 (elfin) (PDLIML), mRNA. NM_020992 T e A ST S TSR MARTSTEBCAC 1,96 0,15 -1.50+0.15 -0.91+0.10 119+ 053
78|similar to agCP13869 (LOC153222), mRNA. XM_087631 A A A AT ORACeReT | 1,26 £0.25 -1.49 £ 0.47 -0.09+0.23 -0.20+0.31
79)filamin B, beta (actin binding protein 278) (FLNB), mRNA. NM_001457 R e e TTTECT ] 1034011 0.05 +0.07 0.28+0.23 -0.90£0.12
80|damage-specific DNA binding protein 2, 48kDa (DDB2), mRNA. NM_000107 o T T CTCTAT | 0.800.20 -0.70+0.31 0.21+0.15 -1.03+0.16
81|hypothetical protein MGC15668 (MGCL5668), MRNA. NM_032756 S T T R e AL TACTEAG 1 494063 -0.75 +0.09 1.06 +0.29 1.87 +0.60
82|interferon, gamma-inducible protein 16 (IF116), MRNA. NM_005531 o (AL ACTEA | 1672034 0.06 £ 0.26 0.74£0.23 -1.39+0.08
83|collagen triple helix repeat containing 1 (CTHRC1), mRNA. NM_138455_(2) S:?GASS;Ig:??gf;?f;fggg:f:gmﬁ?z%ﬁicAGTGTT -1.23+0.29 -0.24 +£0.22 0.67 £0.22 0.24 +£0.51
84(L0C148646 (LOC148646), MRNA. XM_086262 e oo onTeAS 1.14+0.24 0.10+0.16 -0.06 £ 0.18 0.200.39
85 neuromedin U (NMU), mRNA. NM_006681 G A CORACAR | 1,98+ 0.49 -0.16 % 0.12 0.19+0.37 -0.37£0.05
86|apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3G (APOBEC3G), mRNA. NM_021822 gigigé¥z_.crﬁg§égg$;ggi2$ii¢g:gg§;§;ﬁ$:eCCAAA -2.77+0.49 -0.91+0.87 0.36 £ 0.47 0.68 + 0.66
87|similar to RIKEN cDNA 1110014807 gene (LOC115908), mRNA. XM_057014 e oA e T ASRT ISR SCACATE | 915 +0.34 -0.62 £ 0.61 0.84+0.24 052 +0.49
88|inter-alpha (globulin) inhibitor H5 (ITIHS), transcript variant 1, mRNA. NM_030569 R A TanCSCoA L 007023 1.60 +0.40 253+0.16 243£0.12
89|neuropilin 2 (NRP2), transcript variant 2, mRNA. NM_003872 A IACCTCRPATCLIAAACETEL 0324019 1.63+0.48 2.88+0.22 2.28+0.39
90|cDNA FLJ36189 fis, clone TESTI2027238. AK093508 alEiaiivasaadiarnicasannamoutilion 0.73£0.10 1.68+0.19 2514033 1.86+0.22
91|PBX/knotted 1 homeohox 2 (PKNOX2), mRNA. NM_022062 o e  eno e oeAsCeTT 1.05+0.25 1.94%0.24 2.21£0.20 235+0.11
92|gene rich cluster, A gene (GRCA), transcript variant A-2, mRNA. NM_019858 ggQ(A;Ig(;(?g?%i@iﬁﬁgi%}ii@ig,:((::ﬁ((:;((:;AGAG(':r-(I—;T(:GGTCAGC 0.85+0.21 1.28+0.35 1.97 £0.22 2.23+0.57
93|hypothetical protein FL114299 (FL114299), MRNA. NM_025069 st oslivsococatiiveselionssdl 0.81+0.49 1.81+0.40 359+ 0.05 258+0.36
04 :Tr]ag;(;nlptlon factor 2, hepatic; LF-B3; variant hepatic nuclear factor (TCF2), transcript variant a, NM_000458 1A'(-3r$((:;1-E(racGAT£(?'?:AGAAJ:5521?(?&%(}5[;1%13;2%1}%ACCAACA 048+0.76 0.77 +0.19 3234035 269 +016
95 |plakophilin 2 (PKP2), mRNA. NM_004572 e ACTAC 1.13£0.35 2.33+0.59 2.88+0.14 3.09+0.07
96|LOC145844 (LOC145844), mRNA. XM_085255 A AT A T CACTICOA 1 975024 2.86+0.17 3274022 3.09 £ 0.50
97|dapper homolog 1, antagonist of beta-catenin (xenopus) (DACT1), mMRNA. NM_016651 ZAAﬁgg2%—g?;ﬁiﬁg?g;g%%iﬁgﬁ?cfé ;ﬁgﬁiiAAGAA 0.58 £0.39 3.05+0.58 2.35+0.50 1.13+0.40
98|inter-alpha (globulin) inhibitor H5 (ITIHS), transcript variant 2, MRNA NM_032817_(2) | s T e oo AATe 0.35£0.75 291£1.01 353+058 354£0.97
99|homeo box Al (HOXAL), transcript variant 1, mMRNA. NM_005522 2ggg;LTS%%?EQ;S%Z?@%@@%iiTCCCCCCAAAAC -0.58+0.78 520+0.11 5.72+0.21 3.80+£0.54
100{cDNA FLJ12777 fis, clone NT2RP2001720. AK022839 T o et SACTETTTT | .0.38+0.03 3.69+0.38 516+ 0.59 3.06+0.44
101 cellular retinoic acid binding protein 2 (CRABP2), MRNA. NM_001878 ealioseinicavililyaiurcaradidbonboodas 149 +0.38 4314027 519+0.11 3.38+0.28
102]retinol binding protein 1, cellular (RBP1), mRNA. NM_002899 A A O e LCCCAT) 1154031 3.30 £ 0.56 415+0.42 5.66 +0.12
103|chromosome 10 open reading frame 13 (C100rf13), mMRNA. NM_152429 ?gggrc(?T%AC(;CAEC_I_Ar%i$¢g¢§:;¢$_:CGT%GGC:§€§£CATGGTGGCAC 3.22+£0.46 1.51+0.20 0.93+0.16 1.10£0.35
104 |protein tyrosine phosphatase, receptor-type, Z polypeptide 1 (PTPRZ1), mMRNA. NM_002851 Séfg:;géggﬁﬁi@fgggéﬁ;f\igiﬁgiﬁﬂg?IIATGATT 3.70+£0.41 3.19+£0.16 1.56 £ 0.18 0.00 = 0.00
105)|secreted frizzled-related protein 2 (SFRP2), MRNA. XM_050625 paesisgdinassseivodivdidbariianaiisetil 4.27+056 3.20+0.46 174 +0.67 433+027
106{laminin, gamma 2 (LAMC2), transcript variant 1, mRNA. NM_005562 B o e e CTOA | 2.69.£0.15 352+ 0.04 -3.77+0.13 -3.15+0.34
goa\‘/c(:\l%r.og?;l;eYI_\i?/esample (1em L) Probe ID Probe sequence 0-day (mean #S.D. ) | 1-day (mean +S.D. ) | 2-day (mean +S.D.) | 7-day (mean +S.D.)

1{immunoglobulin superfamily, member 4 (IGSF4), MRNA. NM_014333 palissmodiviapveviiiivovecaidivaiiios 0.02+0.18 021+0.15 0.08+0.12 138+0.25
2|roundabout, axon guidance receptor, homolog 2 (Drosophila) (ROBO2), mRNA. XM_031246 ;g(ééI.?g’:ggfchTGcﬁ.%mg:fg%ﬁi%z?ﬁ;x}c&GGAAA 0.07 £ 0.26 0.21+0.22 0.09+0.19 125+0.21
3|mRNA for FLJ00141 protein. AK074070 CTGCACATCCGCAAGATCCAGGAGATCCAGAAGATECTGAML g 144 0 18 0.24+0.21 0.11£0.16 1.42 £ 0,06

GAGGCTCATGCAGAGAAGAACCGGCTCATGGAGTCGAG




ACTTGTTGGTAGAGTTAACCTGAAAGAGTGCTTTACAGCTGCA

4|desmacollin 2 (DSC2), transcript variant Dsc2b, mRNA. NM_004949_(2) [T TS Lo e -0.07 £0.09 037+0.21 0.12+0.22 1.61+0.25

5|phosphatidylinositol glycan, class M (PIGM), mRNA. NM_145167 e T R eI CACPATECCTTC L 0.02:40.24 0.39+0.14 -0.02 £0.15 1.72£0.10

6|KIAAL500 protein (KIAAL500), mRNA. XM_034353 B s AGEA 0.24+0.25 0.44 £ 0.24 -0.05+0.05 1.63+0.27

7|nephronophthisis 1 (juvenile) (NPHP1), transcript variant 1, mMRNA. NM_000272 iﬁéié?.?gﬁ%gggf::‘fg;g;ﬁg&i?gg:gﬁngAGACCT -0.07 £ 0.08 -0.01 +£0.00 0.28 £0.30 1.83+0.16

8|KIAA1384 protein (KIAA1384), mRNA. XM_035405 e e A SORISTTEBAC 0.084037 0.04£0.29 -0.03+0.04 1.74+0.19

9|collagen, type IV, alpha 1 (COL4AL), mRNA. NM_001845 evhodherliaviiscoventaatiovouriiibotin 0.44+0.25 0.09+0.30 0.28+0.13 1.72£0.19
10|collagen, type 1V, alpha 1 (COL4AL), mRNA. NM_001845_(2) | e o T TTISARCEA 0484023 0.23+0.30 0.33+0.09 1.52+0.25
11|nypothetical protein MGC34032 (MGC34032), mRNA. NM_152697 e e e SRR TTCTCA 0.35+0.16 0.12+0.09 0.48 £ 0.09 1.89+0.15
12|LOC123323 (LOC123323), MRNA. XM_063591 e el L SATARA L 0234015 0.2540.12 0.64%0.24 1.78£0.36
13|signal peptide, CUB domain, EGF-like 3 (SCUBE3), mRNA. NM_152753 o o SCTECTEC | 0.47 4032 0.44+0.21 0.10+0.23 1.91£0.29
14|cDNA FLJ30374 fis, clone BRACE2007888. AK054936 e e R CRATGAGTC 0.14+0.15 0.07 +0.37 0.31+0.24 1.21£0.01
15|Homo sapiens cDNA FLJ58489 complete cds, highly similar to Ena/VASP-like protein. AK295919 giiﬁgL(.;r(éﬁgi%gf_‘?f.fngAé:TTgccgzligr%ﬁ?ﬁcTTGCTG 0.18 £0.16 0.19+0.10 0.37£0.20 1.19+£0.13
16|SERTA domain containing 1 (SERTADL), mRNA. NM_013376 e o CAGE 0.13+0.24 0.05 +0.33 0.15+0.36 1.19+0.27
e R LRI o T e o s[RI A M O o500 | owaos | oaon | assew
18|LOC167341 (LOC167341), MRNA. XM_094423 etiadivvelivouiiisgidiieiiiibavetial 0.38+0.24 0.27+0.17 0.52+0.33 1.45+0.10
19|mRNA for KIAA0980 protein, partial cds. AB023197 R SoITaA 021+0.19 0.24+0.15 0.5840.19 1.25+0.12
20|F-box and leucine-rich repeat protein 7 (FBXL7), mMRNA. NM_012304 ggi-rri?ré\g(Eéi(/.;\;?re(;cc%?;f\r$¢é§;§$€g§:€:§gg§éATcCCT 0.26 £0.24 0.15+0.33 0.35+0.15 1.38+£0.20
21cDNA FL139423 fis, clone PROST1000322, highly similar to HOMEOBOX PROTEIN HOX-A2.  |AK096742_(2)  [a1cam e T e A TTECTE 0.0240.23 0.29 +0.09 0.50 +0.18 1.43+0.35
22|cDNA FL142197 fis, clone THYMU2034314, AK124191 e eI S SRS ASCATITEC | 0,07 £0.13 0.37£0.07 0.55+0.12 1.32+0.17
23 EE)TE?;],FLJ%O% fis, clone OCBBF2017035, highly similar to Mus musculus mRNA for GATS AK092358 ?‘?GG':J((;;ZIgiggi;%z?ﬁ?:%?igi%@igggé:cré'i}éCTATCA 0.21+0.06 0.49 +0.06 0.78 +0.02 144 +0.07
24 IC—|eo”rSI<;:aplens cDNA FLJ50903 complete cds, moderately similar to Retinol-binding protein T, AK301684 iﬁg$$AG§GA§CC'IT(?AAZ§§€(;I!AIAICé:?:%sl;"lc'gg?g:EgGAggGGGTTC 0.12 +0.32 0.30 + 0.30 0.35+0.21 1444025
25|L0C139545 (LOC139545), mRNA. XM_066755 oy oceTeee -0.15+0.16 -0.070.10 032+0.11 1.51+0.28
26|BMP-binding endothelial regulator precursor protein (BMPER), MRNA. NM_133468 e A AT AA A CECTECT 0134012 0.10+0.16 0.14+0.16 1.05+0.26
27|cDNA FLJ38610 fis, clone HEART2005581. AK095929 e S S A TCAC -0.06 £0.12 -0.0240.13 0144012 1.01£0.15
28|GATA binding protein 6 (GATAB), MRNA. NM_005257 L areTATTeee 0.29+0.06 0.15+0.26 0.20+0.33 0.86+0.18
29|partial GATA-6 gene and promoter regions (exon 1a). AJ245649 Sgiég(C:.(r;éézéHﬂgléggig;%%igiigﬁggg GBAGC -0.24+0.18 0.19+0.26 0.50 £0.11 0.97 £0.25
30| hypothetical protein FLJ20130 (FLJ20130), MRNA. NM_017681 pesiaiilitovassorivavdisaa el o -0.10+ 0.24 0.36 +0.27 0.48 +0.10 1.03+0.18
31|KIAAL799 protein (KIAA1799), mRNA. XM_059109 e Ao T AACA L 0112031 0.35+0.35 0.22+0.13 1124024
32|WAS protein family, member 1 (WASF1), mRNA. NM_003931 o A A aPCTRORSCTEAC | 002 £0.12 0.300.16 0.28 +0.17 1.04+0.14
33|socius (SOC), MRNA. NM_145345 ol CTACTT 0134020 0.20+0.17 -0.19+0.25 118+0.12
34|ATPase, Ca++ transporting, plasma membrane 1 (ATP2B1), transcript variant 2, mMRNA. NM_001682 g;ﬁ.giﬁggiggﬁ;ém%%?:;g$£g§éf£c?§;rgCCGAA -0.13+0.22 0.14£0.25 -0.29+0.27 1.12+0.22
35|lipoma HMGIC fusion partner-like 2 (LHFPL2), mRNA. NM_005779 ovveprnaaiivyooveitiodicsaandioasa 0.15+027 0.10+0.19 -0.18 £ 0.09 1.25 £ 0.06
36EPS8-like 1 (EPSBLL), transcript variant 1, mRNA. NM_133180 R AT ISTIRTCOCTOATGTATC L 0204018 -0.06 + 0.04 -0.14 £ 0.09 0.95+0.10
37|tumor necrosis factor receptor superfamily, member 19 (TNFRSF19), transcript variant 1, mRNA. NM_018647 éiéiﬁg;iz&iigLiéigg;%ig?ggf:cﬁgi%:iyACTAT -0.19+0.17 -0.09 + 0.55 -0.29 £ 0.07 1.06 £0.19
38|cDNA FLI16125 fis, clone BRACE2027018. AK122677 vareviEsuveiscilidioanaoandiiion 0.25+0.15 -0.25 £ 0.29 -0.28 +0.30 0.91+0.27
AT e e OB, Wy S ECECTRON T[RRI GORCLE T UM ACOMTO0 15,031 | omzon | omsase | ostsoss
40|Homo sapiens cDNA, FLI17813. AK310771 peadiasesaviasivapveridisdiaseribliveas 0.23+0.21 -0.25+0.22 -0.24+0.30 110+ 0.24
41|hypothetical protein LOC163782 (LOC163782), mRNA. NM_181712 B e L S CATATE 0.2640.24 -0.08 +0.27 -0.03 +0.43 1.37£0.30
42[mitogen-activated protein kinase kinase kinase 1 (MAP3K1), mMRNA. XM_042066 CGTTGTTTAGAACTTCAACCTCAGGACAGACCTCCATCAAGAG -0.14+0.36 -0.18 £ 0.24 -0.16 +0.14 1.25+0.27

AGCTACTGAAGCATCCAGTCTTTCGTACTACATGGTA




GGTGTCTTTCTACCATTCAAGGGGTGTCCTCCTGAAGGCGTCTG

43[cDNA FLI31668 is, clone NT2RI2004916, ‘ ‘ AK056230 peeb s alizassuveidiariodiians 0.24+023 -0.20 +0.40 -0.05+0.15 1.36+0.27
T T D () e TSRy gy AT CACHGAA T OATOS o202 | wansom | omvoss | om0
45|tripartite motif-containing 42 (TRIM42), MRNA. NM_152616 e T AP ACCTEC 0,97 4 0.26 -0.10 +0.01 0.37+0.24 0.94+0.25
46|synuclein, gamma (breast cancer-specific protein 1) (SNCG), mRNA. NM_003087 ggg?ggfigg;g((;3E%gi%ii%i;%g@%gﬁziz%ﬁg%gg%AAGA -0.48 £0.18 -0.09 £0.15 0.43+0.22 0.62 £0.22
47|GR AF-1 specific protein phosphatase mMRNA, partial cds. AF174498 é-?—ﬂg;gigé:?gﬁfg::g:;i@gg;g%?gg;g%%ECAAGAA -0.41+0.24 -0.05+0.15 0.31+0.34 0.67 £0.27
48|H1 histone family, member 0 (H1F0), MRNA. NM_005318 e e MG 0504024 -0.30 £ 0.46 0.46 +0.19 0.51+0.28
49| Meis1, myeloid ecotropic viral integration site 1 homolog (mouse) (MEISL), mRNA. NM_002398 R e A L LCCICT SV COTOATE | 0792031 -0.20+0.31 -0.140.28 1.29+0.22
50{cDNA FLJ31546 fis, clone NT2RI2000974. AKO056108 A SARTETECC | 0.8340.29 -0.140.08 0.07£0.07 1.07£0.11
51|dual specificity phosphatase 6 (DUSP6), transcript variant 1, mRNA. NM_001946 g$¢€g:;:égi(écezf:\rg%zfé\%fgg:;ggg;’?é\?g;gCTGGA -0.68 +0.34 0.08 £0.42 0.15+0.16 1.02+£0.32
52 \l;ivolgnfeSzziegsn:a[l)i?%l:(wz)sg;lj)f:(r)nnl;p’\lli? cds, clone TESTI2028720, highly similar to Homo sapiens AK292330 ¢ég§g¢c‘rg;g‘éﬁi¢ég;ég?égﬁ;ﬁ%/—éi‘l?&éﬁﬁggTGCTCCG 059+ 041 20,62 +0.10 0.08 +0.22 1.10+0.38
53|hypothetical protein FLI31842 (FLI31842), MRNA. NM_152487 e e AT TeceTeT 0.61 +0.34 0.40+0.20 -0.03+0.14 0.67+0.31
54|cDNA FLI41890 fis, clone OCBBF2024850. AK123884 e e LTS POnCAATICCET]  0.004047 0.56 +0.20 0.83+0.24 1.09 +0.17
55[NIMA (never in mitosis gene a)-related kinase 3 (NEKS), transcript variant 2, mRNA. NM_152720 R Lo LoR [SeRGCTEA 0274017 0.51+0.32 0.96 + 0.04 1274011
56|brain specific protein (CGI-38), MRNA. NM_015964 o A e T ACC ol SCoCeTACAl 0,06 031 0.33+0.34 1.17 £0.30 1.05+0.26
57 r’\::;];\,myelmd ecotropic viral integration site 1 homolog 2 (mouse) (MEIS2), transcript variant e, NM_020149 igi-I(;CCi‘l('ZCGCAP'I\'CGéAA'I'AGE?A‘I'AC(ZG'CC'I:I;:GAI:\CCCCACTAACA'I'C(SAZICI;:GI(I;‘I TGGCG 0674029 0.36 + 0.28 0.75+0.15 1344004
58|cDNA: FLI22516 fis, clone HRC12162. AK026169 e A GRS TS ARTCATETATEA T 0484020 0.59 +0.48 058 +0.35 1.02+0.08
59|homeo box B2 (HOXB2), MRNA. NM_002145 T et TTTTECTA 0,86 + 0.06 0.16+0.03 0.79+0.13 0.73+0.07
60|fibronectin type 111 domain containing 5 (FNDCS), mRNA. NM_153756 e R AP SIRIIRCEAA 0534023 0.73£0.07 0.75+0.15 0.61+0.28
61|zinc finger protein 503 (ZNF503), MRNA. NM_032772 A SRS SASOCEACE 0284012 0.66 + 0.14 1.06 +0.19 0.75+0.14
62|retinoic acid induced 17 (RAIL7), MRNA. XM_166091 o e G TCCARCACT 054£0.20 1.15+0.11 0.96 +0.08 0.73£0.17
63|cDNA FLI34929 fis, clone NT2RP7004728. AK092248 e e r CCTTTe| 0774055 0.78 +0.34 0.34+0.16 1.29+0.43
64|chemokine orphan receptor 1 (CMKORL), mRNA. NM_020311 e A AP S TORTORACE | 021+ 0.47 1.00+0.38 0.7440.10 148 £0.36
65|LOC350016 (LOC350016), MRNA. XM_303730 T e L cAcC I cCTACTTA 0.13+0.01 0.80 +0.19 0.26 +0.10 1.76 £0.02
66| insulin-like growth factor binding protein 5 (IGFBP5), MRNA. NM_000599 HasyveaUsesviiavivalivwiiossiivocte s 0.45+0.42 0.15+0.76 1.41£0.79 2.08+0.11
67|LOC151361 (LOC151361), MRNA. XM_098048 o T A A LETECS oS CTTCTEAL 0,39 £ 0.41 -0.20 +0.58 1.18+0.64 1724030
68(cell adhesion molecule-related/down-regulated by oncogenes (CDON), mRNA. NM_016952 ;ig;?rzcc';%%i%ig?ﬁ%ﬁz@ﬁicggfgfgzgE$é‘;ggCTCAG -0.44+£0.34 -0.04 £0.34 1.04 +0.39 1.62+0.29
69|cDNA FLI10561 fis, clone NT2RP2002672. AK001423 T TR TOCCAATACCETTCE 1 08+ 0.16 0.28+0.29 0.72£0.25 2.03£0.19
70|AT-binding transcription factor 1 (ATBFL), mRNA. NM_006885 vevvesetievibvovaavuelsoriiied il 0,91 +0.47 0.17+0.51 0.42 % 0.60 1724043
71|homeo box C12 (HOXC12), mRNA. NM_173860 T e RIS SIARRACARA | 1,47 £ 0,69 -0.34+0.28 0.71+0.01 1.64 +0.60
72|hypothetical protein FLI14153 (FLI14153), mRNA. NM_022736 e T oo LSCCCATCAT) 154013 -1.28+0.38 -1.43£0.22 -0.18 +0.03
73|dynactin 3 (p22) (DCTNB3), transcript variant 1, mMRNA. NM_007234 égigigg&%cgfg%c_g;%@‘jr_e@gzg&ggﬁg2(222?2:7CATCCTA -1.38+0.23 -1.26 +0.18 -1.09+0.16 -0.17+0.26
74|anus kinase 1 (a protein tyrosine kinase) (JAKL), mRNA. NM_002227 ey AR CTORRCACCAAST 160+0.28 1,56+ 0.26 1.42£0.27 0.44£0.12
75|solute carrier family 23 (nucleobase transporters), member 2 (SLC23A2), transcript variant 1, mRNA. [NM_005116 e PO TOCARISCAACAS 148+ 0.14 -1.19+0.28 -1.54+0.19 -0.40 % 0.24
76 |protective protein for beta-galactosidase (galactosialidosis) (PPGB), mRNA. NM_000308 2192;?1???59;555;;5::2;Igg:g%ﬁ%%ié;g@?eGTTT -1.79+0.13 -1.14£0.32 -1.71 £ 0.35 0.01+0.03
77 |testis derived transcript (3 LIM domains) (TES), transcript variant 1, mMRNA. NM_015641 é?.?;fg%ﬁ@:gfﬁg:ﬁéﬁi;zc:;éfgéﬁlg.??%ieGATG -1.44+0.17 -1.91+0.39 -1.40+0.38 0.10 £0.30
78 ?lsallxl_lt_;a)ns;eéase: (CMP-NeuAc:Tactosylceramide alpha-2,3-sialyltransferase; GM3 synthase) NM_003896 ;igg;i%ﬁﬁziﬁglgigiﬁggﬁgiiigigLGGngfGAAcGGA 165+012 159+033 1.05+021 0314026
79|START domain containing 10 (STARD10), mRNA. NM_006645 R AGASTRCISCAACAAAL 159 £ 0.27 1.55+0.20 -0.58 +0.13 0.25+0.20
80|hypothetical protein MGC46719 (MGC46719), mRNA. NM_153713 Sesediiiicepdbeiiaadivisaipucnediioge 1.95+027 -1.67 +0.09 -0.88 +0.11 0.75+0.10
81|KIAAL102 protein (KIAA1102), MRNA. XM_044461 AGCAACGTTTGCTCCAGGAGAGATACCAGAAGGAGCAGGACA | 464 0 34 1244027 -0.87 026 0.32+0.08

AGCTGAAAGAAGAGTGGGAAAAGGCCCAAAAGGAGGTG




TGAGATCCTGGTGCACAACATAGTGATCTTCATGCGAACTTCA

82|hypothetical protein MGC5576 (MGC5576), mRNA. NM_024056 GTGAAGATTTCATACATTOGCCTCATGACCCAGAGET -1.30 £ 0.07 -0.95+0.40 -1.09 £ 0.04 0.28£0.16
83|glutathione S-transferase M3 (brain) (GSTM3), MRNA. NM_000849 B A e eAeTT 1.27+043 1.24+0.28 -0.99 + 0.48 0.61+0.28
84|hypothetical protein MGC10500 (MGC10500), mRNA. NM_031477 B TR TCATT 1.49+0.28 1,30+ 0.43 -0.46 + 0.49 0.08+0.27
85|collagen, type I, alpha 1 (COL1AL), mRNA. NM_000088 R e N PSCaTee 1124029 1,06 +0.41 -0.58 £ 0.63 0.30+0.31
86|cDNA: FLI23578 fis, clone LNG12709. AK027231 e e b FCSIACCT) 1752032 146 +0.14 -0.95+0.32 0.18+0.05
87|selenoprotein P, plasma, 1 (SEPP1), mRNA. NM_005410 e T O I ICTTEAACE L 1154034 1324012 -0.70 £ 0.18 0134023
88|hypothetical protein DKFZp434L142 (DKFZp434L142), MRNA. NM_016613 R AR PUTTACOCCA 146 +0.32 1.20+0.30 -1.27+0.83 0.46+0.38
89|chromosome 11 open reading frame 8 (C110rf8), mRNA. NM_001584 R e CACCCTT 0,6740.00 -0.40 £ 0.67 -0.340.26 1.84+0.26
90|hypothetical protein FLI20489 (FLJ20489), MRNA. NM_017842 O  CTACTT 0712 0.14 -0.66 + 0.63 -0.46 £ 0.23 1.70£0.17
91 (zinc binding alcohol dehydrogenase, domain containing 2 (ZADH2), mRNA. NM_175907 $LZ$£%2€(1?(-;2ig?gg;?—i?—?égg-—g;?g?g:i—?—?ffCAGGTT -1.24+0.43 -0.94£041 -0.35+0.16 1.42 +0.07
9 ?gg&(fg?n&]ls&n:hoglobulm domain (Ig), short basic domain, secreted, (semaphorin) 3D NM_152754 igiAGL(é%/_-I\gg,:ﬁg;géﬁgég&z%cgﬁgiixg{?iATCAc 0.99+032 1174046 1.05+0.15 136+009
93 Tﬂc&zrgﬁe;lggcilg;?izasgeer::tdzrotem kinase I, mMRNA (cDNA clone MGC:22256 BC020630 Z‘;i‘gl’ciﬁi$$§§g5g:gg;iii‘£ﬂE;(égﬁ'_rriflﬁTTTGCAAA 1120+ 041 1.27+0.35 10.39+0.38 0.95 +0.12
94|polyhomeotic-like 2 (Drosophila) (PHC2), transcript variant 2, mMRNA. NM_004427 Sl$gég:|:;$gg;AALAG/Z%LT.&/?AGACC%T.;?EQ:.?GCSEJTCTGTTC -0.92+0.21 -0.75+0.59 -0.78 £ 0.57 1.01£0.07
95 |transmembrane 4 superfamily member 4 (TM4SF4), mRNA. NM_004617 e R IAALACECTECTAAL 070 40,10 -1.25+0.36 -0.91+0.04 1.02+0.18
96|WD and tetratricopeptide repeats 1 (WDTCL), mRNA. NM_015023 o [LSASASTOCTCT | 059.£0.18 -1.01 +0.47 0.30+0.14 0.56+0.12
o T e e T R Ty gy AT SSASEC T TS ST 105 | omssons | omsoms | omwon
98|ATPase, Na+/K+ transporting, beta 1 polypeptide (ATP1B1), transcript variant 1, mRNA. NM_001677 pnanlislisavessisiiibadiosiiasctios 0774022 -0.95+0.11 0.39+0.15 0.85+0.21
99|secreted protein of unknown function (SPUF), mRNA. NM_013349 A A ORI IeAACCCTe | 0442013 0.71£0.27 -0.60+0.24 0.65+0.05
100|5-methyltetrahydrofolate-homocysteine methyltransferase (MTR), mRNA. NM_000254 -(;igiiﬁ?gﬁziigg;%@%iﬁ?ﬁggggﬁ;?gﬁIﬁgﬁéGAGGTT -0.71 £ 0.05 -0.62 +0.38 -0.48 + 0.56 0.50+0.23
101|{HMG-box transcription factor 1 (HBPL), MRNA. NM_012257 B e aChoRO CRTARG -0.83+0.10 -0.63+0.39 -0.07 £0.35 0.31£0.07
102|G protein-coupled receptor 126 (GPR126), MRNA. NM_020455 T e LA IR SASACTECT | 0,80 £0.20 -0.60 +0.31 -0.69 + 0.57 0.33+0.27
103|5-methyltetrahydrofolate-homocysteine methyltransferase (MTR), mRNA. NM_000254_(2) (ng_crgGC(;_(ngiﬁégﬁgggiﬁg‘g%%%‘g:;gfﬁg&%ﬁ%GATTAT -0.87 £0.04 -0.64 £0.31 -0.66 + 0.16 0.26 £0.16
104|dachshund homolog 1 (Drosophila) (DACH1), transcript variant 3, mMRNA. NM_004392 é\iggg?éf?f::fgm%igEégﬁ&%ﬁig%?mm -1.10+0.29 -0.89 + 0.36 -0.71+0.14 -0.01+0.19
105|cDNA FLJ20750 fis, clone HEPO5174. AK000757 S A SO AT ATITETTT | 138 +0.22 -0.68+0.15 -0.58+0.11 0.35+0.16
106|cDNA FLJ23720 fis, clone HEP13757. AK074300 T e A AT SOMISCSCACTC | 0.74+0.28 -0.92 £ 0.05 -1.17£0.39 0.41£0.17
107|cDNA FLJ32362 fis, clone PUAEN1000057. AKO056924 erladiaspsassadiveidiniusaaootin 0.76£0.22 0.3410.34 -0.88 £ 0.58 0334022
108{paraoxonase 2 (PON2), mRNA. NM_000305 R oepasTTCT 0,50+ 0.26 0.50+0.18 -0.98+0.15 0.92£0.08
109|hypothetical protein (LOC387882), mRNA. NM_207376 e A TCACCET ] .41 40.10 -0.83+0.26 -0.78£0.25 1.01£0.20
110 &I;c’sirm homology domain containing, family G (with RhoGef domain) member 1 (PLEKHGI), XM_027307 ‘(Eig%é(é‘rc(mi%‘:g%TgAGTizii‘;gﬁi:";l;'cc'l'gggGAATGTCTG 056+028 078 +0.14 110 +0.20 0.81 +0.24
111 sphingosine-1-phosphate phosphotase 2 (SGPP2), MRNA. NM_152386 B L AT e TACRACCTT 0,40 £0.32 -0.46 +0.15 -0.67 £ 0.16 1.38£0.42
112 ?;Sa'e:_:_aéﬁ‘r;ggfquence binding protein 1 (binds to nuclear matrix/scaffold-associating DNA's) NM_002971 ;(é/:l(_;rg$¢TTg§:§§GAg;;ﬁééx:gg:fgg:fgé&AﬁggTCTCAA 1.20+0.05 -0.09 +0.00 0404017 0.03+0.18
113|hypothetical protein FLJ34154 (FLI34154), MRNA. NM_173813 e o TCACSCARA -0.88+0.28 -0.26+0.20 0.0340.29 0.17+0.19
114|hypothetical protein FLJ21069 (FLJ21069), MRNA. NM_024692 AP RACTICTE |1 93+0.09 1.91+1.02 -1.38 £ 0.49 0.78+0.13
115|homeo box B4 (HOXB4), mRNA. NM_024015 e A CECTEC 1 1104023 -1.06 % 0.0 -0.67£0.42 2.70£0.33
116|cytochrome P450, family 26, subfamily B, polypeptide 1 (CYP26B1), MRNA. NM_019885 e e L S Lo ARG 0.61+0.35 -0.50 +0.34 -0.43 +0.46 2274073
117|homeo box A3 (HOXA3), transcript variant 1, mRNA. NM_030661 AR TOAAIOASTCTCOA 11034033 -0.880.39 -0.12 +0.45 3.75+0.48
118|apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3G (APOBEC3G), mRNA. NM_021822 gﬁgi’é@i;;crﬁgiggg?;ggiﬁ?i:ﬁ?gggg;ﬁ;ﬁ$26CCAAA -2.77+0.49 -0.91+0.87 0.36 £ 0.47 0.68 + 0.66
119|KIAA1039 protein (KIAAL039), MRNA. XM_085748 e R AR TRCCCTECA 0434022 0.68+0.13 0.28+0.27 0.64+0.12
120 phosphoribosylaminoimidazole carboxylase, phosphoribosylaminoimidazole succinocarboxamide NM_006452 ATGGAGCAAACTGCGAGCAAGCATTTTGAACACATGGATTTCC 0.40 +0.22 0.57 +0.14 0.31+0.05 061+027

synthetase (PAICS), mRNA.

TTGAAGCAGGCTGACAAGAAAATCAGAGAATGTAATT




TGTTGCCTTCCATTTTCAGAAAAAGGCCCACCTTCAGTGTGTGA

TTCATGGGTGCCCTTGGAAACGGAAGATGGAATACATC

1|hypothetical protein FLJ25416 (FLJ25416), mRNA. NM_145018 AACTCGAAGTGCTTGOTCACCTGAATTGTTITCATA 0.50 £0.22 0.76 £0.12 0.20+0.22 -0.51+0.16
phosphoserine phosphatase (PSPH), MRNA. NM_004577 e A A AT ACACTATSTTCCTTCAL  0.82:+0.04 0.55+0.14 0.2140.02 0.47+021
T e TV Ty S 0 [ s (SOOANSOASCSC R AL TMNTET | 55019 | aaswomn | ostzors | om0
eukaryotic translation initiation factor 2, subunit 2 beta, 38kDa (EIF2S2), mRNA. NM_003908 ggﬁgg%ﬁ%ﬁgﬁfgggﬁgigﬁgg?ggg?éégﬁiiCTTCCAG 0.77 £ 0.05 0.47+£0.14 0.58 +£0.14 -0.46 +0.14
5|sine oculis homeobox homolog 3 (Drosophila) (SIX3), mMRNA. NM_005413 Ié.?é\:ggiZééZﬁgliii@g;zﬁgz%gﬁgfﬁéﬁéggcGCCGAT 0.94+£0.25 0.60£0.10 0.56 +£0.20 -0.28 +0.19
6|hypothetical protein FLJ21901 (FLJ21901), mRNA. NM_024622 AT STOARCAA 0.61+0.27 0.43+0.19 061+0.18 0.48£0.26
7|farnesyl-diphosphate farnesyltransferase 1 (FDFT1), mRNA. NM_004462 e AR CCeCTTA 0774017 0.4310.14 0384011 0.24+021
phosphoserine aminotransferase 1 (PSAT1), transcript variant 2, mMRNA. NM_021154 éi16—5;,3géé?;é%i;gﬁrgg;%ié%i%%?ffgfTTTCAG 0.86 £0.16 0.44+0.19 0.58 +£0.47 -0.54 +0.30
9|hypothetical protein FLJ22635 (FLJ22635), mRNA. NM_025092 T o oAeTTCC 059 +0.32 0.31+0.19 0.49 % 0.39 -0.58 +0.23
0|phosphoribosyl pyrophosphate synthetase 1 (PRPS1), mRNA. NM_002764 i;Lféﬁ%iiﬁﬁzzﬁgEiAAii':_AAE:CG%ﬁ_TGAACTCTE;AC(fAGGAC 0.81+£0.16 0.93+£0.10 0.68 £0.18 -0.46 +0.17
1|polymerase (RNA) 111 (DNA directed) polypeptide K, 12.3 kDa (POLR3K), MRNA. NM_016310 B o oA S TOCOAACA 0.83+0.28 0.97 +0.02 0.65+ 0.05 0.17+0.23
chromosome 14 open reading frame 156 (C140rf156), mRNA. NM_031210 i(Ggg;L?i@ggiiigl;zii%;;%i%g::::;;;ﬁ;;cAGAAGA 0.90+0.28 0.85+0.08 0.22+0.16 -0.46 +0.17
3Kinesin family member 5A (KIF5A), mRNA. NM_004984 R oACTCRA 0.91+0.24 0.84 +0.02 0.28+0.33 -0.16 027
4|copine VI (CPNE?), transcript variant 2, mRNA. NM_014427 B s T TAC 0.99+0.36 0.80+0.11 0.69 % 0.10 0.77 £0.36
5(p21/Cdca2/Ract-activated kinase 1 (STE20 homolog, yeast) (PAKL), MRNA. NM_002576 e oS LARAG 0.81+0.34 1.20+0.15 0.62+0.28 0.58+0.31
PREDICTED: paraneoplastic antigen MA2 (PNMA2), mRNA. XM_376764 e R e e e heee 1.02+0.19 0.06 % 0.30 0.3940.12 -0.46 +0.23
mitogen-activated protein kinase 8 interacting protein 1 (MAPK8IP1), mRNA. NM_005456 éi—g;gé??:gﬁé?ggfﬂg;gi%ég?;—?gg—:—?:ggéGTGTGG 1.04+0.10 0.10+£0.29 0.56 +£0.29 -0.44 +0.25
8|matrix metalloproteinase 15 (membrane-inserted) (MMP15), mRNA. NM_002428 g(T;é(;ié?ggggéﬁiégiglﬁgG'A(A’(I:(S_IGIc;ué?g?GGGTGAC 1.10+0.34 0.30+£0.20 0.29 £0.22 -0.46 +0.26
ARF protein (LOC51326), mRNA. NM_016632 e TTCTTA 1.08£0.16 029+ 0.54 0414011 -0.11+0.30
DEAD (Asp-Glu-Ala-Asp) box polypeptide 25 (DDX25), mRNA. NM_013264 e e o AT ST SATOATTC 1.15+0.36 0.55+0.38 0.6040.22 0.49 £0.27
tumor-associated calcium signal transducer 1 (TACSTD1), mRNA, NM_002354_(2) iii(C:$2gi:ggigg%%%iiﬁ%?%@iﬁ¢2$£:;-$;§1TCTGTGA 147+0.28 0.85+0.03 0.31+£0.19 -0.64 £ 0.43
2|ets variant gene 4 (E1A enhancer binding protein, ELAF) (ETV4), mRNA. NM_001986 ﬁﬁiﬂ?giiggizzszcﬁg fggggég%ilg%TTCCCTGAG 1.18+0.22 0.91+£0.06 0.22+0.23 -0.67 +0.42
3|nuclear factor (erythroid-derived 2)-like 3 (NFE2L3), mRNA. NV 004280 (2) [ Ao e CEACL 1074017 0.96 % 0.37 0.29+0.18 1.02+021
4{hemopoietic cell kinase (HCK), mRNA. NM_002110 S AT IO TRASCTETERTEL 0564026 0.76 £0.19 0.29+0.20 -1.00 +0.36
5|ets variant gene 1 (ETVL), mRNA. NM_004956 A TSR TSASACTLICTACCAGAL 0,90 +0.13 0.93+0.13 -0.20+0.30 -053+0.13
6ets variant gene 5 (ets-related molecule) (ETV5), MRNA. NM_004454 R A A TR LI TTTSACACES | 0.86£.0.23 0.7240.29 -0.15+0.15 -0.54 £ 0.26
7[family with sequence similarity 20, member A (FAM20A), mRNA. NM_017565 S b [CBCSGATGATI 0.90+030 0.77 £0.24 0.12+0.14 0.37+0.23
pim-2 oncogene (PIM2), mRNA. NM_006875 e e o CACATICET | 0.9240.27 0.62+0.32 -0.14+0.18 -0.94 +0.43
9|adrenomedullin (ADM), MRNA. NM_001124 o eTe 1.02+0.31 0.41+0.34 -0.07 £0.35 -0.46 +0.14
zlleRc’EiTm homology domain containing, family C (with FERM domain) member 1 (PLEKHCT), NM_006832 ig$;ééiZ(Z,:_A}$$gé?§¢g§é¥i§2:%zr$%é;fggGCAGTC 0.79 +0.22 044 +0.16 0,02+ 057 028+ 0.19
1/likely ortholog of mouse limb-bud and heart gene (LBH), mRNA. NM_030915 B A S LS STCAGATTT] 0544019 0.37£0.09 -0.06 £ 0.47 -0.52+0.23
solute carrier family 39 (zinc transporter), member 14 (SLC39A14), mRNA. NM_015359 gi;%iiﬁg:;ggé(C:igziﬁgﬁlgﬁ:g?fﬁ?iﬁ%;CAAGAG 0.40+0.24 0.43+0.28 -0.26 +0.16 -0.85+0.34
3|hypothetical protein LOC92558 (LOC92558), MRNA. XM_045787 R e L TR AT AT ICCTECAT 0524020 0.11+0.40 -0.19 £ 0.26 0.52+0.20
4{sprouty homolog 4 (Drosophila) (SPRY4), mRNA. NM_030964 e AT ATACEEA T 0694007 0.52+0.18 -0.62+0.13 0.76£0.24
5|adrenomedullin (ADM), mRNA. NM_001124_(2) |Aas L T Ao L CTCCCCTT 1 384030 0.89 + 0.55 0.37 +0.44 0.44+0.14
6|synapsin 111 (SYN3), transcript variant I11a, mRNA. NM_003490 livelkaliesvolovovaiudineoisiibeniiasn 117 40.20 0.78 + 0.64 0.68 0.4 -0.06 +0.21
TGFB-induced factor (TALE family homeobox) (TGIF), transcript variant 4, mMRNA. NM_003244_(2) ?ggg¥g§§§é$T1}%¢$é§Igégg?ggg?cizcéic:gfeACAT 1.16 +0.22 0.31+£0.16 -0.16 +0.11 0.01+0.14
8] ischemiarreperfusion inducible protein (FLJ23476), mRNA. NM_024640 e AL eeTTe 1.19+0.26 0.65+0.19 018 +0.49 0.18+0.15
9|phorbol-12-myristate-13-acetate-induced protein 1 (PMAIPL), MRNA. NM_021127 CAAGAAAGACTGCATTCTAATTGAGAGGAATGTGAAGGTGCA 123+ 0.24 0.42 +0.54 -0.01+0.55 -1.18+0.08




TGCCTATAGCCGAGGCCACTTTGACAGAACAAAGAAAGGGAC

160|F11 receptor (FL1R), transcript variant 1, mRNA. NM_016946 TTOGAGTAAGAAGGTGATTITACAGCCAGCCTAGTGECE 0.39£0.05 0.22+£0.32 0.66 £ 0.22 -0.87 £0.22
161|HIV-1 Tat interactive protein 2, 30kDa (HTATIP2), mRNA. NM_006410 livveivioxevvostiiivsoveoidiodioceceas 0224017 0.09 % 0.05 0.46+0.21 -0.90 +0.14
162|methionine-tRNA synthetase (MARS), mRNA. NM_004990 R s ESAGAGTA 0.63+0.24 0.23+0.08 0.25+0.13 0.77+018
163seizure related 6 homolog (mouse)-like 2 (SEZ6L2), MRNA. NM_012410 e o enea e S IACACCARGET] 0334027 0.15+0.20 0.44+0.17 -0.68+0.15
164|alanyl-tRNA synthetase (AARS), MRNA. NM_001605 T et TCTCA 0524022 0.12+0.15 049 +0.12 1.06+021
165|polymerase (DNA directed), epsilon 2 (p59 subunit) (POLEZ2), mRNA. NM_002692 fasasdicedisalisiiadibistiovovonactasabatill 0.19+0.10 0124028 0.07+0.34 -0.85+0.23
166|hypothetical protein DKFZp43412117 (DKFZP43412117), mMRNA. NM_031478 e A e seTereT 0.39+0.38 0.33+0.43 0.54+0.53 -1.00 +0.33
167 raﬁ;\’:la:ng transcription factor 4 (tax-responsive enhancer element B67) (ATF4), transcript variant 1, NM_001675 iigﬁ/:ﬁiggé%ig:ﬁ:g?ggi?ﬁ:g::gé;gi:ﬁ/keCAA 0.05 + 0.27 0174016 0.01 +0.05 145+ 0.25
168|eukaryotic translation initiation factor 4E binding protein 1 (EIFAEBPL), mRNA. NM_004095 o P [ACCTOTCA 0194017 -0.11 +0.03 0124012 1.26+0.35
169|phosphatidic acid phosphatase type 2C (PPAP2C), transcript variant 1, mRNA. NM_003712 EELLCGCg;ggig?g.?gﬁrcgg::g?g;gZ;%EE%i%%iTGTATGT 0.07+0.18 0.18 +0.37 0.08 £0.30 -1.53+0.39
170|hypothetical protein FLJ21918 (FLI21918), MRNA. NM_024939 R L STTTTEC 0524038 0.14 +0.19 -0.13£0.12 21.07£025
171|dudulin 2 (TSAPG), mRNA. NM_018234 ptsdaiedbealivnrtditadicandie i 0.15+0.22 0.14+0.28 -0.37+0.23 110 0.31
172|follistatin (FST), transcript variant FST317, mRNA. NM_006350_(2) |G mn oAt Ay oAt e e G LACCAA 1.76 £0.62 0.9310.30 -0.49 £ 051 146 +£0.78
173|sodium channel, nonvoltage-gated 1 alpha (SCNN1A), mRNA. NM_001038 Uvoveiisbsosiucpveivopiinaadivateate 1.27+0.28 0.67£0.15 -0.09 0.37 -1.54 +0.49
174|cDNA FLJ33783 fis, clone BRSSN2007504. AK091102 o O TETGART 1.10£0.18 0.09 +0.11 0.79£0.34 0.92£0.41
175|CD9 antigen (p24) (CD9), MRNA. NM_001769 e e nee 0.92+0.14 0.27 +0.40 -0.88+0.23 2.33£0.32
176|carbonic anhydrase XI (CALL), MRNA. NM_001217 e AT SCPSRATECTC 0154014 -0.61+0.25 -0.82+0.14 -1.09 % 0.03
177|nypothetical protein FLJ13352 (FLI13352), mRNA. NM_024592 S e o IS Lo LA TACTIAGCAGAL 0154000 0.72+0.11 -0.87 £0.18 -0.98+0.15
178|propionyl Coenzyme A carboxylase, beta polypeptide (PCCB), mRNA. NM_000532 g2(éi'.?g;?;gi%‘frg%i?gi$g:$gﬁéég$g;:$¢.ﬁl?/_\-rGGTG -0.12+0.19 -0.78 £ 0.22 -0.63+0.17 -1.20+0.17
179|protein phosphatase 1, regulatory (inhibitor) subunit 16B (PPPLR16B), MRNA. NM_015568 e oI oRTCRTCAAST 016 +0.32 0.64+0.50 0.77 £0.17 147 £0.25
180|TNF receptor-associated factor 5 (TRAFS), transcript variant 1, mRNA. NM_004619 e s (SIS TTCTTA 0.18+0.34 0.37+0.25 0.40+0.20 1.04+0.26
181|GTP binding protein 4 (GTPBP4), MRNA. NM_012341 [asssnidbopvnbatiasammorivadioivats 0.01£0.28 -0.20£0.13 -0.41+0.24 -1.05+0.28
5 Icml/; IFTl_é;zf? fis, cTone NTONGI000245, weaKly similar to CYCLIN-DEPENDENT KINASE [ CCTCAGGOAGTARACCCCTARGGECTCACTTAAGGAGAGG 0062003 0052030 iBe02 0972017
183|KIAA0746 protein (KIAA0746), MRNA. XM_045277 e e SO CTEGACTE 0.44 £0.16 -0.19+0.15 -0.65 £ 0.01 1.33+0.05
184 ;::;a’;lf kinase, mitochondrial 1 (ubiquitous) (CKMT1), nuclear gene encoding mitochondrial protein, NM_020990 22$géchgfggflg$ggﬁééf\élgglsci/éﬁéé_(ﬁgTAAG 0.30 + 0.38 10.27+0.08 10.36+0.29 170+014
185|solute carrier family 7 (cationic amino acid transporter, y+ system), member 1 (SLC7A1), mMRNA. NM_003045 giéég?_gg%}gé’:;g%%fggg;gfgﬁégﬁ:ﬁEEL%TSCATTGT 0.16 +0.29 -0.30+£0.11 -0.27 £0.29 -1.76 £ 0.04
186/coronin, actin binding protein, 2A (CORO2A), transcript variant 1, mMRNA. NM_003389 ;ﬁgﬁgi’?.z%ﬁE?ég;?gggg$%i1:§f£?:gggglgACCAAG 0.13+£0.41 -0.31+0.15 -0.17+0.10 -1.73+041
187|solute carrier family 1 (neutral amino acid transporter), member 5 (SLC1A5), mMRNA. NM_005628 ;gigﬁggﬁg:géégﬁ;%gigggg?gg?gﬁ:gg%m'&mCTG -0.34+0.11 -0.32+0.18 -0.26 £ 0.08 -1.51+0.19
188|cytokine receptor-like factor 3 (CRLF3), MRNA. NM_015986 e e Ao eATeeTC 0.37+0.17 -0.36 +0.23 0.23+0.14 1494022
189|nucleoside phosphorylase (NP), mRNA. NM_000270 o Ao oA A Gaa L CTAACAASI 0,19 +0.05 0.39+0.18 -0.64 +0.37 -1.56 +0.19
190|regulator of G-protein signalling 2, 24kDa (RGS2), mRNA. NM_002923 é;gii?igliégigéiéﬁ?ﬁ;ﬂ;ﬁ;g%gi%?:ﬁﬁGGAGT -0.11+0.12 -0.21+£0.15 -0.63+0.22 -1.76 £ 0.30
191{threonyl-tRNA synthetase mRNA, complete cds. M63180 e L AT oA A TOC 0054018 -0.36+0.17 -0.61+0.09 -1.46 £0.30
192 f;gﬁf;?qz?:a(;%?;zinin%;S:chomponent binding protein (C1QBP), nuclear gene encoding NM_001212 $¢§$§Lﬁéﬁ2§;ﬁ%ﬁﬁ%@?$¢§:§$CGC(2§T/Z%/E%LGACATC 002+0.11 0.05 +0.08 043+ 0.10 144+027
193|isoleucine-tRNA synthetase (IARS), transcript variant short, mRNA. NM_002161 iﬁ?$:§§g;:é:§:.:.§clééé#gﬁﬁgiﬁiﬁfgiﬁﬁﬁggﬁAeeA -0.20 £ 0.09 -0.73+0.33 -0.54 +0.25 -1.81+0.30
194|serine protease inhibitor, Kunitz type 1 (SPINTL), transcript variant 2, mRNA. NM_003710_(2) [ace o e 1Y -0.30+0.14 0.89+0.22 -0.24+0.15 1324021
195(cysteinyl-tRNA synthetase (CARS), transcript variant 2, mRNA. NM_001751 éﬁi?;$é¢g?:§:;gggg:gii¥ggiiég¢¢g§;§.IQCAAG 0.48 +0.52 -0.40 £0.22 0.09£0.10 -1.51+0.32
196|tyrosyl-tRNA synthetase (YARS), mRNA. NM_003680 e T LS AATTCTETT 0,00+ 0.28 -0.41+022 0.05 +0.29 1.83+031
197|formyltetrahydrofolate synthetase domain containing 1 (FTHFSDC1), mRNA. NM_015440 S(A:Eigégiziz%ﬁzﬁiizcéiiﬁi%igiézﬁ%égGGTGTG -0.71+£0.13 -1.08 £ 0.04 -1.28 +0.08 -1.99 +0.04
198|amino-terminal enhancer of split (AES), mRNA. NM_001130_(2) |VACCCCTTGAACATCGAGATGCACAMCEAGGCTGAGATCGTCAl 70 4 0,23 -1.08 £ 0.19 -1.30 £ 0.15 -1.81+0.18

AAAGGCTGAACGGGATTTGTGCCCAGGTCCTGCCCTA




CAGTCTGGCTGGATCTCTCTCTCTGATGCTGATTTGCACTCTGC

199|CD20-like precusor mRNA, complete cds. AF142409 maphneibaabd It albetitii -0.66 +0.15 -0.66 + 0.36 1444018 -1.79£0.01
200 :(J)r:lnt;rl(:t:ccrg?s factor receptor superfamily, member 21, mRNA (cDNA clone IMAGE:3684533), BC005192 gé:g:?égi;;TGT_I_ACGAGA,;‘I;I';CG:EGC;GGJ;'X(13'?ggégécATTGCT 050 +0.29 058+ 0.19 111+0.32 1.93+0.39
201{PHD finger protein 15 (PHF15), MRNA. NM_015288 e A e CTOATEL  034+0.09 0.77+0.17 1.42£0.42 150 £ 0.07
202|hypothetical protein MGC13096 (MGC13096), mRNA. NM_032346 T o TeACT -0.56 +0.05 0.72+0.16 -0.90 £ 0.28 -1.64+0.15
203|CUG triplet repeat, RNA binding protein 2 (CUGBP2), mRNA. NM_006561 B T A S ACCCOTTATACT) 0,95 + 0.24 1324043 1,55 +0.17 2.24+031
o e T T o R e IO o[ S o g som | amaots | avsow | awsows
205|cDNA FLJ12937 fis, clone NT2RP2005020. AK022999 T AR ASRARSSTCSCTA | 0,05+ 0.40 -0.66 +0.12 -0.50 +0.07 2.42£0.10
206|L-type amino acid transporter subunit LAT1 mRNA, complete cds AF104032 ‘(I;g‘L(_:r%ﬁ_é‘éCGTGAAGAAg:_Ef(;%CC:I;;CgCC::;Z$:é§§géggAAACT -0.46 + 0.34 -0.76 £ 0.11 -1.05+0.10 -2.58 +0.40
207|galanin (GAL), mRNA. NM_015973 A SCACAATE | 0144034 0.20+0.15 0.73£0.16 -3.02+0.23
208|high mobility group AT-hook 1 (HMGAL), transcript variant 2, mRNA. NM_002131 AR la M 1742024 1.76 £ 0.02 1.49 £0.02 053+0.21
209 |ubiquinol-cytochrome ¢ reductase hinge protein (UQCRH), mRNA. NM_006004 nsanssrausalisgisulisedinmmiidian 1.75+0.10 1.68 % 0.04 158+0.10 0.72 +0.20
210 f:g;t:(,j phosphoprotein 1 (osteopontin, bone sialoprotein I, early T-lymphocyte activation 1) (SPP1), NM_000582 ?éfgg::g$¢:§?&f§$§é@%?ff%&scf&ﬁGATAG 162 +0.22 1.99+0.11 157 +0.12 0.46 + 0.14
211|cDNA FLJ37383 fis, clone BRAMY2026168. AK094702 e A oo R TARCEC 1.80£0.22 1.97 £ 0.24 1.43+0.06 0.80 £ 0.08
212 ;[;lg?;lﬁli;ﬁiiﬂs clone HEMBA1003569, moderately similar to METASTASIS-ASSOCIATED AK027304 égi‘;ﬁ%ﬁi(ééﬁég$g¢é;§igéﬁgg¢é¢géggi@(é‘;@6TAATG 194+013 176+0.05 1.60+0.25 0.90 +0.12
213 fne’cquzt;e\tli phosphoprotein 1 (osteopontin, bone sialoprotein I, early T-lymphocyte activation 1) (SPPI), NM_000582_(2) $§chg:g;?rgGC‘Gr2¢gGr:—:(C:L%§$ggé?:ii?gg;g;égAACAAA 1.86+029 217+0.16 176 +0.21 0.71+ 0231
214]cathepsin L2 (CTSL2), mRNA. NM_001333_(2) |Loe L e e ARCTETTI 1 914021 1.83+0.11 1.58+0.20 0.90 +0.27
215)similar to Synaptotagmin 11 (Sytll) (LOC127833), mMRNA. XM_060678 jasvssxsovsiionsvaliaiiivosuserdieliioy 187 +0.16 1.64+0.41 1.33+0.45 0.59+0.25
216|G protein-coupled receptor, family C, group 5, member B (GPRC5B), mRNA. NM_016235 g?:.?.g;ég(G:2ié?é:g:fggég§$ccgfggggxggg.l(.;CAACGT 157+0.24 1.41+0.31 1.23+0.31 0.50+0.17
217|cDNA FLI35568 fis, clone SPLEN2005727. AK092887 T er oI SCTTECC L 1 644018 1.540.26 147 £0.29 0.39 £ 0.06
218|gap junction protein, alpha 1, 43kDa (connexin 43) (GJAL), mRNA. NM_000165 e 2174023 2144022 1.22+021 051+0.30
219|LOC137038 (LOC137038), MRNA. XM_070191 T (A TCAACA 134£0.13 1.72£0.14 2.0240.19 0.17£0.06
220|F-box and leucine-rich repeat protein 10 (FBXL10), mRNA. NM_032590 T oA TeAT 2.45+0.08 2.16+0.12 2041015 0.83+0.20
221|AT rich interactive domain 38 (BRIGHT- like) (ARID3B), mRNA. NM_006465 T T A e RCTTCCT] 2254025 247+0.14 1.58+0.10 0.92 +0.16
299 ;’earzsc(:ﬁ)r:]\z:;r:i;::r;sg&r:::hley crir:)';n'\ellr (TM), and cytoplasmic domain, (semaphorin) 6B (SEMAGB), NM_020241 _(Egg%‘l:g%‘g(;;igiig(éﬁg$gl’\?‘é¥i€gégi‘é@g§ggACCGACT 2154013 2.01+0.29 2.02 +0.37 1124022
223|cDNA FLJ35492 fis, clone SMINT2008672, moderately similar to ZINC FINGER PROTEIN 101.  |AK092811 e R T e IO TeCIPCIESTCTCAL 2154043 2.05+0.38 1.83+0.10 0.48 £0.33
224|fasciculation and elongation protein zeta 1 (zygin I) (FEZ1), transcript variant 1, mRNA. NM_005103 ;gigiﬁg%ﬁ.g%@iﬁéﬁgféé; A;(':IGI(;(BA(:C(:TQL?G¢$$AAGGATAA 243+0.24 1.64+0.19 1.74 £0.03 0.79+0.29
225 platelet-derived growth factor alpha polypeptide (PDGFA), transcript variant 1, mRNA. NM_002607 ailiecalbansscemdiniovvovivodbas 254 +0.55 1.99+0.31 2.18+0.35 0.23+0.28
226 |calcium channel, voltage-dependent, gamma subunit 7 (CACNG7), mRNA. NM_031896 ?‘?ﬁrcciﬁgr%‘%gZgigggggég-?g—?—?—é%%@iilgl%é(;CAGTA 2.58 +0.55 1.79+0.14 2.02 £0.09 0.30£0.36
297 ?Br:\i?silﬁlﬁlm fis, clone BRAWH3044122, highly similar to Rattus norvegicus Munc13-1 AK127106 égéi(C;gé?g;;iiigégﬁﬁé@i:;??ﬁé:gggﬁlgégwe 259 +0.17 242+013 1.87+0.10 0.06+007
228|cDNA FLJ16606 fis, clone TESTI14010095, highly similar to Retrovirus-related POL polyprotein. AK122924 Z_Tr(é(é$¢gég%%¢£ié;§;:ggﬁ&i&;@;(_:I_LE(ZTGGAGTG 2.10+£0.15 2.81+£0.39 1.93+£0.08 0.35+0.04
229 transforming protein (FGF4) gene, complete cds; and unknown gene. 102986 Al scsaspviivetilivasdiiitd 2.38+0.28 2.80+0.59 2104093 0.26+0.29
230 olfactomedin-like 3 (OLFML3), mRNA. NM_020190 e yTeTeee 2.42£0.25 213+0.37 273+0.38 0.79£0.16
231{LOC347113 (LOC347113), mRNA. XM_300022 A CORCICTTTA L 2474012 2.56+0.12 2.64+0.18 1.35+0.14
232|cDNA FLJ12965 fis, clone NT2RP2005741. AK023027 e ey CTCTEA 1.82£0.19 210 £ 0.80 2.70£0.76 0.24£0.18
233|peroxiredoxin 4 (PRDX4), MRNA. NM_006406 It adionivasavatioaiilioaiion 114£0.12 1.31£0.05 0.77£0.07 011£015
234 |transducin-like enhancer of split 1 (E(sp1) homolog, Drosophila) (TLE1), mRNA. NM_005077 ig??g?gg;¢g$é$é$gfﬁg§§giégg_ﬁﬁ;ﬁg$éggACAACTT 1.29+0.21 1.35+£0.15 0.66 +0.17 0.26 £0.08
235(cDNA FLJ30806 fis, clone FEBRA2001334. AKO055368 T SORC RS T IATCRAG 1.52£0.12 1.46 £ 0.09 0.59 £ 0.13 0.11£0.19
236|SERTA domain containing 3 (SERTADS), transcript variant 1, mRNA. NM_013368 e ool OT SOARTE 1.65+0.28 148 +0.42 0.78£0.10 0.16 £ 0.06
237|dermokine (ZD52F10), mRNA. NM_033317 CAAGAACTACAATTACAACCAGCATGCGTATCCCACTGCCTAT 176 £0.23 1.51+0.08 0.8710.15 0.40+0.26

GGTGGGAAGTACTCAGTCAAGACCCCTGCAAAGGGGG




ATCCTCCTAGTGAAGCAAACAGCATACAGTCTGCAAATGCTAC

238|RING1 and YY1 binding protein (RYBP), mRNA. NM_012234 Aiviesdivessvssevearelovediduvrsel 1.26 +0.24 1.42+0.26 1.03+0.10 0.12+0.23
239|WAP four-disulfide core domain 2 (WFDC2), transcript variant 1, mRNA. NM_006103 $.(FSgg::gg;iIm%iﬁgg:gﬁiziﬁ%iﬁmTCTCCCT 1.24 +£0.06 1.37+£0.18 1.23+0.27 0.12+0.20
240|NADH dehydrogenase (ubiquinone) 1, alpha/beta subcomplex, 1, 8kDa (NDUFABL), mRNA. NM_005003 Elﬁli?gégé\:?;giig;22?;:???&'22???2222?TGGAGA 1.53+0.20 1.31+0.25 1.16 £ 0.30 0.29+0.24
241 |unkempt-like (Drosophila) (UNKL), MRNA. NM_024023 e e ooTeRTTEN 13340413 143+0.15 1.21£0.28 0.30+0.23
242|L0C200074 (LOC200074), MRNA. XM_117759 e oA ATCT [ACATGACA 1.42+0.28 1174012 1284025 021+0.11
243|glutamine-fructose-6-phosphate transaminase 2 (GFPT2), mRNA. NM_005110 21922;&?;?8222;%ég;;iﬁ;%;%}%mgﬁggTGGTTTG 1.79+0.36 1.39+0.14 1.50+0.28 -0.12+0.18
244|calcium channel, voltage-dependent, alpha 2/delta subunit 2 (CACNA2D2), mRNA. NM_006030 égé.?g;éZ{i:gf:gﬁggggéﬁﬁ%ﬁ%ﬂfﬁ:ﬁﬁéﬁcTGAAT 1.83+0.18 1.62+0.48 1.33+£0.17 -0.02+0.26
245|serine/threonine kinase 6 (STK®), transcript variant 2, mRNA. NM_003600 :giégg@:ggiﬁgﬁg:gé::ﬁ.ﬁ? :.I(_;é: ggﬁiégm:TACTTGA 0.89 £ 0.07 091+0.17 0.88 £0.12 -0.37£0.22
246 |transketolase (Wernicke-Korsakoff syndrome) (TKT), mRNA. NM_001064 e aeTeeT 0.88+0.02 0.97 +0.03 1.15+0.02 0.29+0.12
247|polycythemia rubra vera 1 (PRV1), mRNA. NM_020406 e oS IO SARCECACT] 0.98+0.24 0.78 £ 0.28 0.92+0.18 -0.14 +0.26
248 'c:I:éElAOI;I]_’i:,L\?Z\SG fis, clone NT2RP4000737, moderately similar to Mus musculus F-box protein AK027692 ‘éZTcil:(é?_igx:é-\AT:AG:ACg/:\CGC/:_TeecTATAGZié%;;’ﬁgg_(r::(;TTTG 1074017 0.92 +0.28 0.75 + 0.14 0.03+027
249|glycine cleavage system protein H (aminomethyl carrier) (GCSH), mRNA. NM_004483 ;(Z(éﬂi?gig?g:;gﬁéi;?ﬁ?g:gmlfs fT';'AAiTAGATG 0.92+£0.23 0.83+0.21 0.60 £0.14 -0.13+0.29
250 mgc’)\(l:zcl)ndrlal ribosomal protein S15 (MRPS15), nuclear gene encoding mitochondrial protein, NM_031280 éiig‘ggﬁ‘l:::g;ggg$;;;%%éigéiég;(é@:gé§CTGAA 109+016 068+ 017 059 +0.13 0.07 +0.23
251 (I:E[;léé_l;_.]goms fis, clone NT2RM2000632, weakly similar to EXCISION REPAIR PROTEIN AK074719 ;gg(A:gg$;iié?ggﬁigﬁ?m%g%ﬁgiﬁiﬁ:xlcCAGG 110+ 0.18 1.03+0.33 0.73+0.05 0.07 028
252|protein phosphatase 1, regulatory (inhibitor) subunit 1A (PPP1R1A), mRNA. NM_006741 2.(I%:ggﬁéggéxs;écciii%%?:emiﬁggg;(;\.gCCCAT 1.22+0.17 0.55+0.09 1.02+0.14 0.10+0.14
253|MAD2 mitotic arrest deficient-like 2 (yeast) (MAD2L2), mRNA. NM_006341 e A GeTTeBATE L 094 +0.01 144 +0.14 1.15+0.33 0.34£0.21
254|testis expressed sequence 15 (TEX15), MRNA. NM_031271 e A s T TATEC 0.99+0.20 1.38+0.09 0.76+0.11 0.18+0.19
255/ cystathionine-beta-synthase (CBS), mRNA. NM_000071 o A A A ACCAL 1214013 0.97 £0.34 1.29+0.43 -0.09 +0.05
256 vesicle docking protein pL15 (VDP), mRNA. NM_003715 A TSSO T IATTOCAG 0.95+0.10 117 +0.12 1.64 +0.41 -0.10 +£0.05
257 |potassium channel, subfamily K, member 12 (KCNK12), mRNA. NM_022055 R e T ATCCTCAT 1444014 1.08+0.23 117 £0.11 0.42+0.23
258|Homo sapiens cDNA, FLI79037 complete cds, highly similar to Myosin-10. AK316138 o e T Lo S oCA T [TTICCAAGATCAL 1204026 1.33+0.93 1.08+0.54 0.07+0.11
259|endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor, 7 (EDG7), mMRNA. NM_012152 2gi;gi?%igﬁﬁ%@ﬁ$é$§%i%%igf;£g§:§:g§gTGAAGA 1.24+0.24 1.67 +0.42 1.53+0.10 -0.47+0.08
260|LOC126921 (LOC126921), mRNA. XM_059004 T A ARSI SRAARCAGACACT T 0974035 0.86 + 0.46 1.85+0.06 -0.47 024
261|contactin associated protein-like 2 (CNTNAP2), mRNA. NM_014141 Hasoeslivacdivea-amrpdiverdisivaliicastes 230+ 0.44 1.78+0.21 0.77£021 0.14 017
262|hypothetical protein FLJ25801 (FLI25801), mMRNA. NM_173553 e e (L ATCTTAC 2284047 157 +0.51 0.74+0.14 0.10+0.12
263|cDNA FLJ30432 fis, clone BRACE2008999. AKO054994 e TTCCAT 2.15+0.33 1.26+0.23 0744021 0.43+0.23
264|nuclear factor (erythroid-derived 2)-like 3 (NFE2L3), mRNA. NM_004289 o e e eTTee 214+0.28 1.95+0.55 1.39+0.44 -0.58+0.08
265/ doublecortin and CaM kinase-like 1 (DCAMKLL), mRNA. NM_004734 e A LIS TATICCATAA L 2.08£0.30 2.09+0.32 1.36 +0.99 -0.61+0.07
266cytochrome P450, family 2, subfamily S, polypeptide 1 (CYP2S1), MRNA. NM_030622_(2) | arromtn A n o o oy R AT AOSCACAS 1514041 2.15+031 1.46+0.35 0.76+0.17
267|gamma-aminobutyric acid (GABA) A receptor, beta 3 (GABRB3), transcript variant 1, mRNA. NM_000814 ggiiigi’:ﬁ%ii%gﬁ?gf::g:gggm@mgégég?CAAG 1.46 £ 0.46 1.86£0.13 1.02 +0.57 -0.52+0.34
268 R:b(r;?:kzl)as:ng']::o,\‘vﬁh factor 4 (heparin secretory transforming protein 1, Kaposi sarcoma oncogene) NM_002007 i;::|A<,A|C|_I(_,:CCACAGsggafgg:gfggfﬁéfﬁéiigcgCCTTCCC 185+037 210+ 1.08 1.08+038 0134030
269 cytochrome P450, family 2, subfamily S, polypeptide 1 (CYP251), mRNA. NM_030622 e L aa COATE 1.97 £0.22 249 £0.15 201£0.11 0.87£0.22
270|homeo box (expressed in ES cells) 1 (HESX1), MRNA. NM_003865 L AR 3604081 216+ 151 0.33+0.47 0.12+0.29
271|chromosome 10 open reading frame 13 (C100rf13), mRNA. NM_152429 B A eTeeCAC 3.22£0.46 1.51+0.20 0.93+0.16 1.10+0.35
272|cDNA FLJ32721 fis, clone TESTI2000850. AK057283 T e STTCCAT 1.63+0.88 2.04+0.19 144 £0.22 2.73£0.30
273|paternally expressed 3 (PEG3), mRNA. NM_006210 e IS LS ATOATE L 0404014 1.38+0.48 1.31+0.29 212£0.06
274{myo-inositol 1-phosphate synthase AL (ISYNAL), mRNA. NM_016368 e AR o CTCCAl 0.60+0.27 1.40 +0.41 1.73+0.36 212+0.28
275 ;[éll\ilél;l?_;gol_\?l(;gsé;I'T;ICTONGZOOlSBG, weakly similar to GLUCOAMYLASE S1/S2 AKO55179 $é:_?;’g;§:€£g§;r§ggg§:::§gggggﬁégiggégCATCTT 0744016 1.08+0.11 133+0.13 2374037
276{mRNA for KIAAL548 protein, partial cds. AB046768 ATTCTTCCCAGTGGTCCCATGTCTAATCGACTTGCCGEATCTG 0.67+0.27 0.65+0.35 1.20+0.33 214£0.17

AAATGCTTTTGACAGGGAAGGAGGGACATGGTAATAA




TGTGTAGGACGGAGAAGTTTGAGGAGATGAATGGAGCTCCTAT

277|similar to dopamine-beta-hydroxylase (LOC254733), mRNA. XM_172636 Jllpniaairaaiiiiaiacelicanlivyie 0.73+0.15 1.14+0.27 1.52+0.31 1.73+021
278|cDNA FL145187 fis, clone BRAWH3048548. AK127130 rlliveeaiveuioveesvativdiiatiocondioantdi 033£0.12 1.05 +0.43 1.71+0.49 2.03+0.09
279|cutaneous T-cell lymphoma-associated tumor antigen se20-4 (SE20-4), mRNA. NM_022117 ?gggg.ﬁ‘:g:g g;$é$gg%iéi%%@iﬁi@ggﬁigggeAmc 0.40£0.04 1.58 +0.37 1.95+0.36 1.82+£0.18
280|multimerin 2 (MMRN2), mRNA. NM_024756 e T e A b ATTCEC  0,0840.07 1.91+0.16 1.77£0.25 140 £0.23
281 claudin 2 (CLDN2), mRNA. NM_020384 Ralsasaxsssivgdbeassiindipsnibertionan 0.03+0.20 117+0.24 1.52+0.54 1.97 £0.29
282|cDNA FLJ10720 fis, clone NT2RP3001116. AKO001582 R AT e L TOATTCISAATTCACCEA L 0.05.+0.25 0.70 £ 0.66 2.43+0.66 1.86+0.33
283|matrix metalloproteinase 11 (stromelysin 3) (MMP11), mRNA. NM_005940 ;g;:%i%iﬁgig%fgiﬁ%g%ﬁgiﬁgiézi;%%ii?:GACTA -0.13+0.16 0.68 £ 0.58 1.94 £0.27 1.75+£0.36
284{cDNA: FLI21027 fis, clone CAE07110 AK024680 T e e Acacan CTETTACH 0,06+ 0.06 1.18+0.73 1.96 +0.75 142 £0.26
285|REC8-like 1 (yeast) (RECSLL), mRNA. NM_005132 v ivedheiidiasavascavaliiiicasdiaos -0.67+0.19 116+0.16 1.98+0.18 1.88+0.11
286 inter-alpha (globulin) inhibitor H5 (ITIH5), transcript variant 1, mRNA. NM_030569 bsvasibelivibneseammrsavpiiinesscsa 0.07+023 1.60 +0.40 2531016 2431012
287 |neuropilin 2 (NRP2), transcript variant 2, mRNA. NM_003872 A S TCAPATCCIAACETEL 032£0.19 1.63+0.48 2.88+0.22 2.28+0.39
288|PBX/knotted 1 homeohox 2 (PKNOX2), mRNA. NM_022062 T o aeAseeTT 1.05+0.25 1.94 +0.24 2.21+0.20 2.35+0.11
289|cDNA FLJ36189 fis, clone TESTI2027238. AK093508 R AR SAS AR ATTETECE | 0734010 1.68+0.19 2.51+0.33 1.86+0.22
290|hypothetical protein MGC24039 (MGC24039), mRNA. NM_144973 R et | SASAAATCAT 0.62+0.41 0.63+0.53 0.93+0.52 2.40£0.42
291 |carboxypeptidase, vitellogenic-like (CPVL), transcript variant 1, mMRNA. NM_031311 ;_IA_\AC2:'_IG_T_B?g:é::;é\%‘_r:g:e‘rg2?5?:;’;::5&9;6_?TCCTTC 0.51+£0.23 0.74 £ 0.50 0.70 £0.36 1.90£0.32
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294 |hydroxyacylglutathione hydrolase-like (HAGHL), transcript variant 2, mRNA. NM_032304 ég.??;fg:fgggg%ﬁ?}%E%%C(SrzchgiggigSSQGGAGCG 0.07 £0.13 -0.11£0.05 0.60 +0.16 2.48 +0.36
295 Kc)lr::)l;le/;kn'FL.]14024 fis, clone HEMBA1003646, highly similar to Homo sapiens mRNA for KIAA1013 AK024086 ¢%Erc(;AGGCCA‘r_?é;:AAGG:]SQAAiC:A?C%AT%gGATAACGA1;(_3£2E:ré_(;(/;\GACTC 0.18 +0.17 0.49 +0.25 1.09 +0.60 223 +0.29
296 |likely ortholog of mouse semaF cytoplasmic domain associated protein 3 (SEMACAP3), mRNA. XM_041363 _(Ifg/:_Iéfggggfg?ffcfg;rg?g&%@ﬁgﬁi%’gﬁii@gcAAAA 0.59 £0.03 0.55+0.20 1.19+0.64 3.07+£0.31
207|cDNA FLJ38279 fis, clone FCBBF3005444, AK095598 B e eh S AP CTICRCCATAST)  0.83+0.22 1.04+0.32 1.18+0.33 2.81£0.14
298cadherin 6, type 2, K-cadherin (fetal kidney) (CDHE), mRNA. NV S il asseovveservvoviaiadibalivovovestiasl 0.95+0.38 1.30 +0.68 0.43+0.20 2.98:+0.09
299|hypothetical protein LOC349136 (LOC349136), MRNA. NM_198285 T A rCr o ooReRee 0.51+0.20 1.15+0.26 1.04+1.63 2.80£0.32
300|similar to hypothetical protein PRO2605 (LOC257481), MRNA. XML028192 |3 T L At AT L SSCCCTETC | 0,06 +0.02 -0.04+0.14 1.26+0.67 4.27+0.45
301|cDNA FLJ31749 fis, clone NT2RI2007386. AKO056311 R T o e OAT | 0.2940.18 0.54 +0.07 1.7340.62 4.00 +0.60
302|paired box gene 6 (aniridia, keratitis) (PAXE), MRNA. NM000280 A e e Ance e RS TITCACCA L 0314039 0.36+0.71 200+0.71 350017
303{hypothetical protein FLI30634 (FLJ30634), mRNA. NM_153014 e e ORI TS ACAAGAL 0,06 +0.19 0.61+0.38 0.72+£0.48 356 £0.47
304{homeo box A2 (HOXAZ), MRNA. NM_006735 e e T A CAGACAC]  0,03+0.08 0.53+0.03 1.36 +0.04 3.09 £ 0.54
305|cDNA FLI36498 fis, clone THYMU2019054. AK093817 R R Sohe | 0152031 0.17 +0.06 120+061 3.39+0.27
306|LOC347397 (LOC347397), MRNA. XM_298005 e ST A ACCAR L 0.03+0.13 -0.17 +0.38 0.59+058 343+028
307|neurofilament 3 (150kDa medium) (NEF3), mRNA. NM_005382 B I TCCCARAA 0.71+0.34 1.22+0.43 1.16 £0.10 3.82£0.38
308|cDNA FLJ31855 fis, clone NT2RP7000926. AKO056417 Jrbiivenisstisanlianaancaenanspet it 0.45+0.11 0.80£0.15 1.93+0.54 345+ 0.40
309|cDNA FLJ32062 fis, clone OCBBF1000042. AK056624 Nllisssvedliiliisvuessacassandicaialins 0.56 £0.15 2.1940.20 1.62+0.27 3.33£0.26
310|protein tyrosine phosphatase, receptor type, D (PTPRD), transcript variant 1, mRNA. NM_002839 I\/égggﬁg;gf::ffggfggiﬁggﬁgggg,fﬁ#:TAGAA 1.28+0.11 1.82+£0.52 1.98 +£0.57 340+0.11
311 ?ggr';ep(l(’i:éyllifer:]ng\l;:?telnase inhibitor, clade G (C1 inhibitor), member 1, (angioedema, hereditary) NM_000062 ggg(i(éTC(ZGGTC(;rGTgié:gg$$égg%i%iizlﬁ_%§gggGTGCTCT 1.83 +0.23 1864015 215+ 0.27 3.39+0.13
312|plakophilin 2 (PKP2), MRNA. NM_004572 A A e ACTAC 1.13+0.35 2.33£0.59 2.88+0.14 3.09 0.07
313|erythrocyte membrane protein band 4.1 like 5 (EPB41L5), mRNA. NM_020909 i?ggé\.I?.':G(BJ.ST%-Q—:.ITS:—J.I_C;:é.gfé:f.f;&iﬁigLGAATTGG 1.60+0.20 0.96 £0.27 1.52+0.09 2.68 £0.27
314{src family associated phosphoprotein 2 (SCAP2), MRNA. NM003030 | At e L COIRSAACAR 1824038 132+003 2.30+0.20 179+037
315|hypothetical protein FLI14299 (FLI14299), MRNA. NM_025069  |\ooCTOTECTTOCOCAATCCACACACTITOCOCCTARSCCSET | 0,81+ 0.49 1.81+0.40 3.59 +0.05 258 +0.36

ACCACCCCTATGGCAAGAGCCACTTATCCACAGCGGG




sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C

TAACATTTGATGAACTTCGAGAAACCAAGACCTCTGAATACTT

316 (SEMA3C). mRNA. NM_006379_(2) |0 AGCCTTTCOCACCATCCTTTAGACTACAGGATTTTA -2.34+0.66 -2.64+0.28 1972012 1.49£0.14
317|annexin A4 (ANXA4), MRNA. NM_001153 e o L CACTACA 2.16 £0.16 -2.55+0.13 -210+0.14 1.47 £0.30
318 ?gré]:/l(fé?;lnr}lgn’\rln:lnoglobulln domain (Ig), short basic domain, secreted, (semaphorin) 3C NM_006379 222;g;%%(;c(feef::g:;gliﬁigg?gg?;;AA%AG?,:/;AGACA 2864027 292 +0.66 2454036 0.89 +0.18
319|homeo box C4 (HOXCA4), transcript variant 1, mRNA. NV 014620 _(2) | o AT SCTORC T 237 40,50 -1.84+0.06 057£027 1.56 +0.34
320|thioredoxin interacting protein (TXNIP), mRNA. NM_006472 e e IO T TS O LIMACTICAT) 2634020 -2.45+0.05 -1.11+0.50 071+0.38
321 |oligodendrocyte transcription factor 3 (OLIG3), MRNA. NM_175747 sivsvovssesisvellilicolbodhiarsinodiathn: 1.93+0.04 1.75+0.10 -2.02+0.08 0.25+0.17
322|polo-like kinase 2 (Drosophila) (PLK2), MRNA. NM_006622 e o e NS RSC [CTICTCRIACAGTICCAS 2124021 1.75+0.34 1.79£0.12 -0.58 +0.26
323|muscleblind-like 2 (Drosophila) (MBNL2), transcript variant 3, mRNA. NM_207304 T A CRCTORIRACTEC 26440.09 2.41+034 2.14+0.24 -0.84£0.28
324|integrin, alpha 1 (ITGAL), MRNA. NM_181501_(2) |5 s o oAy TToTe 2.28+0.10 -2.08 £ 0.29 -2.06 +0.23 -1.05 +0.27
325|FXYD domain containing ion transport regulator 5 (FXYD5), transcript variant 2, mRNA. NM_014164 iégé?g?g%fg:é:g::&%g%figgﬁglg:gg.?gé:CACG -1.31+0.13 -1.79 £ 0.08 -1.47 £ 0.03 -3.15+0.19
326|muscleblind-like (Drosophila) (MBNLZ1), transcript variant 1, mMRNA. NM_021038 igﬁng—fi&g?:%ﬁi@ggigg;g?—?—gééﬁ?;g?gGTTACA -3.30+0.23 -3.03+0.11 -3.36+0.25 -1.90+0.21
327|hypothetical protein FLJ10652 (FLI10652), mMRNA. NM_018169 e I CTOULORTCCAT] - 2394035 2.74+0.09 366+0.15 407+021
328|midkine (neurite growth-promoting factor 2) (MDK), mRNA. NM_002391 R e TSI COT TACCTTTAAT 2434024 2924032 3591 0.40 3671024
320|retinol binding protein 1, cellular (RBP1), mRNA. NM_002899 A A O e COCAT) 1154031 3.30 £ 0.56 415+0.42 5.66 +0.12
330]|homeo box A1 (HOXAL), transcript variant 1, mMRNA. NM_005522 2ggg;LTS%%?EQ;S%Z?@%@@%iiTCCCCCCAAAAC -0.58+0.78 520+0.11 5.72+0.21 3.80+£0.54
331|cDNA FLJ12777 fis, clone NT2RP2001720. AK022839 T e o SACTETTTT | .0.38+0.03 3.69+0.38 516 + 0.59 3.06 +0.44
332 cellular retinoic acid binding protein 2 (CRABP2), mRNA. NM_001878 ealioseinicavililyaiurcaiadidbonboodas 149 +0.38 4314027 519+0.11 3.38+0.28
333|cDNA FLJ30295 fis, clone BRACE2003097. AKO054857 e T TS T LTSS TTTCTICARS) 3524054 3.34£047 253+0.36 117£0.21
334|L0OC347342 (LOC347342), MRNA. XM_297978 e AR CAOROSRCTTTCL 318023 3.25+0.27 2724013 1.10£0.29
335|Homo sapiens cDNA FLJ56390 complete cds, highly similar to Metastasis suppressor protein 1. AK302036 ;?’é,féf-,\i2$:§§gg2ggéﬁﬁﬁﬂggggg?fﬁfggﬁcCTT 3.48+£0.03 3.34+£0.56 3.27+0.15 1.11£0.35
336|POU domain, class 5, transcription factor 1 (POUSFL), transcript variant 1, mRNA. NM_002701 e A RTINS ATACORCEAl 4325004 432 +0.66 3.43+0.96 -0.04+0.42
337|podocalyxin-like (PODXL), mRNA. NM_005397 Ryeraiaioaliveiprunpnibeandialie 4.26£0.45 4.65£0.13 433+017 1.58+0.16
338|unnamed HERV-H protein mMRNA, complete cds. U92817 ZgZiigiﬁ%gg:::ﬁg;:;ﬁéiiii?g%;%?g(C:E%/éAGTAA 2.90 £ 0.66 3.16+0.19 2.60 £0.32 -1.19+0.13
339|DNA (cytosine-5-)-methyltransferase 3 beta (DNMT3B), transcript variant 1, mMRNA. NM_006892 :él?.?fg&ﬁ%ﬁgigi?éﬁ;ﬁgéliﬁigii%iﬁgﬁ?ﬁ AACCA 3.23+£0.46 3.25+0.69 2.37+0.43 -0.61+0.17
340|cDNA FLJ41566 fis, clone CTONG2001513. AK123560 AAACCCTCTAGCTTGGAMTGAATATGCTGCACTITACAACCA | 4 26 4 0.22 -1.44+1.30 2.65+1.33 5.87 £0.27

CTGCACTACCTGACTCAGGAATCGGCTCTGGAAGGTG




Supplementary Table 2. Functional analysis of selected 358 genes identified in this study.

Genome locus position: used data are taken from the FLJ Human cDNA Database ver. 3.0 (http://flj.lifesciencedb.jp) [11].
Multiple: gene producing multiple protein-coding transcripts by AS.
Single: gene producing a single protein-coding transcript.

Alt. N-term: gene producing multiple protein-coding transcripts as a result of alternative splicing of N-terminus.
Alt. C-term: gene producing multiple protein-coding transcripts as a result of alternative splicing of C-terminus.

Information of probe
by DNA microarray

Information of cDNA

Information of genome locus

Type of protein-

Probe 1D cDNA which used to identify genome locus |Genome locus position [Gene symbol ; . Variation type by AS
coding transcript

XM 086262 NM_173795.2 chrl+347 Multiple
NM_001803 NM_001803.2 chrl+1627 CD52 Single
NM_015023 NM_015023.2 chr1+1696 WDTC1 Multiple Alt. N-term
NM_ 032756 NM 032756.2 chr1+2800 GLOXD1 Single
NM 006004 NM_006004.1 chr1+2857 UQCRH Multiple
XM_059109 NM_032437.1 chr1+3638 EFCAB7 Multiple
NM_152487 NM 152487.1 chr1+4869 TMEMS56 Single
NM 020190 NM 020190.2 chr1+5543 OLFML3 Multiple
NM 006472 NM_006472.1 chr1+6069 TXNIP Multiple Alt. N-term
NM_153713 NM_153713.1 chr1+6072 LIX1L Multiple Alt. N-term
NM_005531 NM_005531.1 chr1+7034 IF116 Multiple
XM 085255 BX647313.1 .
AK093508 FLJ36189/AK093508/CTESTI2027238 | o L17332 PBX1 Multiple
NM_001677 NM_001677.3 chr1+7606 ATP1B1 Multiple Alt. N-term
NM_005562 NM_005562.1 chrl+7726 LAMC?2 Multiple
NM 002923 NM 002923.1 chr1+8540 RGS2 Single
NM 004759 NM_004759.3 chr1+9230 MAPKAPK?2 Multiple Alt. C-term
NM_004619 NM_004619.3 chr1+9419 TRAF5 Multiple
NM_013349 NM 013349.3 chr1+9484 NENF Single
NM 000254 .
NM 000254 (2) NM_000254.1 chr1+10555 MTR Multiple
NM_012341 NM_012341.2 chr10+50 GTPBP4 Multiple Alt. N-term
NM_006561 NM_006561.2 chr10+380 CUGBP2 Multiple Alt. N-term, Alt. C-term
AKO055179 FLJ30617/AK055179/C-CTONG2001366 [chr10+1039 KIAA1217 Multiple
NM_020338 .
XM 166091 NM_020338.2 chr10+3132 RAI17 Multiple Alt. N-term
NM_003087 NM_003087.1 chr10+3455 SNCG Multiple
XM 170638 NM 017893.2 chr10+4212 SEMA4G Multiple
NM_183239 NM_183239.1 chr10+4479 GSTO2 Multiple Alt. N-term, Alt. C-term
NM_025092 NM_025092.1 chr11+20 ATHL1 Multiple Alt. N-term
mm:ggﬁgj_(z) NM_001124.1 chrl1+594 ADM Single
NM 006410 NM_006410.3 chr11+1062 HTATIP2 Single
NM_130783 NM_130783.2 chr11+1732 TSPAN18 Multiple
NM_005456 NM_005456.2 chrl1+1792 MAPKS8IP1 Multiple Alt. N-term
NM 002391 NM 002391.3 chr11+1822 MDK Single
NM 000107 NM_000107.1 chr11+1904 DDB2 Multiple Alt. N-term
NM_000062 NM_000062.2 chr11+2093 SERPING1 Multiple
NM_015973 NM 015973.2 chr11+2351 GAL Single
NM_ 025080 NM 025080.2 chr11+2353 ASRGL1 Multiple Alt. C-term
AK091429 FLJ34110/AK091429/C-FCBBF3008689 chr11+3323 SPCS2 Multiple
NM_145018 NM_145018.2 chr11+3613 Cllorf82 Multiple Alt. N-term
AKO074070 AK074070.1 chr11+4824 PHLDB1 Multiple Alt. N-term, Alt. C-term
NM_ 022062 NM 022062.1 chr11+5199 PKNOX2 Multiple
NM 013264 NM_013264.2 chr11+5238 DDX?25 Multiple Alt. C-term
NM_001769 NM_001769.2 chr12+409 CD9 Multiple Alt. C-term
NM_019858 NM 019858.1 chr12+478 GPR162 Multiple
NM 001423 NM 001423.1 chr12+927 EMP1 Multiple
NM_018169 NM_018169.2 chrl2+1677 C120rf35 Multiple Alt. N-term
NM_017842 NM_017842.1 chr12+2101 SLC48A1 Multiple
NM_024056 NM_024056.2 chr12+2121 TMEM106C Multiple
NM_ 173860 NM 173860.1 chr12+2548 HOXC12 Single
NM_014620 (2) NM_014620.2 .
AK056417 FLI31855/AK056417/C-NT2RP7000926 | 2+2551 Hoxc4 Single
NM_004990 NM_004990.2 chr12+2810 MARS Multiple
NM 004984 NM 004984.2 chr12+2816 KIF5A Multiple
NM 003877 NM_003877.3 chr12+3995 SOCS2 Multiple
NM_207376 NM_207376.1 chr12+4553 C120rf75 Single
AK056924 FLJ32362/AK056924/C-PUAEN1000057  [chr12+5525 TCTN2 Multiple Alt. N-term
NM 018647 NM 018647.2 chr13+187 TNFRSF19 Multiple Alt. C-term
NM 207304 NM_207304.1 chr13+2300 MBNL?2 Multiple




NM_000270 NM_000270.1 chr14+93 NP Multiple

NM 005132 NM_005132.1 chr14+313 RECSLL Single

092817 FLJ46607/AK128464/C-TKIDN2000319 _|chr14+1053 Cl4orf29 Multiple Alt. C-term

NM 016651 NM_016651.4 chri4+1487 DACTL Multiple Alt. N-term

NM 031210 NM_031210.3 chrid+2718 Cldorfis6 __ |Single

AK295919 FLI58489/AK295919/D-BRSSN2003639.1 |chr14+3517 EVL Multiple Alt. N-term, Alt. C-term
AK122924 FLI16606/AK122924/C-TESTI4010095 _|chr14+3952 Single

NM 003710 (2) NM_003710.3 chr15+849 SPINTL Multiple

NM_020990 NM_020990.3 chr15+1090 CKMTIB Multiple Alt N-term, Alt. C-term
NM 006465 NM_006465.1 chr15+2805 ARID3B Multiple Alt. C-term

AK056589 FLI32027/AK056589/C-NTONG1000246 _|chr15+2866 C150rf39 Multiple Alt. N-term

NM 032304 NM_032304.2 Chri6+118 HAGHL Multiple

AK310771 FLI17813/AK310771/Z-TKIDN2018397-02 |chr16+689 ABAT Multiple At N-term

NM 002428 NM_002428.2 chri6+2773 MMP15 Multiple Alt, N-term

NM 014427 NM_014427.3 chri6+4285 CPNE7 Multiple

XM _085748 NM_015085.3 Chri7+226 GARNL4 Multiple

AK095929 FLI38610/AK095929/C-HEART2005581 _|chr17+1915 UNC458 Multiple

XM 091459 XM _290799.5 chri7+2129 LOC162279 _ |Multiple

NM_003244 NM_003244.2 chrig+121 TGIF Multiple Alt. N-term

NM 003244 _(2) -

AJ245649 )

el NM_005257.3 chri18+771 GATA6 Single

NM 021127 NM _021127.1 chr18+1964 PMAIPL Multiple

NM_004240 NM_004240.2 chr19+554 TRIP10 Multiple

AK094702 FLI37383/AK094702/C-BRAMY2026168 |chr19+1039 Single

NM 032346 NM_032346.1 chr19+1945 PDCD2L Single

NM 014164 NM_014164.4 chr19+2013 FXYD5 Multiple

m&gggggg_a) NM_030622.6 chr19+2536 CYpP2s1 Multiple

NM 020406 NM_020406.1 Chr19+2680 CD177 Single

NM 031896 NM_031896.3 chr19+3517 CACNG? Multiple Alt. C-term
NM_133180 NM_133180.1 Chr19+3561 EPSBLL Multiple Alt. N-term
XM_059094 NM_207418.2 chrL random+72 FAM72A Single

NM_024692 NM_024692.3 chr2+1074 RSNL2 Multiple Alt. N-term, Alt. C-term
NM 030915 NM_030915.1 chr2+1106 LBH Multiple Alt. N-term

AK027304 FLI14398/AK027304/C-HEMBAL003569 |chr2+1656 MTA3 Multiple Alt. C-term

NM 005413 NM_005413.1 chr2+1830 SIX3 Single

NM 002354 )

NV 002384 ) NM_002354.1 chr2+2021 TACSTDL  |Single

NM 002398 NM_002398.2 Chr2+2756 MEISL Multiple Alt. N-term, Alt. C-term
NM 001153 NM_001153.2 chr2+2923 ANXAZ Multiple

NM 006636 NM_006636.2 chr2+3216 MTHFD?2 Multiple

NM 018234 NM_018234.2 chr2+4787 STEAP3 Multiple Alt. N-term
NM_020909 NM_020909.2 )

ABOIGT68 ABOA6768 1 chr2+4844 EPB41L5 Multiple Alt. N-term, Alt. C-term
NM 003872 NM_003872.2 :

AK024680 FLI21027/AK024680/C-CAE07110 chr2+7861 NRP2 Multiple Alt. C-term

NM 152386 NM_152386.2 Chr2+8552 SGPP2 Multiple AltN-term
NM_004457 NM_004457.3 chr2+8571 ACSL3 Multiple

NM 020311 NM_02031L.1 chr2+9147 CMKORL Single

NM 002110 NM_002110.2 chr20+1214 HCK Multiple

NM_006892 NM_006892.3 chr20+1291 DNMT3B Multiple Alt. N-term, Alt. C-term
NM 015568 NM_015568.2 chr20+1730 PPPIR16B __ |Multiple

NM 006103 NM_006103.3 chr20+1992 WFDC2 Multiple Alt. N-term, Alt. C-term
NM_000308 NM_000308.1 chr20+2019 PPGB Multiple

NM_005940 NM_005940.3 chr22+561 MMP1L Multiple

NM_005318 NM_005318.2 chr22+1360 HIFO Multiple

XM 114205 NM_014508.2 :

NM 021822 NM 021822 1 chr22+1459 APOBEC3G Multiple

NM 001675 NM_001675.2 chr22+1496 ATF4 Multiple

NM_014583 NM_014583.2 chr3+213 LMCD1 Multiple Alt. N-term, Alt. C-term
NM 014583 (2) - Al
NM_000965 NM_000965.2 Chr3+1071 RARB Multiple Alt. N-term

NM 001457 NM_001457.1 chr3+2737 FLNB Multiple Alt. N-term

XM _031246 NM_002942.1 chr3+3406 ROBOZ Multiple Alt. N-term
NM_000532 NM_000532.2 chr3+5364 PCCB Multiple Alt. N-term, Alt. C-term
NM 152616 NM_152616.3 chr3+5545 TRIMA42 Single

NM 004617 NM_004617.2 chr3+5836 TMA4SF4 Single

NM 021038 NM_021038.3 chr3+5082 MBNLL Multiple Al N-term
NM_022736 NM_022736.1 chr3+6221 MFSD1 Multiple

XM _044461 NM_014988.1 )

AK027231 FLI23578/AK027231/C-LNG12709 chrd+1485 LIMCH1 Multiple

NM 024592 NM_024592.1 chrd+1838 SRD5AZL Single

NM 006452 NM_006452.2 chr4+1909 PAICS Multiple Alt. N-term

NM 003715 NM_003715.1 chrd+2345 VDP Multiple Alt. N-term

XM _034353 AB040933.2 chrd+2480 FRASL Multiple




NM_000582 )
NM 000283 ) NM_000582.2 chrd+2904 SPPL Multiple

NM 001873 NM_001873.1 chrd+5132 CPE Multiple

NM 012304 NM_012304.3 chr5+492 FBXL7 Multiple

NM_004932 NM_004932.2 chr5+729 CDH6 Multiple Al C-term
M63180 NM_ 1522953 chr5+831 TARS Multiple

NM 181501 (2) NM_181501.1 chr5+1387 ITGAL Multiple

NM 006350 (2) NM_006350.2 Chr5+1428 FST Multiple Alt. C-term
XM_042066 XM _042066.9 chr5+1554 Single

NM 004291 NM_004291.2 chr5+2296 CART Single

NM 003202 NM_003202.2 chr5+4291 TCF? Multiple Alt. N-term
NM 015288 NM_015288.4 chr5+4327 PHF15 Multiple Alt. N-term
XM_087631 NM_153607.1 chr5+5946 Chorf41 Multiple Alt. N-term
NM 002131 NM_002131.2 chr6+1712 HMGAL Multiple

NM 152753 NM_152753.2 chr6+1783 SCUBE3 Multiple Alt. N-term
NM_000165 NM_000165.2 chr6+4505 GIAL Multiple

NM_020455 NM 0204554 chr6+5194 GPR126 Multiple Alt. N-term
XM 027307 NM_001029884.1 chr6+5636 PLEKHGL __ |Multiple Alt. N-term
NM 015440 NM_015440.3 chr6+5674 MTHFDIL __ |Multiple Alt. N-term
NM 025107 NM_025107.1 chr6+5788 MYCTL Multiple Alt. N-term
NM_005891 NM_00589L.1 chr6+6187 ACAT2 Multiple Alt. N-term
NM 020223 NM_020223.1 chr7+13 FAM20C Single

mm_ggfégg_ [ NM_0042895 chr7+981 NFE2L3 Multiple Alt. N-term
AK022839 FLI12777/AK022839/C-NT2RP2001720 _ |chr7+1034 Single

AK056230 FLI31668/AK056230/C-NT2RI2004916 _ |chr7+1037 Single

NM 004067 NM_004067.1 chr7+1152 CHN2 Multiple Alt. N-term
NM_133468 NM_133468.2 )

AK096150 FLI38531/AK096150/C-MESANT000126 |/ +2417 CcV-2 Single

NM_012257 NM_012257.3 chr7+4516 HBP1 Multiple Alt. N-term, Alt. C-term
NM 015641 NM_015641.2 Chr7+4756 TES Multiple Alt. N-term, Alt. C-term
NM_002851 NM_002851.1 Chr7+4948 PTPRZL Multiple Alt. N-term
NM 014141 NM 0141413 Chr7+6071 CNTNAP2 __ [Multiple Alt. N-term
NM 004462 NM_004462.3 chr8+519 FDFT1 Multiple Alt. N-term
NM 015359 NM_015350.1 chr8+903 SLC39A14 __ |Multiple Alt. C-term
NM_005382 NM_005382.1 chr8+1036 NEF3 Multiple Alt. N-term
NM_025069 NM_025069.1 chr8+1493 ZNF703 Multiple

NM_004095 NM_004095.2 chr8+1515 EIFAEBPL Single

NM 138455 (2) :

XM_057014 NM_138455.2 chr8+3637 CTHRC1 Multiple Alt. C-term
NM_003383 NM_003383.3 chro+147 VLDLR Multiple Al N-term
NM 012266 NM_012266.3 chr9+1120 DNAJB5 Multiple Alt. N-term
NM 021154 NM_021154.3 chro+2427 PSATL Multiple

AK092811 FLI35492/AK092811/C-SMINT2008672 _ |chr9+3719 ZNF483 Multiple Alt. C-term
NM_ 144965 NM 144965.1 chr9+4505 TTC16 Multiple Alt. N-term, Alt. C-term
XM _026998 NM_019594.2 )

AK054994 FLI30432/AK054994/C-BRACE2008999 |0 4615 LRRC8A Multiple

NM 006406 NM_006406.1 ChrX+626 PRDX4 Multiple

NM 022117 NM_022117.1 ChrX+1311 TSPYL? Multiple

NM 014725 (2) NM_014725.2 ChrX+1507 STARDS Single

NM 020384 NM_020384.2 ChrX+2197 CLDN2 Single

NM 002764 NM_002764.2 ChrX+2209 PRPS1 Multiple

NM_005629 NM_005629.1 ChrX+3156 SLC6A8 Multiple Alt. N-term
NM 003240 NM_003240.2 Chr1-1092 LEFTY?2 Multiple

AK092887 FLI35568/AK092887/C-SPLEN2005727 _ |chr1-1581 Single

AK096673 FLJ39354/AK096673/C-PEBLM2002455 :

AK092454 FLI35135/AK092454/C-PLACEB009237 |0+ 2028 PLEKHAG  |Multiple

XM 060678 NM_177402.3 chr1-2160 SYT2 Single

NM 016946 NM_016946.3 chr1-3636 FIIR Multiple Alt. N-term
NM 145167 NM_145167.1 chr1-3710 PIGM Single

NM_001878 NM_001878.2 chr1-3866 CRABP? Single

NM_000849 NM_000849.3 chrL-5470 GSTM3 Multiple

AK000757 FLI20750/AK000757/C-HEPO5174 chr1-5508 SORTL Multiple Alt. N-term
NM 012152 NM_012152.1 Chr1-6471 EDG7 Single

NM_152697 NM_152697.2 chr1-6705 SLCA4A5 Multiple Alt. N-term, Alt. C-term
NM 002227 NM_002227.1 chr1-6996 JAKL Multiple

NM 181712 NM_181712.2 chr1-7103 ANKRD38 __ |Multiple

NM_024640 NM_024640.3 chr1-8365 YRDC Multiple Alt N-term
NM_031280 NM_031280.2 chr1-8409 MRPS15 Multiple Alt. N-term, Alt. C-term
NM 004427 NM_004427.2 chr1-8579 PHC2 Multiple Alt. N-term
NM_003680 NM_003680.2 chr1-8621 YARS Multiple

NM_153756 NM_153756.1 chr1-8634 FNDC5 Multiple Alt. C-term
XM _117759 NM_144569.3 chri-8717 SPOCD1 Multiple Alt. N-term
NM 145345 NM_145345.1 chrL-9045 UBXD5 Multiple Alt. C-term
BC020630 BC020630.1 chr1-9447 CAMK2NL __|Single

NM 006341 NM_006341.2 chr1-9923 MAD2L2 Multiple




AK302705 FLI58712/AK302705/D-TESTI4023180.1 |chr10-751 KIAALS98 __ [Multiple Alt N-term
AK056469 FLI31907/AK056469/C-NT2RP7004396 _ |chr10-1113 SH3MDL Multiple Alt. N-term
NM 020992 NM_020992.2 chr10-1727 PDLIML Single

NM_152429 NM_152429.2 chr10-1917 FGFBP3 Single

NM 024756 NM_024756.1 chr10-2152 MMRN2 Multiple

NM 032772 NM_032772.3 chr10-2555 ZNF503 Multiple Al N-term
NM_000281 NM_000281.2 chr10-2857 PCBDL Multiple

AK303891 FLJ52649/AK303891/D-TRACH2007939.1 |chr10-3574 Multiple Alt. N-term, Alt. C-term
AK127130 FLJ45187/AK127130/C-BRAWH3048548 |chr10-4690 C100rf140 Multiple

NM 032817 (2) NM_032817.2 :

NM 030569 NM 030569 3 chr10-5299 ITIH5 Multiple Alt. N-term, Alt. C-term
NM 016952 NM_016952.3 chr11-346 CDON Multiple

NM_005103 NM_005103.3 chrl1-377 FEZL Multiple Alt. C-term
NM 014333 NM_014333.2 chrl1-923 IGSF4 Multiple

NM 032379 NM_032379.3 chr11-1980 SYTL2 Multiple Alt. N-term
NM_002576 NM_002576.3 chr11-2338 PAKL Multiple Alt. N-term
NM_006645 NM_006645.1 Chr11-2653 STARDI0 Multiple Alt. N-term
NM_002007 NM_002007.1 chr11-2816 FGF4 Single

NM 021975 NM_021975.2 chr11-3140 RELA Multiple Alt. C-term
AK292330 FLI78749/AK292330/D-TESTI2028720.1 |chr11-3386 WDR74 Multiple Alt. N-term, Alt. C-term
AF142409 AF142409.1 chr11-3559 MS4AGA Multiple Alt. C-term
NM 000280 NM_000280.2 Chr11-4397 PAX6 Multiple

NM 001584 NM_001584.1 Chr11-4449 MPPED?2 Single

NM 001751 NM_001751.4 chr11-5521 CARS Multiple Alt N-term
NM_021805 NM_021805.1 chri1-5727 SIGIRR Single

NM 032590 NM_032590.3 :

AK027692 FLI14786/AK027692/C-NT2RP4000737 |0 2"5% FBXL10 Multiple Alt. N-term
NM 173813 NM_173813.2 chri2-1102 FLI34154 Single

AF174498 BC006270.2 chr12-1107 Cl2orf51 Multiple

NM 001682 NM_001682.2 chr12-2191 ATP2B1 Multiple Al N-term
NM_001946 NM_001946.2 chri2-2224 DUSP6 Multiple

NM 023033 NM_023033.1 chr12-3078 METTLL Multiple

NM 006741 NM_006741.2 chr12-3315 PPPIRIA Multiple Al C-term
NM 175851 NM_17585L.1 chr12-4000 ADAMTS20 _ |[Multiple Alt. C-term
NM 004572 NM_004572.2 chri2-4171 PKP2 Multiple Alt. N-term
NM_144973 NM_144973.2 )

AKO95593 FL138279/AK095598/C-FCBBF3005444 chrl2-4254 DENND5B Multiple Alt. N-term, Alt. C-term
NM 001038 NM_001038.4 chri2-5512 SCNNIA Multiple Al N-term
NM 001845 )

NM 001845 2] NM_001845.3 chr13-260 COL4AL Multiple

NM_004392 NM_004392.4 chr13-1136 DACHL Multiple Alt. N-term
NM 152720 NM_152720.1 chri3-1421 NEK3 Multiple

NM 004734 NM_004734.2 chr13-2235 DCAMKLL __ |Multiple Alt. N-term
NM_003045 NM_003045.3 )

AK022999 FLI12037/AK022099/C-NT2RP2005020 | 152476 SLCTAL Single

NM 006832 NM_006832.1 chr14-2423 PLEKHCL ___|Multiple Al N-term
NM_002692 NM_002692.2 chr14-2679 POLE2 Multiple

NM_020149 NM_020149.2 chr15-3549 MEIS2 Multiple Alt N-term
NM_000814 NM_000814.3 chr15-4088 GABRB3 Multiple Alt. N-term
AF104032 NM_003486.5 chr16-199 SLC7A5 Single

NM 004483 NM_004483.3 chr16-550 GCSH Single

AK122677 FLI16125/AK122677/C-BRACE2027018 _|chr16-667 ADAMTSI8 _ |[Multiple Alt. N-term, Alt. C-term
NM_006885 NM_006885.2 chr16-857 ATBFL Multiple Alt. N-term
NM_001605 NM_001605.1 chr16-1031 AARS Multiple

NM 024939 NM_024939.2 chr16-1234 RBM358 Multiple Alt. N-term
NM 015964 NM_015964.2 chr16-1316 CGI-38 Multiple

NM 031477 NM 031477.3 chrl16-2281 YPEL3 Multiple Alt. N-term, Alt. C-term
NM 031478 NM_031478.3 chr16-2285 FAM57B Single

NM 012410 NM_012410.1 chr16-2303 SEZ6L2 Multiple Alt. N-term
NM_005003 NM_005003.2 chr16-2611 NDUFABL __|Single

NM 016235 NM_016235.1 chr16-2868 GPRC5B Multiple Alt. N-term
NM 016069 NM_016069.8 chr16-3595 TIMM16 Single

NM 024023 NM_024023.1 chr16-3938 UNKL Multiple

NM 016310 NM_016310.2 chr16-4093 POLR3K Single

AK127106 FLJ45163/AK127106/C-BRAWH3044122 |chri7-554 WEBP2 Multiple Alt. C-term
NM 017565 NM_017565.2 chri7-894 FAM20A Multiple Alt N-term
NM_000088 NM_000088.2 chri7-1836 COLIAL Multiple Alt. N-term
NM 024015 NM_024015.3 chr17-1985 HOXB4 Single

NM_002145 NM_002145.2 chri7-1994 HOXB2 Single

NM 016632 NM_016632.1 chri7-2137 LOC51326 __ |Multiple Alt. C-term
NM 001986 NM_001986.1 chri7-2515 ETV4 Multiple Alt. N-term
NM_000458 NM_000458.1 chr17-3015 ANFLB Multiple Alt. C-term
NM 015986 NM_015986.2 chr17-3449 CRLF3 Multiple

NM 001212 NM_001212.3 chr17-4708 C10BP Single

NM_175907 NM_175907.3 chr18-207 ZADH2 Multiple Alt. N-term
XM_035405 NM_020805.1 chri8-1351 KLHL14 Multiple Alt. N-term




NM_004949 (2) NM_004949.2 Chr18-1440 DSC2 Multiple

NM_006210 NM_006210.1 chr19-189 PEG3 Multiple Alt. C-term
NM 024710 NM_024710.1 chr19-296 ISOC2 Single

AK055285 FLJ30723/AK055285/C-FCBBFA000282 _ |chr19-574 ETFB Multiple Alt N-term
NM 001217 NM_001217.3 chr19-821 CAILL Single

NM_005628 NM_005628.1 chr19-950 SLCIAS Multiple Al N-term
NM 013368 NM_013368.2 chr19-1430 SERTAD3 __ |Single

NM 013376 NM_013376.1 chr19-1431 SERTADL __ |Single

NM 033317 NM_033317.2 chr19-1821 ZD52F10 Multiple Alt. N-term, Alt. C-term
NM_016368 NM_016368.3 chr19-2413 ISYNAL Multiple Alt N-term
NM_000635 NM_000635.2 chr19-3309 REX2 Multiple

NM_020241 NM_020241.2 chr19-3423 SEMAGB Multiple

NM_001130 (2) NM_001130.5 chr19-3547 AES Multiple Alt. N-term
NM_003712 NM_003712.2 chr19-3798 PPAP2C Multiple Alt N-term
NM 001485 NM_001485.2 chr2-335 GBX2 Single

NM_000599 )

SM098048 NM_000599.2 chr2-1080 IGFBP5 Single

NM_024622 NM_024622.2 chr2-2990 FASTKDL __|Multiple Al N-term
NM 014795 NM_014795.2 chr2-3784 ZFHX1B Multiple

NM_000272 NM_000272.2 chr2-4903 NPHPL Multiple Alt. C-term
NM_003896 NM_003896.2 chr2-5927 ST3GALS Multiple Alt. N-term, Alt. C-term
NM_019885 NM_019885.2 chr2-6324 CYP26B1 Multiple Alt N-term
NM 022055 NM_022055.1 chr2-7353 KCNK12 Single

NM 018269 NM_018269.1 chr2-9188 MTCBP-1 Multiple Alt N-term
NM_003600 NM_003600.2 chr20-422 STK6 Multiple

NM_021035 NM_021035.1 chr20-665 ZNFX1 Multiple Al N-term
NM 015474 NM_015474.2 chr20-1254 SAMHD1 Multiple Alt. C-term
NM_003908 NM_003908.3 chr20-1502 EIF2S2 Single

AB023197 AB023197.1 chr20-1734 NINL Multiple Alt. N-term
NM_005116 NM_005116.5 chr20-2421 SLC23A2 Multiple Alt. C-term
NM 023068 NM_023068.2 chr20-2500 SN Multiple Alt. N-term
NM 015227 NM_015227.3 chr21-98 POFUT? Multiple Alt. C-term
NM_000071 NM_000071.1 chr21-263 CBS Multiple Alt. N-term
NM_003490 NM_003490.2 chr22-1156 SYN3 Multiple Alt N-term
NM_004454 NM_004454.1 Chr3-661 ETV5 Multiple Alt. N-term
NM_002899 NM_002899.2 )

AK301684 FLI50903/AK301684/D-TESOP2006848.1 |0 25 /© RBP1 Multiple Alt. C-term
XM 041363 NM_015009.1 chr3-4516 PDZRN3 Multiple Al N-term
NM 012234 NM_012234.3 chr3-4589 RYBP Single

AK024086 FLI14024/AK024086/C-HEMBAL003646 |chr3-4774 FRMDA4B Multiple Alt N-term
NM 003865 NM_003865.1 chr3-5435 HESX1 Single

NM_001064 NM_001064.1 chr3-5568 TKT Multiple Al N-term
NM_006030 NM_006030.2 chr3-5746 CACNA2D2 _ |Multiple Alt. N-term
NM_002971 NM_002971.2 chr3-7046 SATBL Multiple

NM_173553 NM_173553.1 chrd-41 TRIML? Multiple Alt N-term
NM_016613 NM_016613.4 chrd-789 DKFZpa34L142|Multiple

XM_050625 NM_003013.2 chr4-884 SFRP2 Multiple

NM_006681 NM_006681.1 chr4-3832 NMU Multiple

XM 045277 NM_015187.1 chrd-4622 SELIL3 Multiple Alt N-term
AK056311 FLI31749/AK056311/C-NT2RI2007386 _ |chr4-5392 Single

XM 070191 XM 497955 1 chré-5425 Single

NM_005110 NM_005110.1 chr5-60 GFPT2 Multiple Alt N-term
NM_030964 NM_030964.2 chr5-1516 SPRY4 Single

AK091409 FLJ34090/AK091409/C_FCBBF3006399 _ |chr5-1630 Single

AK124191 FLJ42197/AK124191/C-THYMU2034314 |chr5-1835 Multiple

NM_178450 NM_178450.2 chr5-2339 MARCH3 Single

NM_005779 NM_005779.1 chr5-3611 LHFPL? Single

NM_003633 NM_003633.1 chr5-4018 ENCL Multiple

NM 006622 NM_006622.1 chr5-4868 PLK2 Multiple Alt. N-term
NM_005410 NM_005410.2 chr5-5289 SEPPL Single

AK316138 FLI79037/AK316138/D-CTONG3001518.1 |chr5-5986 MYO10 Multiple Alt. N-term
NM_175747 NM_175747.2 chr6-1308 OLIG3 Single

NM 003931 NM_003931.2 chr6-2392 WASFL Multiple

BC005192 BC005192.1 chr6-3959 TNFRSF2L__ |[Multiple AltN-term
NM 002701 NM_002701.3 chr6-4792 POUSF1 Multiple Alt. N-term
NM_054111 NM_054111.2 chr6-4838 IHPK3 Single

mm_ggﬂgg_(z) NM_004155.3 chr6-6375 SERPINB9 Multiple Alt. N-term
NM_198285 NM_198285.1 )

AK056624 FLI32062/AK056624/C-OCBBFI000042 _|o /41 WDR86 Multiple Alt. N-term
AK096734 FLJ39415/AK096734/C-PLACE6016160 )

AK027791 FLI14885/AK027791/C-PLACEI00a71L _|o" 483 ATGOB Multiple Alt. C-term
NM 005397 NM_005397.2 chr7-1301 PODXL Multiple

AK092358 FLJ35039/AK092358/C-OCBBF2017035 _|chr7-2751 GATS Single

NM 000305 NM_000305.2 chr7-3025 PON2 Multiple

NM 152754 NM_152754.2 chr7-3410 SEMA3D Multiple Alt N-term




NM_006379 )
NM_006379_(2) NM_006379.2 chr7-3524 SEMA3C Multiple Alt. N-term, Alt. C-term
NM_004577 NM_004577.3 chr7-4542 PSPH Single

NM_031311 NM 0313112 chr7-5532 CPVL Single

NM_030661 NM_030661.3 chr7-5636 HOXA3 Multiple Alt. N-term
NM_006735 NM_006735.3 )

AK096742_(2) FLI39423/AK096742/C-PROST1000322_|° " ~2647 HOXA2 Multiple Alt. C-term
NM_005522 NM_005522.3 chr7-5652 HOXAL Multiple

NM_003930 NM_003930.3 chr7-5653 SCAP2 Multiple Alt. N-term
NM_004956 NM_004956.3 )

AK055368 FLJ30806/AK055368/C_FEBRA2001334 _|°" 0% ETVI Multiple Alt. N-term
NM_002607 NM_002607.4 chr7-6633 PDGFA Multiple Alt. N-term
AK074285 FLJ23705/AK074285/C-HEP11066 chr8-794 FAMB4B Single

AK302036 FLI56390/AK302036/D-TESTI2023534.1_|chr8-853 MTSSL Multiple Alt, N-term
NM_031271 NM_031271.2 chr3-3869 TEX15 Single

XM 376764 NM_007257.4 chr8-4119 PNMA2 Single

NM_003389 NM_003389.2 chr9-2062 CORO2A Multiple Alt. N-term
NM_001333 (2) NM_001333.2 chr9-2128 CTSL2 Single

NM_002161 NM_002161.2 chr9-2428 IARS Multiple

NM_005077 NM_005077.3 chr9-2813 TLEL Multiple

NM_007234 NM_007234.3 chr9-4176 DCTN3 Multiple

NM_002839 NM_002839.1 chr9-4855 PTPRD Multiple Alt. N-term
NM_017681 NM_01768L.1 ChrX-1051 NUP62CL Multiple

AK054936 FLJ30374/AK054936/C-BRACE2007888 _|chrX-1578 Multiple

AK074719 FLI90238/AK074719/C-NT2RM2000632 _|chrX-1599 ERCCOL Multiple

NM_006875 NM_006875.2 ChrX-2059 PIM2 Single




Supplementary Table 3. List of genes with altered expression levels and their GO molecular function categories.

Functional categorization RA time point sample at which

(GO : Molecular function) expression level of gene was altered  Probe ID Gene symbol Gene full name
Catalytic activity, Ligase activity  7-day NM_001605 AARS alanyl-tRNA synthetase
7-day NM_001751 CARS cysteinyl-tRNA synthetase
7-day NM_002161 IARS isoleucyl-tRNA synthetase
7-day M63180 TARS threonyl-tRNA synthetase
7-day NM_003680 YARS tyrosyl-tRNA synthetase
7-day NM_015440 MTHFD1L  methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 1-like
7-day NM_006452 PAICS phosphoribosylaminoimidazole carboxylase, phosphoribosylaminoimidazole succinocarboxamide synthetase
7-day NM_000532 PCCB propionyl CoA carboxylase, beta polypeptide
7-day AF174498 C12orf51 chromosome 12 open reading frame 51
Functional categorization Probe ID Gene symbol _Gene full name
Binding, lon binding 7-day NM_001153 ANXA4 annexin A4
2-day, 7-day NM_021822, XM_114205 APOBEC3G apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3G
7-day NM_004932 CDH6 cadherin 6, type 2, K-cadherin (fetal kidney)
7-day NM_001217 CAll carbonic anhydrase XI
7-day NM_030622, NM_030622_(2) CYP2Ss1 cytochrome P450, family 2, subfamily S, polypeptide 1
7-day NM_019885 CYP26B1  cytochrome P450, family 26, subfamily B, polypeptide 1
7-day NM_005257 GATA6 GATA binding protein 6
7-day NM_015641 TES testis derived transcript (3 LIM domains)
7-day NM_175907 ZADH2 zinc binding alcohol dehydrogenase domain containing 2
1-day, 2-day, 7-day XM_166091, NM_020338 RAIL7 retinoic acid induced 17
1-day, 2-day NM_014583, NM_014583_(2) LMCD1 LIM and cysteine-rich domains 1
2-day NM_002851 PTPRZ1 protein tyrosine phosphatase, receptor-type, Z polypeptide 1

18 genes in the GO molecular function category “transcription regulator activity" were described in Supplementary Fig. 3.



Supplementary Table 4. Sequences of primers used in the real-time PCR.

1) List of primer:

detected alternative region

Gene | Target transcript Primer set Name Forward primer Name _|Forward primer sequence Reverse primer Name [Reverse primer sequence

ATG9B NM_173681.3 CE-07_01 CE-07_01F ATCGACTTTTTTCATCACTTCACTGT CE-07_01R CCTCCGCACGCTGAGA

ATGIB FLJ39415/AK096734/C-PLACE6016160 CE-07_02 CE-07_02F GAAGGGAAGACACTGGGATGT CE-07_02R [ TCCCAGTCCAGGTTAGTCAAGT
CDH6 NM_004932.2 CE-14 01 CE-14 01F CCCGAAGCCCTTTTCCTA CE-14 01R AAATCTCTGACATCGGTGTTGTC
CDH6 BC000019.2 CE-14 02 CE-14_02F GGGCTCACACTGTTACTGTGACA CE-14_02R CGACTCACCTAGATCAGGCTGTA
CTHRC1 NM_138455.2 N-A3 013 01 N-A3 013 01F GCATGCTGTCAGCGTTGGTA N-A3 013 01R  TCAATGGGAAGAGGTCCTGAA
CTHRC1 FLJ57590/AK300273/D-PLACE7001513.1 N-A3 013 02 N-A3 013 02F GGAAAATTGCGGTAAGTTTGAA N-A3 013 02R GCTACCTACTTCTCTAAGTCTTTTAGTTAAAA
EPB41L5 NM_020909.2 CE-27 01 CE-27_01F CAGGATGCTGCCACAAACA CE-27_01R I TTCATCTGTAGCTTCCTTTAGAACAG
EPB41L5 BC032822.2 CE-27_02 CE-27_02F CACAATGTGAAGAATGCAGGAA CE-27_02R AAGAGGCTCAACACTCATATCTCAGT
LMCD1 NM_014583.2 N-A2 015 04 N-A2 015 04F CTGCTTTGTGTGTGCCAAGTG N-A2 015 _04R GGTGCACCATCCTTCCAGAA
LMCD1 FLJ55005/AK300803/D-SKNSH2002481.1 N-A2 015 02 N-A2 015 02F GCCAGTCCCACTCGTGTGAT N-A2 015 02R AGGGCTCAGGTCCTCAGGAA
MS4A6A NM_152852.1 CE-22 01 CE-22 01F [ TGTGCTGCGGTGGAAAC CE-22 01R [ TGCCAGAATTACCAATGTAACTGT
MS4ABA NM_022349.2 CE-22 02 CE-22_02F GGCCGGCTTCACTTAACCTT CE-22_02R [ TCTCGTGATTGGCTGGTTGT

MTA3 NM_020744.2 CE-28 01 CE-28 01F CGGCCGTTTGTTGCTATTA CE-28 01R CAGAAGCACAACATATAAGGTTAAGAA
MTA3 FLJ45312/AK127245/C-BRHIP3005037 CE-28 04 CE-28 04F CCTGCAAAGAAACCTAATGTAATTC CE-28_04R CCAGACCATTGTGATGACTGTAGT
NRP2 NM_003872.2 N-A3_007 01 N-A3_007 01F CTTCTGCAACCTCAGGGTCTG N-A3_007_O01R GGTGTACAGCCAGCTCTTTTCT
NRP2 NM_018534.3 N-A3_007_02 N-A3_007_02F [ TACCACCGGTTCCGCTATG N-A3_007_02R GGCCCCGTTGGTGTAGTG

NRP2 NM_201264.1 N-A3_007_03 N-A3 007_03F [ TCTTGGAGGCCTCTGTAACGTT N-A3 007 _03R GACATCATCAGTCTCAACTCCCTGTA
RSNL2 NM_024692.3 CE-16 01 CE-16_01F CCTGCTCACGAGCTCCAAT CE-16_01R GCGCTTCGGAGCTCAAGTC

RSNL2 FLJ55798/AK302325/D-TESTI2048649.1 CE-16_02 CE-16_02F GAAAAACACCTTTCAAGATGAACA CE-16_02R AAGCAATGCAAAAGATACAGCA
ST3GALS NM_003896.2 CE-08 0. CE-08 01F [ TCCCCACAATCGGTGTCATT CE-08 01R CAAAACCCGCCAAACTGACT
ST3GALS FLJ55056/AK295252/D-BRCAN2011189.1 CE-08 0 CE-08_02F [ TCAGCCGCTTCTTCATCGT CE-08_02R GAGGGCCCTGCTTCCTTTAA

TES NM_015641.2 CE-12 0. CE-12 01F CATTGGCCAGGCAGTACATG CE-12 01R CCCCCTCTGAGCCTGCTA

TES FLJ59160/AK299104/D-NT2RI13007951.1 CE-12 0. CE-12_02F [ TGAAGTTCCTGGAGTATTTATTTGG CE-12_02R GAACCCCGGAAGAATAACAGA
ZD52F10 NM_033317.2 CE-19 01 CE-19 01F [ TCAGTCAAGACCCCTGCAAAG CE-19 01R CAAGAAATTGCCTACCAAAACTTCA
ZD52F10 FLJ57785/AK304668/D-UTERU2034249.1 CE-19 04 CE-19 04F AGGTGAGTCTCTGTCCTCAAGTTAC CE-19_04R GGAGTGAAAGAGAATTTCAGATTGC
ITIHS NM_030569.3 N-A2-3 001 01 N-A2-3 001 01F CACTCACCCTCTGCTCCTTCA N-A2-3 001 01R CTTCCAGACCACTGGGACTTG

ITIHS NM_001001851.1 N-A2-3 001 _02 N-A2-3 001_02F GAAGTCTTGATTGTTGCCTTTCTG N-A2-3 001 02R GCGGACTCTATATCCACAGCTCAT
CKMT1B NM_020990.3 CE-17_0: CE-17_01F CGTGGCTGGGAGTTCATGT CE-17_01R GTGCACTCCTGCCCGAAGT
CKMT1B FLJ52224/AK294063/D-BRALZ1000056.1 CE-17_0: CE-17_02F [ TTGGTCCACAGTAAGTGCTTAATAA CE-17_02R CAGAAGGAACCATGCCATAGG
CKMT1B FLJ52454/AK293939/D-BRACE3032708.1 CE-17 0 CE-17_03F AGGCCTCAAAGAGGTTAGAGAAG CE-17_03R [ TGGGTTGGTTGGTAAATTACATAA
DENNDS5B NM_144973.2 CE-21 01 CE-21 01F [ TGGCAACAGGACCAACCAGTA CE-21 01R [ TCGTTGTCCAGCCCAACA
DENNDSB BC020855.1 CE-21 02 CE-21_02F ACTGCCCAGGACATGGAAT CE-21_02R CTTTTTACTTTGTCAAAGTTCTGCAT
EVL NM_016337.2 CE-29 01 CE-29 01F CGCAGCCTCACTCTAGGATGA CE-29 01R CTCTCTCACCACCTCCTCTAGGAT

I:EVL FLJ58489/AK?295919/D-BRSSN2003639.1 CE-29 02 CE-29 02F CCTTCAGTCGCAGCCTCACT CE-29_02R GACAGAGGAGCCCCAAACC

FEZ1 NM_005103.. CE-10_01 CE-10_01F CAAGCGCTTCAGCATGGA CE-10 01R CAGTTCCTGAGGAGCCAAAGG
FEZ1 NM_022549.. CE-10_02 CE-10_02F CACATAAGAAAGCATCTAAACTGAACTGA CE-10_02R CCACATCACCTAGTTTCCACCTT
FNDC5 NM_153756. N-A3 023 01 N-A3 023 01F [ TTGCCCTCAGCAGCTAAGAAG N-A3 023 01R [ TCATCATCAGAACCATGAGATCCT
FNDC5 BC062297.1 N-A3 023 04 N-A3 023 04F AGCAAGGTGAGGGCAAGAC N-A3 023 04R AGTCCAGGGATTACCAGAGCAT
FST NM_013409.1 CE-26_01 CE-26_01F GTAAGTCGGATGAGCCTGTCTGT CE-26_01R CCGAAATGGAGTTGCAAGATC

FST NM_006350.. CE-26_02 CE-26_02F AAGCACTCCGGATCTTGCAA CE-26_02R ATGAAGTCAAAAACTGCAGAAAGTTC
MAPKAPK2 NM_004759. CE-30 01 CE-30_01F CCCTTGGATCATGCAATCA CE-30_01R CTCACAACCTGGTCAGCCAAGT
MAPKAPK2 NM_032960.. CE-30_02 CE-30_02F GGAGGATGTCAAGGAGGAGATG CE-30_02R [ TTTATCTTGATCTGCTCGTAGTCAA
MRPS15 NM_031280.. CE-24 01 CE-24 01F IACCTTCCCCCCTCTGTATTACC CE-24 01R CGAATGCACAGAGCCTTCTTG
MRPS15 FLJ56752/AK302633/D-TESTI4017571.1 CE-24 02 CE-24_02F CCTGCTAGTTGGGACCTGATCT CE-24_02R ATTGCCCTAGGTCCTTCATGTC
NPHP1 NM_000272.. CE-09 04 CE-09_04F CAGCAGACATGTACGCCTCTGT CE-09_04R CAAACATGGTAAGATGCGAGTAACC
NPHP1 NM_207181. CE-09 02 CE-09_02F ATGACACTAACAATAGAATCAGTCAACATT CE-09_02R GGGCAGAGACTATGACTTACACTTC
RBP1 NM_002899.. N-A2-3 004 01 N-A2-3 004 01F CAGTGGATCGAGGGTGATGA N-A2-3 004 01R CTTGCTTGCAGACCACACCTT

RBP1 FLJ50903/AK301684/D-TESOP2006848.1 N-A2-3 004 _02 N-A2-3 004_02F [TTTCCTCTTGAATGTGCTGACTTT N-A2-3 004 02R CTGAGGCCAGGCTGATGAGT
SLC44A5 NM_152697.2 CE-11 01 CE-11 01F CTGTGAAGATCTGGAAAGAAATGA CE-11 01R GAACTAGTTGCTTCTTGATCAGAATTC
SLC44A5 FLJ35851/AK093170/C-TESTI2007040 CE-11 02 CE-11 02F CCACAAACTAGGAAGCAGTAGAAGA CE-11 02R GTTGCTAAACACAAAGCACTTATGA

\WDR74 NM_018093.1 CE-23 01 CE-23 01F CAGTGTGCGTGGGTTGCA CE-23 01R CCCGTGTATCCTCAAGACTCTGT

WDR74 FLJ57690/AK303186/D-THYMU2025050.1 CE-23 02 CE-23 02F  TGAAGGAGCTGTTCCTGAAGTC CE-23 02R CCTAAGTCCATCTAGTCTCTAATGCA
YPEL3 NM_031477.3 CE-20 01 CE-20_01F [ TTGGGCTGGAAATATGAACAG CE-20_01R GATCATGTGGTTGAGTTCAATGA
YPEL3 FLJ12347/AK022409/C-MAMMA1002298 CE-20 02 CE-20_02F  TTTGGGCTGGAAATATGTGAGT CE-20_02R GGCCTATGCAATCTGAAAGG

ETV1 NM_004956.3 NT-PS 01 01 NT-PS 01 01F GCAGCATGGATGGATTTTATG NT-PS 01 01R CAATTTCTCCCACGCTGACT

ETV1 FLJ50494/AK294572/D-BRAMY4002358.1 NT-PS 01 02 NT-PS 01 02F CCGGCTGGCTTGCTGT NT-PS_01 02R  TCAGAAAAGTCCTCCACCAGA

'ETVA NM_001986.1 NT-PS 02 01 NT-PS 02 01F GATGAAAGCCGGATACTTGGA NT-PS_02 01R CATTTCCGGGCGATTTG

ETV4 BC007242.1 NT-PS 02 03 NT-PS 02 03F [ TTTCCCTGGGATTTTGTGGTT NT-PS 02 03R [ TCCTTCCAGCCTGCTTCCT

ETV5 NM_004454.1 NT-PS 03 01 NT-PS 03 01F GGAGCGGTTCACCGTCTT NT-PS_03 01R GGCGCCTGGGCGAAA

ETVS FLJ56169/AK301878/D-TESTI2012536.1 NT-PS 03 02 NT-PS_03_02F GGAAGCAGTTTGAGGGGAAT NT-PS_03 02R GGATCCTCCTGTGTCATTTACC
PAX6 NM_000280.2 NT-PS 05 01 NT-PS 05 01F CAACTCCTTTAAAACACCGTCATTT NT-PS_05 01R GGTTGTCACAGCTTCTGTCAAGA
PAX6 FLJ36930/AK094249/C-BRACE2005251 NT-PS 05 03 NT-PS 05 03F CCAACACTGCAGAGACCTTGAA NT-PS 05 03R CGGCTCTATAAATCCCCCAAA
POUSF1 NM_002701. TCO4 _NT-PS 04 06 |TCO04 NT-PS_04_06F IAGTCGGGGTGGAGAGCAACT TCO4_NT-PS_04_06R TTTTGCTCCAGCTTCTCCTTCT
POUSF1 NM_203289.. NT-PS_04_02 NT-PS_04_02F GGCAGAGGCACTTCTACAGACTA NT-PS_04_02R GTAAGAACATAAACACACCAGTTATCAA
RARB NM_000965.. TC13 0 TC13 01F AGTGAGTCCTGGGCAAATCCT TC13 0IR [ TTCGGTTTGGGTCAATCCA

RARB FLJ56241/AK299756/D-OCBBF2037981.1 TC13 0 TC13 02F CAGCAGTGAACGGACACATGA TC13 02R [ TCCGATGACAGGTGGAAAGAG
HOXA3 NM_030661. N-A2_020_01 N-A2_020 _01F AGGCAGCCAACGGGTTC N-A2_020 01R SGCGGACGCCGGGTAC

HOXA3 NM_153632. [TC11 N-A2 020 06 |TC11 N-A2 020 06F CTGCTGCCCTCCCTCTTCT TC11 N-A2 020 06R [ TTGGCCGCGTTGGC

RFEX2 NM_000635.. NT-PS 07 01 NT-PS 07 01F CCAGTGGCTGTTGGATAATTATG NT-PS_07 01R GGATCAGTTTCCCGAAGGA

RFX2 FLJ53376/AK303321/D-THYMU3005661.1 NT-PS 07 02 NT-PS 07 02F CGGTGCAGCACGTGTATCC NT-PS 07 _02R CTTCGAGTTGTAGGTGTAGGCTGTT
HNF1B NM_000458.1 N-A2-3 002 01 N-A2-3 002 01F CCAGTCAGCACCTTGACGAA N-A2-3 002 01R GGGTGTCATGATGAGGTTTTGA
HNF1B NM_006481.1 N-A2-3 002_02 N-A2-3 002_02F [ TGGTTCTTGCCACGGATCT N-A2-3 002_02R AGGATCATCTCAAAAGCGTTTG
HOXA2 NM_006735.3 N-A2 011 01 N-A2 011 01F CACAAAGAATCCCTGGAAATCG N-A2 011 01R CTTTTTCCAGCTCTAGAAGCTGTGT
HOXA2 FLJ39423/AK096742/C-PROST1000322 [TC10_N-A2 011 05 |TC10 N-A2 011 05F CCACAAAGGTCAGTCCAAAGA TC10_N-A2 011 05R CAGCCCGGAGAAGGAAGAG

PEG3 NM_006210.1 NT-PS_06_03 NT-PS_06_O03F GATGGCCACTCCCACATG NT-PS_06_03R  TGCTTGGGTAGGCACTTCTC

PEG3 NM_015363.3 NT-PS_06_04 NT-PS_06_04F AAGGCACTGCTCCTGGAATATG NT-PS_06_04R  TGCAAAATTCACATCTGTTGTGTT

ZNF483 NM_133464.1 TC12 02 TC12 02F GTGCCTCAGGGATGATGATC TC12 02R [ TTTGTGCGACTCTTCCTTTTG

ZNF483 FLJ35492/AK092811/C-SMINT2008672 TC12 01 TC12 01F GCTCCCGACTAGACATACATGGA TC12 01R [ TCATCTCTGTGTAACAGTTGAAACAA

2) List of primers detected common region

Gene Target transcript Primer set Name Forward primer Name _|Forward primer sequence Reverse primer Name Reverse primer sequence

ATGIB NM_173681.3, FLJ39415 CE-07_03 CE-07_03F  TGCCAACCAACCAAGTAACCA CE-07_03R AGGGTAGGATGGCATCTGACA

CDH6 NM_004932.2, BC000019.2 CE-14 03 CE-14_03F TTTACATCCTTCGAGCTCAAGCT CE-14 03R TGGTGAATATTGGTTCATTGTCATT

CTHRC1 NM_138455.2, FLJ57590 N-A3 013 03 N-A3 013 03F CAATGGCATTCCGGGTACA N-A3 013 03R CCTCAAAGCTTTCCCTCAGACA

EPBMLS NM_020909.2, BC032822.2 CE-27_0: CE-27_03F GGTCTATGCGTAAACATGCAGAGA CE-27_03R GGGACACCCGACACGTGAT

LMCD1 NM_014583.2, FLJ5500! N-A2 015 03 N-A2 015 03F CCACTGCCTAACATCTGACCTAGA N-A2 015 03R AGGGTGGAATACTTGGAGTCCAT
MS4A6, NM_152852.1, NM_022349.2 CE-22 0. CE-22_03F CAGCCTGGTTGGAAGCATTC CE-22 03R GGTGGCCTGTTTGACAGACA

MTA3 NM_020744.2, FLJ45312 CE-28 0 CE-28 03F CTCTTTTTGTCACGCCAGTATGA CE-28 03R CAGAAGGGCAACACTGCACTT
NRP2 NM_003872.2, NM_018534.3, NM_201264.1 N-A3 007 _04 N-A3 007 _04F CGGCCATCGCAACACA N-A3 007 _04R CATGCCGGTACACCATCCA

[RSNL2 NM_024692.3, FLJ55798 CE-16_0: CE-16_03F GACCCAGTAGATATGCCGTTAGAGA CE-16_03R GGCACCGCATCTAGAAGCA
T3GALS NM_003896.2, FLI55056 CE-08_O: CE-08_03F GGCCCAGCTTGTTATTAAAAGA CE-08_03R GGTCCACATAATGCATTTTTITC

|TES NM_015641.2, FLJ59160 CE-12 0 CE-12_03F CGCAATGTTATGATATTGACGAA CE-12_03R GCCCACTCATAGGTAACTGTATTGA
D52F10 NM_033317.2, FLJ57785 CE-19 0! CE-19 05F AACTGGGATGCCATAAACAAGAAC CE-19 05R [ TTCTGTTTGAAATCCTCCCAGAGT
ITIHS NM_030569.3, NM_001001851.1 N-A2-3 001 03 N-A2-3 001 03F AACTCCGGCAGACCAAGGA N-A2-3 001 03R [ TGATCCGGTTGGAAAATCCA

CKMT1B NM_020990.3, FLJ52224, FLJ52454 CE-17 04 CE-17_04F GACCTGGCTGGACGTTACTATAGG CE-17_04R CACGAGCATCTGGCCAGTCT
DENNDSB NM_144973.2, BC020855.1 CE-21 03 CE-21 _03F AGATGCAAATCCTTCTCTACTCACAA CE-21_03R GTAGAATGGGCACATAAACATGTTG
EVL NM_016337.2, FLJ58489 CE-29 03 CE-29 03F GGTCTACGGCTTAAACTTTGCAA CE-29 03R GATGTTCAGGGCAAACAGCAT
FEZ1 NM_005103.3, NM_022549.2 CE-10 03 CE-10_03F GGTTCATCTCCCCACCATCTC CE-10_03R  TGAAGCTGATTATTTCGGAAGAAA
FNDC5 NM_153756.1, BC062297.1 N-A3 023 03 N-A3_023 03F CAGGCGAGGTGCTGATCAT N-A3 023 03R GTCATACTGGCGGCAGAAGAG

FST NM_013409.1, NM_006350.2 CE-26_0: CE-26_03F GTGAATGACAACACACTCTTCAAGTG CE-26_03R CCACGTTCTCACACGTTTCTTTAC
MAPKAPK2 NM_004759.3, NM_032960.2 CE-30_0: CE-30_03F GGCCATCCAGTATCTGCATT CE-30_03R GTGGTTTCCTTGGCAAAGC

MRPS15 NM_031280.2, FLJ56752 CE-24 0 CE-24 03F CGGATATGTCGTCCGGAAAC CE-24 03R CAGGGACATTCTGGTAGTCTTTGA
NPHP1 NM_000272.2, NM_207181.1 CE-09_0: CE-09_03F ACAGGTTGATAGTTTGCTTTCTGA CE-09_03R  TGCCTGCTTTAACTGGATACATC
RBP1 NM_002899.2, FLJ50903 N-A2-3 004 03 N-A2-3 004 03F GTGGCCTTGCGCAAAATC N-A2-3 004 03R CGTCCTGCACGATCTCTTTGT

SLC44A5 NM_152697.2, FLJ35851 CE-11 03 CE-11 03F TTTGAACTGCAACAAACATGGTT CE-11 03R AATGGCTTTGCTTCCTTCCTT

WDR74 NM_018093.1, FLJ57690 CE-23 04 CE-23 04F ACGGCACCCTCATCACATGT CE-23 04R GGTCTTGGCGCATCCTACAC

YPEL3 NM_031477.3, FLJ12347 CE-20_03 CE-20_03F  TGATTGTCACCGGAGGTATAGCT CE-20_03R GGAGATGAGGTCGTCGTGGTT

ETV. NM_004956.3, FLJ50494 NT-PS 01 03 NT-PS 01 03F GCTTTCTGAACCCTGTAACTCCTT NT-PS_01 03R GGTCGTGGTACTCCTGCTTAAA

'ETVZ NM_001986.1, BC007242.1 NT-PS 02 04 NT-PS 02 04F CGAGGCCCTCTTCTCTTTGG NT-PS_02_04R CCGGTCAAACTCAGCCTTGA

ETV! NM_004454.1, FLJ56169 NT-PS 03 03 NT-PS 03 03F GTTTGTCCCAGATTTTCAGTCTGAT NT-PS 03 03R AGCCTGCTCATGGCTACAAGA

PAX NM_000280.2, FLJ36930 NT-PS 05 04 NT-PS 05 _04F CCATGTTGGGCCGAACAG NT-PS_05_04R  TGGTGAAGCTGGGCATAGG

POUSF1 NM_002701.3, NM_203289.3 [TC04_NT-PS 04 05 |TC04 NT-PS 04 05F GAACCGAGTGAGAGGCAACCT TCO04_NT-PS_04 05R [ TGGGCGATGTGGCTGAT

RARB NM_000965.2, FLJ56241 TC13 03 TC13 03F AGATCGTGGAGTTTGCTAAACGT TC13 03R GGGTATACCTGGTGCAAATTCTAAG
HOXA3 NM_030661.3, NM_153632.1 N-A2 020 03 N-A2 020 03F IAGCTATGGGACCCCACACATAC N-A2 020 03R [ TTGCTCATGGGCTCCACAT

RFX2 NM_000635.2, FLJ53376 NT-PS_07_03 NT-PS 07 _O3F CTGCCCAAGGACAAGCTTATCT NT-PS_07_03R  TGTGGTCGCAGCTCCTCAT

HNF1B NM_000458.1, NM_006481.1 N-A2-3 002_03 N-A2-3 002_03F AGAAGCGTGCCGCTCTGT N-A2-3 002 03R  TGGTTGAATTGTCGGAGGATCT
HOXA2 NM_006735.3, FLJ39423 N-A2 011 03 N-A2 011 03F GCAGCCGCCCGAGTA N-A2 011 03R GCAGAAGTGCGGTTTTCTTG

PEG3 NM_006210.1, NM_015363.3 NT-PS 06 05 NT-PS 06 _0SF ACCTCACTCAGTCCATTCTTTCAG NT-PS 06 _05R CCGCGGAGGCATCCT

ZNF483 NM_133464.1, FLJ35492 TC12 03 TC12 03F ACAGAGGTTTAGGTGGTTTTGTTACTC TC12 03R GAACTGCTCAAACACCAGAAGCT

GAPDH GAPDH GAPDH GAPD_01F CCAGGTGGTCTCCTCTGACTTC GAPD_01R GTGGTCGTTGAGGGCAATG




Supplementary Table 5. Quantitative analysis of expression of 26 selected genes that showed AS in their C-terminus by real-time PCR.

Relative expression to 0-day sample (Log2RQ)

1) Data of alternative region

0-day Log2RQ

1-day Log2RQ

2-day Log2RQ

7-day Log2RQ

Gene symbol Target transcript Primer set Name mean + S.D. mean + S.D. mean + S.D. mean + S.D.
ATGI9B NM_173681.3 CE-07_01 0.0+05 11+0.3 32+0.3 0.6+0.9
ATG9B FLJ39415/AK096734/C-PLACE6016160 CE-07_02 0.0+0.7 0.6+04 22+0.2 -0.2+0.3
CDH6 NM_004932.2 CE-14 01 0.0+04 0.5+04 -1.5+0.3 3.6+0.0
CDH6 BC000019.2 CE-14 02 0.0+0.2 0.1+0.3 -02+0.2 25+0.1
CTHRC1 NM_138455.2 N-A3 013 01 0.0+0.3 3.1+03 5.0+0.2 5.1+0.6
CTHRC1 FLJ57590/AK300273/D-PLACE7001513.1 N-A3 013 02 0.0+0.7 05+0.1 1.7+0.2 1.9+0.2
EPB41L5 NM_020909.2 CE-27 01 0.0+0.2 -0.2+0.1 -0.1+0.1 1.8+0.1
EPB41L5 BC032822.2 CE-27_02 0.0+0.7 -05+0.3 -02+0.3 05+0.1
LMCD1 NM_014583.2 N-A2_015 04 0.0+0.5 -2.0+04 -27+0.1 -05+0.1
LMCD1 FLJ55005/AK300803/D-SKNSH2002481.1 N-A2_015 02 0.0+0.4 -0.9+0.1 -1.3+04 0.0+0.1
MS4A6A NM_152852.1 CE-22 01 0.0+0.1 -0.4+1.0 -27+19 -20+15
MS4A6A NM_022349.2 CE-22_02 0.0+0.7 -0.6+0.7 -1.0+0.2 -1.7+0.7
MTA3 NM_020744.2 CE-28 01 0.0+0.1 -0.2+0.1 -0.1+0.2 -0.6+0.1
MTA3 FLJ45312/AK127245/C-BRHIP3005037 CE-28 04 0.0+0.2 -0.4+0.3 -1.0+04 -1.2+0.3
NRP2 NM_003872.2 N-A3_007_01 0.0+0.2 1.0+0.3 29+0.3 3.3+05
NRP2 NM_018534.3 N-A3_007_02 0.0+0.6 21+03 37+02 42+03
NRP2 NM_201264.1 N-A3_007_03 0.0+0.3 0.6+0.1 1.7+0.2 15+0.4
RSNL2 NM_024692.3 CE-16_01 0.0+0.6 -0.4+0.6 0.8+0.4 29+0.1
RSNL2 FLJ55798/AK302325/D-TESTI2048649.1 CE-16_02 0.0+04 -0.3+0.5 15+04 23+0.2
ST3GALS5 NM_003896.2 CE-08 01 0.0+0.3 0.4+03 0.7+0.1 25+01
ST3GAL5 FLJ55056/AK295252/D-BRCAN2011189.1 CE-08_02 0.0+0.2 0.8+0.3 11+0.2 26+0.1
TES NM_015641.2 CE-12 01 0.0+0.2 -05+0.3 00+0.2 21+0.0
TES FLJ59160/AK299104/D-NT2RI13007951.1 CE-12_02 0.0+0.7 -1.2+0.3 -0.56+0.3 17+0.1
ZD52F10 NM_033317.2 CE-19 01 0.0+0.3 -0.3+0.2 -1.1+03 -0.8+0.0
ZD52F10 FLJ57785/AK304668/D-UTERU2034249.1 CE-19 04 0.0+10 -0.2+0.2 05+03 -1.0+0.1
ITIH5 NM_030569.3 N-A2-3 001 01 0.0+0.1 34+0.1 43+02 4701
ITIH5 NM_001001851.1 N-A2-3 001_02 0.0+0.3 35+0.2 51+0.2 41+0.2
CKMT1B NM_020990.3 CE-17 01 0.0+0.3 -0.6+0.2 -06+0.3 -29+0.1
CKMT1B FLJ52224/AK294063/D-BRALZ1000056.1 CE-17_02 0.0+1.1 -0.6+0.2 -0.3+04 -2.6+0.1
CKMT1B FLJ52454/AK293939/D-BRACE3032708.1 CE-17_03 0.0+0.9 -0.8+0.2 -06+0.3 -28+0.0
DENND5B NM_144973.2 CE-21 01 0.0+0.2 -0.2+0.3 04+0.1 21+0.1
DENND5B BC020855.1 CE-21 02 0.0+0.2 -0.2+0.2 03+0.1 14+0.1
EVL NM_016337.2 CE-29 01 0.0+0.3 -0.1+0.2 0.2+0.3 11+0.2
EVL FLJ58489/AK295919/D-BRSSN2003639.1 CE-29 02 0.0+0.1 0.6+0.2 0.7+0.2 22+0.2
FEZ1 NM_005103.3 CE-10 01 0.0+0.1 -0.6+0.2 -0.7+0.3 -20+0.1
FEZ1 NM_022549.2 CE-10_02 0.0+0.7 0.0+0.4 -0.8+0.3 -1.2+0.1
FNDC5 NM_153756.1 N-A3 023 01 0.0+04 31+0.1 4.0+0.3 4.0+0.3
FNDC5 BC062297.1 N-A3 023 04 0.0+0.3 3.0+0.1 41+05 3.7+0.3
FST NM_013409.1 CE-26_01 0.0+04 -0.7+0.1 -2.3+04 -2.8+0.7
FST NM_006350.2 CE-26_02 0.0+0.4 -0.1+0.2 -26+04 -2.7+0.6
MAPKAPK2  [NM_004759.3 CE-30_01 0.0+0.3 20+0.1 3.1+03 0.5+0.1
MAPKAPK2 NM_032960.2 CE-30_02 0.0+0.4 14+0.1 16+0.3 1.0+0.0
MRPS15 NM_031280.2 CE-24 01 0.0+0.1 -0.1+0.0 -0.1+0.2 -0.1+0.1
MRPS15 FLJ56752/AK302633/D-TESTI4017571.1 CE-24 02 0.0+0.1 0.3+0.2 01+0.1 0.7+0.1
NPHP1 NM_000272.2 CE-09_04 0.0+0.2 -0.1+0.3 0.0+0.1 24+0.1
NPHP1 NM_207181.1 CE-09_02 0.0+0.1 0.0+0.2 02+0.2 1.1+0.0
RBP1 NM_002899.2 N-A2-3 004 01 0.0+0.1 20+03 29+0.2 4.0+0.0
RBP1 FLJ50903/AK301684/D-TESOP2006848.1 N-A2-3 004 02 0.0+0.3 24+03 25+04 52+0.1
SLC44A5 NM_152697.2 CE-11 01 0.0+0.5 0.1+0.1 0.7+0.1 31+03
SLC44A5 FLJ35851/AK093170/C-TESTI2007040 CE-11 02 0.0+0.4 0.3+0.1 05+0.1 28+0.3
WDR74 NM_018093.1 CE-23 01 0.0+0.2 0.2+0.2 -0.56+0.2 -04+0.1
WDR74 FLJ57690/AK303186/D-THYMU2025050.1 CE-23 02 0.0+0.1 0.0+0.1 -02+0.1 0.1+0.1
YPEL3 NM_031477.3 CE-20 01 0.0+0.1 0.2+0.3 13+0.2 23+0.1
YPEL3 FLJ12347/AK022409/C-MAMMA1002298 CE-20_02 0.0+0.8 09+0.2 2203 25+0.0

2) Data of primers detected common region

0-day Log2RQ

1-day Log2RQ

2-day Log2RQ

7-day Log2RQ

Gene symbol Target transcript Primer set Name mean + S.D. mean + S.D. mean + S.D. mean + S.D.
ATG9B NM_173681.3, FLJ39415 CE-07_03 0.0+0.7 1.6+0.5 41+03 1.7+11
CDH6 NM_004932.2, BC000019.2 CE-14 03 0.0+0.2 0.4+0.3 -09+0.2 34+0.1
CTHRC1 NM_138455.2, FLJ57590 N-A3 013 03 0.0+0.3 3.1+0.8 4.7+0.2 52+0.3
EPB41L5 NM_020909.2, BC032822.2 CE-27_03 0.0+0.4 -0.1+0.3 03+0.2 21+04
LMCD1 NM_014583.2, FLJ55005 N-A2_015 03 0.0+0.3 -1.7+03 -23+0.1 -04+0.1
MS4ABA NM_152852.1, NM_022349.2 CE-22 03 0.0+0.1 -0.5+1.0 -1.6+0.3 -21+10
MTA3 NM_020744.2, FLJ45312 CE-28 03 0.0+0.0 -04+0.1 -0.3+0.2 -0.9+0.0
NRP2 NM_003872.2, NM_018534.3, NM_201264.1 N-A3_007_04 0.0+0.3 13+04 3.0+02 33+05
RSNL2 NM_024692.3, FLJ55798 CE-16_03 0.0+0.6 -0.5+ 0.6 0.9+0.2 29+0.2
ST3GALS NM_003896.2, FLJ55056 CE-08_03 0.0+0.2 03+0.4 0.6+0.1 23+0.0
TES NM_015641.2, FLJ59160 CE-12 03 0.0+0.2 -0.6+0.2 0.1+0.2 22+0.1
ZD52F10 NM_033317.2, FLJ57785 CE-19 05 0.0+0.1 -04+0.2 -0.8+0.3 -1.1+0.1
ITIH5 NM_030569.3, NM_001001851.1 N-A2-3 001_03 0.0+0.1 3.3+0.2 41+0.1 45+0.1
CKMT1B NM_020990.3, FLJ52224, FLJ52454 CE-17_04 0.0+0.3 -0.5+0.1 -0.6+0.3 -3.0+0.1
DENND5B NM_144973.2, BC020855.1 CE-21 03 0.0+0.3 -0.3+0.2 0.2+0.2 15+0.1
EVL NM_016337.2, FLJ58489 CE-29 03 0.0+0.2 0.1+0.2 0.3+0.2 1.2+0.2
FEZ1 NM_005103.3, NM_022549.2 CE-10_03 0.0+0.2 -04+0.3 -15+16 -1.3+0.1
FNDC5 NM_153756.1, BC062297.1 N-A3_023_03 0.0+0.7 28+0.2 34+04 38+04
FST NM_013409.1, NM_006350.2 CE-26_03 0.0+04 -0.7+0.2 -24+04 -3.0+0.7
MAPKAPK?2 NM_004759.3, NM_032960.2 CE-30_03 0.0+0.3 1.0+£0.0 13+0.1 0.8+0.0
MRPS15 NM_031280.2, FLJ56752 CE-24 03 0.0+0.0 -0.1+0.1 -0.2+0.1 -0.1+0.1
NPHP1 NM_000272.2, NM_207181.1 CE-09_03 00+0.1 0.0+0.3 0.3+0.2 1.8+0.1
RBP1 NM_002899.2, FLJ50903 N-A2-3 004 03 0.0+0.2 21+03 29+0.2 42+0.1
SLC44A5 NM_152697.2, FLJ35851 CE-11_03 00+04 0.1+0.2 02+0.2 2702
WDR74 NM_018093.1, FLJ57690 CE-23 04 0.0+0.1 0.0+0.1 -0.6+0.1 -0.5+0.0
YPEL3 NM_031477.3, FLJ12347 CE-20_03 0.0+0.1 02+0.2 1.6+0.2 25+0.1




3) Data of alternative region from result of long-term induction by RA

14-day: Cells were collected for RNA isolation after 14 days by RA induction
35-day: Cells were collected for RNA isolation after 35 days by RA induction

0-day Log2RQ

14-day Log2RQ

35-day Log2RQ

Gene symbol Target transcript Primer set Name mean + S.D. mean +S.D. mean + S.D.
ATG9B NM_173681.3 CE-07_01 0.0+0.0 0.4+0.0 -06+0.1
ATG9B FLJ39415/AK096734/C-PLACE6016160 CE-07_02 0.0+0.0 0.1+0.0 -0.7+0.2
CDH6 NM_004932.2 CE-14 01 0.0+0.0 3.3+0.0 29+0.0
CDH6 BC000019.2 CE-14 02 0.0+0.0 20+0.1 09+0.1
CTHRC1 NM_138455.2 N-A3 013 01 0.0+0.0 2.8+0.0 13+0.2
CTHRC1 FLJ57590/AK300273/D-PLACE7001513.1 N-A3 013 02 0.0+0.4 35+0.1 34+04
EPB41L5 NM_020909.2 CE-27 01 0.0+0.1 0.7+0.0 0.6+0.0
EPB41L5 BC032822.2 CE-27_02 0.0+0.0 -0.3+0.0 -0.1+0.0
LMCD1 NM_014583.2 N-A2_015 04 0.0+0.1 0.1+0.1 -23+0.1
LMCD1 FLJ55005/AK300803/D-SKNSH2002481.1 N-A2_015_02 0.0+0.0 0.0+0.0 -14+0.1
MS4A6A NM_152852.1 CE-22_01 0.0+0.1 1.1+£0.2 42+0.1
MS4A6A NM_022349.2 CE-22_02 00+0.1 05+1.3 48+0.1
MTA3 NM_020744.2 CE-28 01 0.0+0.0 -1.0+0.0 -24+0.0
MTA3 FLJ45312/AK127245/C-BRHIP3005037 CE-28 04 0.0+0.0 -0.5+0.0 0.7+0.1
NRP2 NM_003872.2 N-A3 _007_01 0.0+0.1 0.9+0.0 1.6+0.0
NRP2 NM_018534.3 N-A3_007_02 00+0.1 1.3+0.1 22+0.0
NRP2 NM_201264.1 N-A3_007_03 0.0+0.0 -15+0.1 -1.3+£0.0
RSNL2 NM_024692.3 CE-16_01 0.0+0.0 4.6+0.0 56+0.1
RSNL2 FLJ55798/AK302325/D-TESTI2048649.1 CE-16_02 0.0+0.2 3.6+0.2 41+00
ST3GAL5 NM_003896.2 CE-08_01 0.0+0.0 24+0.0 4.2+0.0
ST3GALS FLJ55056/AK295252/D-BRCAN2011189.1 CE-08_02 0.0+0.0 2.0+0.0 3.6+0.0
TES NM_015641.2 CE-12 01 0.0+0.0 29+0.0 25+0.0
TES FLJ59160/AK299104/D-NT2R13007951.1 CE-12_02 0.0+0.2 3.7+0.0 43+0.0
ZD52F10 NM_033317.2 CE-19 01 00+0.1 -2.1£0.0 -29+0.1
ZD52F10 FLJ57785/AK304668/D-UTERU2034249.1 CE-19 04 0.0+0.0 -1.8+0.0 -1.7+£0.0
ITIH5 NM_030569.3 N-A2-3 001 01 0.0+0.0 55+0.0 48+0.1
ITIH5 NM_001001851.1 N-A2-3 001 02 0.0+0.0 47+0.1 39+0.0
CKMT1B NM_020990.3 CE-17_01 0.0+0.0 -1.8+0.0 -0.6+0.0
CKMT1B FLJ52224/AK294063/D-BRALZ1000056.1 CE-17_02 0.0+0.0 -0.9+0.0 1.0+0.0
CKMT1B FLJ52454/AK293939/D-BRACE3032708.1 CE-17_03 0.0+0.1 -1.1+0.1 1.1+0.1
DENND5B NM_144973.2 CE-21_01 0.0+0.0 23+0.0 34+00
DENND5B BC020855.1 CE-21_02 0.0+0.0 1.0+0.0 16+0.0
EVL NM_016337.2 CE-29 01 0.0+0.1 1.7+£0.1 19+0.1
EVL FLJ58489/AK295919/D-BRSSN2003639.1 CE-29 02 00+0.1 25+0.0 33+0.1
FEZ1 NM_005103.3 CE-10 01 0.0+0.0 -1.1+0.1 0.4+0.0
FEZ1 NM_022549.2 CE-10_02 0.0+0.2 -25+0.0 -14+0.0
FNDC5 NM_153756.1 N-A3 023 01 0.0+0.0 55+0.0 6.2+0.1
FNDC5 BC062297.1 N-A3 023 04 00+0.1 54+0.0 55+0.0
FST NM_013409.1 CE-26_01 0.0+0.0 -40+0.1 -5.0+0.1
FST NM_006350.2 CE-26_02 0.0+0.0 -47+0.1 -6.1+0.1
MAPKAPK?2 NM_004759.3 CE-30 01 0.0+0.0 0.3+0.0 -1.3+0.0
MAPKAPK2  [NM_032960.2 CE-30_02 0.0+0.0 0.8+0.0 -0.2+0.0
MRPS15 NM_031280.2 CE-24 01 0.0+0.0 -0.2+0.0 -1.0+0.1
MRPS15 FLJ56752/AK302633/D-TESTI4017571.1 CE-24 02 0.0+0.1 0.5+0.0 04+0.1
NPHP1 NM_000272.2 CE-09_04 0.0+0.0 3.3+0.0 28+0.1
NPHP1 NM_207181.1 CE-09_02 0.0+0.0 0.9+0.0 -05+0.1
RBP1 NM_002899.2 N-A2-3 004 01 0.0+0.0 49+0.0 51+0.0
RBP1 FLJ50903/AK301684/D-TESOP2006848.1 N-A2-3 004 02 0.0+0.0 58+0.1 65+0.0
SLC44A5 NM_152697.2 CE-11 01 0.0+0.0 45+0.1 59+0.0
SLC44A5 FLJ35851/AK093170/C-TESTI2007040 CE-11_02 0.0+0.1 4.3+0.0 51+0.1
WDR74 NM_018093.1 CE-23 01 0.0+0.0 -2.2+0.0 -2.2+0.0
WDR74 FLJ57690/AK303186/D-THYMU2025050.1 CE-23 02 0.0+0.0 -0.4£0.0 0.2+0.0
YPEL3 NM_031477.3 CE-20_01 0.0+0.0 29+0.0 3.7+0.1
YPEL3 FLJ12347/AK022409/C-MAMMA1002298 CE-20_02 00+0.1 3.0+0.0 36+0.0




Supplementary Table 6. Quantitative evaluation of expression of 26 selected genes that showed AS in their C-terminus by real-time PCR.

1) Expression pattern of 26 selected genes that compared induction samples (1-day, 2-day and 7-day) by RA with the 0-day sample

Change in expression level compared to the 0-day sample

Gene symbol cDNA name 1-day 2- day 7- day Expression pattern

ATG9B ATG9 autophagy related 9 homolog B (8. cerevisiae) NM_173681.3 1 1 + differ
FLJ39415 + 1 +

CDH6 cadherin 6, type 2, K-cadherin (fetal kidney) NM_004932.2 + 1 1 differ
BC000019.2 + + 1

CTHRC1 collagen triple helix repeat containing 1 NM_138455.2 1 1 1 differ
FLJ57590 + 1 1

EPB41L5 erythrocyte membrane protein band 4.1 like 5 NM_020909.2 + + 1 differ
BC032822.2 + + +

LMCD1 LIM and cysteine-rich domains 1 NM_014583.2 1 1 + differ
FLJ55005 + | +

MS4A6A membrane-spanning 4-domains, subfamily A, member 6A NM_152852.1 + 1 l differ
NM_022349.2 + + |

MTA3 metastasis associated 1 family, member 3 NM_020744.2 + + + differ
FLJ45312 + ! |

NRP2 neuropilin 2 NM_003872.2 1 1 1
NM_018534.3 T T ) differ
NM_201264.1 + 1 1

RSNL2 CAP-GLY domain containing linker protein family, member 4 NM_024692.3 + + 1 differ
FLI55798 + 1 1

ST3GALS ST3 beta-galactoside alpha-2,3-sialyltransferase 5 NM_003896.2 + + 1 differ
FLI55056 + 1 1

TES testis derived transcript (3 LIM domains) NM_015641.2 + + 1 differ
FLI59160 ! + 1

ZD52F10 dermokine NM_033317.2 + 1 + differ
FLI57785 + + l

ITIHS inter-alpha (globulin) inhibitor H5 NM_030569.3 1 1 1 same
NM_001001851.1 1 1 1

CKMTI1B creatine kinase, mitochondrial 1B NM_020990.3 + + 1
FLI52224 + + l same
FLJ52454 + + |

DENNDSB DENN/MADD domain containing 5B NM_144973.2 + + 1 same
BC020855.1 + + 1

EVL Enah/Vasp-like NM_016337.2 + + 1 same
FLJ58489 + + 1

FEZ1 fasciculation and elongation protein zeta 1 (zygin I) NM_005103.3 + + ! same
NM_022549.2 + + |

FNDC5 fibronectin type III domain containing 5 NM_153756.1 1 1 1 same
BC062297.1 1 1 1

FST follistatin NM_013409.1 + 1 ! ame
NM_006350.2 + ! |

MAPKAPK2  mitogen-activated protein kinase-activated protein kinase 2~ NM_004759.3 1 1 + same
NM_032960.2 1 1 +

MRPSI15 mitochondrial ribosomal protein S15 NM_031280.2 + + + same
FLJ56752 + + +

NPHP1 nephronophthisis 1 (juvenile) NM_000272.2 + + 1 same
NM 207181.1 + + 1

RBP1 retinol binding protein 1, cellular NM_002899.2 1 1 1 same
FLJ50903 1 1 1

SLC44A5 solute carrier family 44, member 5 NM_152697.2 + + 1 same
FLJ35851 + + 1

WDR74 WD repeat domain 74 NM_018093.1 + + + same
FLJ57690 + + +

YPEL3 yippee-like 3 (Drosophila) NM_031477.3 + 1 1 same
FLJ12347 + 1 1

Symbols used to indicate differences of mean averages of log2 ratios between the control (0-day) and experimental samples (1-day, 2-day and 7-day)
1 "+"1/2 but <twofold; " | ", > 1/100 but < 1/2; " T ", > twofold but < 100-fold; " T 1", > 100-fold but < 1000-fold;and" 7 T 1", > 1000-fold



2) Expression pattern of 26 selected genes that compared long-term induction samples (14-day, 35-day) by RA with the 0-day sample

Change in expression level compared to

the 0-day sample

Gene symbol cDNA name 14-day 35- day Expression pattern

ATGY9B ATG9 autophagy related 9 homolog B (S. cerevisiae) NM_173681.3 + + same
FLJ39415 + +

CDH6 cadherin 6, type 2, K-cadherin (fetal kidney) NM_004932.2 1 1 differ
BC000019.2 1 +

CTHRC1 collagen triple helix repeat containing 1 NM_138455.2 1 1 same
FLJ57590 1 1

EPB41L5 erythrocyte membrane protein band 4.1 like 5 NM_020909.2 + + same
BC032822.2 + +

LMCD1 LIM and cysteine-rich domains 1 NM_014583.2 + 1 same
FLJ55005 + !

MS4A6A membrane-spanning 4-domains, subfamily A, member 6A NM_152852.1 1 1 differ
NM_022349.2 + 1

MTA3 metastasis associated 1 family, member 3 NM_020744.2 + 1 differ
FLJ45312 + +

NRP2 neuropilin 2 NM_003872.2 + 1
NM_018534.3 T 1 differ
NM_201264.1 ! |

RSNL2 CAP-GLY domain containing linker protein family, member 4 NM_024692.3 1 1 same
FLI55798 1 1

ST3GALS ST3 beta-galactoside alpha-2,3-sialyltransferase 5 NM_003896.2 1 1 same
FLI55056 1 1

TES testis derived transcript (3 LIM domains) NM_015641.2 1 1 same
FLI59160 1 1

ZD52F10 dermokine NM_033317.2 l l same
FLI57785 ! 1

ITIHS inter-alpha (globulin) inhibitor H5 NM_030569.3 1 1 same
NM _001001851.1 1 1

CKMTIB creatine kinase, mitochondrial 1B NM_020990.3 | +
FLI52224 + + differ
FLI52454 ! 1

DENNDSB DENN/MADD domain containing 5B NM_144973.2 1 1 differ
BC020855.1 + 1

EVL Enah/Vasp-like NM_016337.2 1 1 <ame
FLJ58489 1 1

FEZ1 fasciculation and elongation protein zeta 1 (zygin I) NM_005103.3 1 + differ
NM_022549.2 ! !

FNDC5 fibronectin type III domain containing 5 NM_153756.1 t 1 same
BC062297.1 1 1

FST follistatin NM_013409.1 1 ] <ame
NM_006350.2 ! !

MAPKAPK2  mitogen-activated protein kinase-activated protein kinase 2~ NM_004759.3 + 1 differ
NM_032960.2 + +

MRPSI15 mitochondrial ribosomal protein S15 NM_031280.2 + 1 differ
FLI56752 + +

NPHP1 nephronophthisis 1 (juvenile) NM_000272.2 t 1 differ
NM_207181.1 + +

RBP1 retinol binding protein 1, cellular NM_002899.2 t 1 same
FLJ50903 1 1

SLC44A5 solute carrier family 44, member 5 NM_152697.2 t 1 same
FLJ35851 1 1

WDR74 WD repeat domain 74 NM_018093.1 1 | differ
FLI57690 + +

YPEL3 yippee-like 3 (Drosophila) NM_031477.3 1 1 same
FLI12347 1 1

Symbols used to indicate differences of mean averages of log2 ratios between the control (0-day) and experimental samples (14-day and 35-day)
1 "+"1/2 but <twofold; " | ", > 1/100 but < 1/2; " T ", > twofold but < 100-fold; " T T ", > 100-fold but < 1000-fold;and" 7 T 1", > 1000-fold



Supplementary Table 7. Functional classification and type of protein-coding transcripts from selected 358 genes

Functional categorization (GO : Molecular function) Number of matched genes Type of protein-coding transcript Variation type by AS
selected 365 genes Multiple % Single % Alt. N-term Alt. C-term
Binding Nucleic acid binding 25 18 (72.0) 7 (28.0) 6 6
Nucleotide binding 20 19  (95.0) 1 (5.0) 8 2
lon binding 12 10 (833) 2 (16.7) 6(2) 3(2)
Protein binding 9 4 (44.4) 5 (55.6) 3 0
Other bindings 3 1 (33.3) 2 (66.7) 1 0
Catalytic activity Transferase activity 19 17 (89.5) 2 (10.5) 8(2) 3(2)
Hydrolase activity 15 13 (86.7) 2 (13.3) 5 2
Ligase activity 9 9 (100.0) 0 (0.0) 4(1) 1(1)
Other catalytic activity 11 9 (81.8) 2 (18.2) 4 1
Transcription regulator activity 18 12 (66.7) 6 (33.3) 6 4
Signal transducer activity 12 5 (41.7) 7 (58.3) 4 1
Transporter activity 11 11 (100.0) 0 (0.0) 7 2
Structural molecule activity 4 4 (100.0) 0 (0.0) 2 0
Enzyme regulator activity 3 3 (100.0) 0 (0.0) 1 1
Others 3 1 (33.3) 2 (66.7) 0 0
Total 174

Total refers to the number of cDNAs used for the classification of molecular function.

We categorized each cDNA used for identifying the genomic regions of extracted 423 probes.
Results obtained using the cDNAs transcribed from the same genomic region were merged.
We categorized 24,210 human RefSeq and identified 20,072 protein-coding genes.

Results obtained using the human RefSeq transcribed from the same genomic region were also merged.
If an encoded protein was predicted to belong to two or more categories, it was counted every time.

Multiple protein-coding transcripts produced from each gene by AS
were classified according to their AS type.
Alt. N-term: gene producing multiple protein-coding transcripts
as a result of alternative splicing of N-terminus.
Alt. C-term: gene producing multiple protein-coding transcripts
as a result of alternative splicing of C-terminus.
(): gene poducing multiple protein-coding transcripts
as a result of alternative splicing of both N- and C-terminuses.



Supplementary Table 8. Quantitative analysis of expression of 12 selected transcription factor genes by real-time PCR.

Relative expression to 0-day sample (Log2RQ)

1) Data of alternative region

0-day Log2RQ

1-day Log2RQ

2-day Log2RQ

7-day L0g2RQ

Gene symbol Target transcripts Primer set Name mean + S.D. mean + S.D. mean + S.D. mean + S.D.
ETV1 NM_004956.3 NT-PS_01 01 0.0+03 -0.1+04 -1.1+04 -0.5+03
ETV1 FLJ50494/AK294572/D-BRAMY4002358.1 NT-PS_01 02 0.0+0.1 0.3+0.1 -0.7+0.6 -1.4+02
ETV4 NM_001986.1 NT-PS_02_01 0.0+0.2 -04+0.1 -1.0+04 -5.8+0.2
ETV4 BC007242.1 NT-PS_02_03 0.0+0.0 -1.0+04 -26+04 -4.6+0.2
ETV5 NM_004454.1 NT-PS_03 01 0.0+05 -24+0.6 -3.9+1.2 -3.2+1.0
ETV5 FLJ56169/AK301878/D-TESTI2012536.1 NT-PS_03 02 0.0+0.1 -0.2+0.2 -1.4+07 -1.5+0.3
PAX6 NM_000280.2 NT-PS_05_01 0.0+15 17+18 49+04 8.2+0.2
PAX6 FLJ36930/AK094249/C-BRACE2005251 NT-PS_05_03 0.0+14 17+15 5.0+0.6 8.4+0.3
POU5F1 NM_002701.3 TCO04_NT-PS_04_06 0.0+03 01+0.2 -0.5+0.3 -6.2+0.1
POU5F1 NM_203289.3 NT-PS_04 02 0.0+03 -0.8+0.7 -48+0.3 -52+0.2
RARB NM_000965.2 TC13 01 0.0+05 6.1+0.2 8.0+0.0 7.6+0.2
RARB FLJ56241/AK299756/D-OCBBF2037981.1 TC13 02 0.0+0.1 17403 3.2+03 3.4+05
HOXA3 NM_030661.3 N-A2_020_01 0.0+03 7.7+04 10.9+04 15.6 +0.2
HOXA3 NM_153632.1 TC11_N-A2_020_06 0.0+0.1 -0.1+05 1.8+0.4 6.1+0.3
RFX2 NM_000635.2 NT-PS_07_01 0.0+05 -0.2+04 12+0.1 3.4+03
RFX2 FLJ53376/AK303321/D-THYMU3005661.1 NT-PS_07_02 0.0+05 -0.4+05 1.3+0.1 3.7+0.1
HNF1B NM_000458.1 N-A2-3 002_01 0.0+1.0 6.0+0.2 94+04 9.2+0.3
HNF1B NM_006481.1 N-A2-3 002_02 0.0+21 6.3+0.3 9.5+03 8.8+04
HOXA2 NM_006735.3 N-A2_011 01 0.0+0.7 12.8+0.5 141+0.1 17.3+0.2
HOXA2 FLJ39423/AK096742/C-PROST1000322 TC10_N-A2_011 05 0.0+03 8.1+0.2 9.2+04 11.6+0.2
PEG3 NM_006210.1 NT-PS_06_03 0.0+05 1.0+0.8 1.0+0.3 3.0+03
PEG3 NM_015363.3 NT-PS_06_04 0.0+0.2 0.2+0.0 0.2+0.2 0.7+0.1
ZNF483 NM_133464.1 TC12_02 0.0+04 0.0+0.2 -1.1+04 -1.6+0.3
ZNF483 FLJ35492/AK092811/C-SMINT2008672 TC12 01 0.0+14 -0.9+05 0.8+05 -1.2+0.2

2) Data of primers

detected common region

0-day Log2RQ

1-day Log2RQ

2-day Log2RQ

7-day Log2RQ

Gene symbol Target transcripts Primer set Name mean + S.D. mean + S.D. mean + S.D. mean + S.D.
ETV1 NM_004956.3, FLJ50494 NT-PS_01 03 0.0+0.1 0.0+0.2 -1.2+0.7 -0.3+0.3
ETV4 NM_001986.1, BC007242.1 NT-PS_02_04 0.0+03 -0.7+0.1 -1.7+04 -5.8+0.3
ETV5 NM_004454.1, FLJ56169 NT-PS_03 03 0.0+03 01+0.2 -1.8+0.7 -1.8+0.0
PAX6 NM_000280.2, FLJ36930 NT-PS_05_04 0.0+16 1.8+19 49+0.6 7.9+03
POU5F1 NM_002701.3, NM_203289.3 TCO04_NT-PS_04_05 0.0+04 01+03 -0.5+0.3 -6.4+0.1
RARB NM_000965.2, FLJ56241 TC13 03 0.0+0.8 53+0.1 7.3+0.0 70+0.1
HOXA3 NM_030661.3, NM_153632.1 N-A2_020_03 0.0+0.6 7.1+05 10.2+0.4 153+0.2
RFX2 NM_000635.2, FLJ53376 NT-PS_07_03 0.0+05 -0.2+0.5 1.1+0.2 3.7+04
HNF1B NM_000458.1, NM_006481.1 N-A2-3 002_03 0.0+0.7 75+0.2 11.1+0.2 11.0+0.3
HOXA2 NM_006735.3, FLJ39423 N-A2_011 03 0.0+03 6.4+0.2 7.8+0.1 10.6 +0.2
PEG3 NM_006210.1, NM_015363.3 NT-PS_06_05 0.0+0.1 1.0+04 1.1+0.2 3.0+0.1
ZNF483 NM_133464.1, FLJ35492 TC12_03 0.0+05 -0.1+0.3 -1.0+04 -1.8+0.3

3) Data of alternative region from result of long-term induction by RA
14-day: Cells were collected for RNA isolation after 14 days by RA induction
35-day: Cells were collected for RNA isolation after 35 days by RA induction

0-day Log2RQ

14-day Log2RQ

35-day Log2RQ

Gene symbol Target transcripts Primer set Name mean + S.D. mean + S.D. mean + S.D.
ETV1 NM_004956.3 NT-PS_01 01 0.0+03 1.7+0.8 2.7+06
ETV1 FLJ50494/AK294572/D-BRAMY4002358.1 NT-PS_01 02 0.0+0.1 3.0+08 4.0+04
ETV4 NM_001986.1 NT-PS_02 01 0.0+0.2 -59+05 -4.0+0.6
ETV4 BC007242.1 NT-PS_02_03 0.0+0.0 -2.0+0.8 -0.9+05
ETV5 NM_004454.1 NT-PS_03 01 0.0+05 -2.0+0.8 -0.6+0.5
ETV5 FLJ56169/AK301878/D-TESTI2012536.1 NT-PS_03 02 0.0+0.1 -0.2+0.5 1.8+0.7
PAX6 NM_000280.2 NT-PS_05 01 0.0+15 76+12 75+1.0
PAX6 FLJ36930/AK094249/C-BRACE2005251 NT-PS_05_03 0.0+14 8.7+05 8.6+0.3
POU5F1 NM_002701.3 TCO04_NT-PS_04_06 0.0+03 -6.5+0.1 -5.8+0.0
POU5F1 NM_203289.3 NT-PS_04 02 0.0+03 -51+0.1 -52+0.1
RARB NM_000965.2 TC13 01 0.0+05 75+03 8.9+0.0
RARB FLJ56241/AK299756/D-OCBBF2037981.1 TC13 02 0.0+0.1 3.7+02 5.9+0.0
HOXA3 NM_030661.3 N-A2_020 01 0.0+0.3 16.7+0.3 17.7+0.0
HOXA3 NM_153632.1 TC11_N-A2_020_06 0.0+01 6.5+05 7.6+0.6
RFX2 NM_000635.2 NT-PS_07 01 0.0+05 7.2+07 8.4+0.8
RFX2 FLJ53376/AK303321/D-THYMU3005661.1 NT-PS_07_02 0.0+05 7.0+08 8.2+0.8
HNF1B NM_000458.1 N-A2-3 002_01 0.0+1.0 8.7+31 8.0+23
HNF1B NM_006481.1 N-A2-3 002_02 0.0+21 10.8+1.8 102+1.1
HOXA2 NM_006735.3 N-A2_011 01 0.0+0.7 164+0.1 179+0.2
HOXA2 FLJ39423/AK096742/C-PROST1000322 TC10_N-A2_011 05 0.0+03 11.9+0.3 13.6+0.2
PEG3 NM_006210.1 NT-PS_06_03 0.0+05 54+0.8 6.5+0.8
PEG3 NM_015363.3 NT-PS_06_04 0.0+02 43+10 4.0+08
ZNF483 NM_133464.1 TC12_02 0.0+04 -3.4+0.2 -23+0.1
ZNF483 FLJ35492/AK092811/C-SMINT2008672 TC12 01 0.0+14 -5.8+0.6 46+1.1




	Supplementary Information_100823
	Supplementary methods_100823
	Supplementary analysis results_100823
	Supplementary references_100823
	Supplementary Fig 1_100823
	Supplementary Fig 2_100823
	Supplementary Fig 3_100823
	Supplementary Fig 4_100823
	Supplementary Fig 5_100823
	Supplementary Fig 6_100823
	Supplementary Fig 7_100823
	Supplementary Fig 8_100823
	Supplementary Table 1_100823
	Supplementary Table 2_100823
	Supplementary Table 3_100823
	Supplementary Table 4_100823
	Supplementary Table 5_100823
	Supplementary Table 6_100823
	Supplementary Table 7_100823
	Supplementary Table 8_100823

