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Figure S3
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MA plots of various comparisons. The Y-axis represents the M
values, which is the ratio (log2(P/Q)) whereas the X-axis represents
the A values, which is the mean ratio (1/2*log2(P*Q)). P and Q
represent the tag counts from the two libraries in the comparison.
Tags are represented by black dots and those highlighted in green
are significantly differentially expressed (see Table S1 for cutoff
values). In dense regions the dots are replaced by a heatmap, where
the colour (from yellow to red) represents the density of dots. E
denotes ‘embryonic days/stages’; P denotes ‘postnatal days'.
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Table S1: Statistical methods and cutoff values used in various comparison of
two developmental stages

No. Comparison Statistical method Qor Evalue Number of
cutoff* DETs
1. RvsC(E15.5) Fisher’s exact test 0.1 44
2. L vsRi (Adult) Vencio et a, 2004 0.001 17
3. E155vsE17.5 Vencio et a, 2004 0.001 38
4. E155vsPl5 Vencio et a, 2004 0.001 36
5. PlL5vsAd Vencio et a, 2004 0.001 192
6. EvsAd Vencio et al, 2004 0.001 328

* Q indicates p-value cutoffs based on Fisher's exact test with multiple testing correction to
control for the false-discovery rate [114]. E-value cutoffs were used in the Bayesian model as
described previously [115]. R denotes ‘rostral region’; C denotes ‘ caudal region’; L denotes* adult
left hemisphere’; Ri denotes ‘adult right hemisphere’; E denotes ‘embryonic days/stages’; P
denotes ‘postnatal days'; Ad denotes ‘adult stage’
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SECTION B: SUMMARY OF RT-gPCR VALIDATION ANALYSIS

RT-gPCR confirmed ~50% of SAGE expression profiles (p<0.05; Table S2). The majority of fold changes confirmed by RT-qgPCR were lower than
SAGE. These results indicate that at medium to high expression levels, SAGE provides a reliable estimation of differential gene expression. This is
likely to be due to the normalization of libraries of various sizes to 100,000 tags, which could overcompensate the magnitude of differences between
transcripts. In addition, technical differences between SAGE and RT-gPCR may also contribute to the fold change differences.

Table S2: RT-gPCR validation of SAGE tagsin various comparisons

ltems E15.5 Adult E155 vs. EI155 vs b
RvsC L VsRi E17.5 p1s  LOVSAd  EvsAd - Totd
No. of candidate DETs 27 14 3 3 29 66 142
No. of DETswith genelD 248,3] 10 [4,0] 3[0,3] 3[2,1] 24[21,16] 54[44,42] 118[79,65]
No. of DETswith EST ID 1[0,0] 2[0,0] 01[0,0] 0 5[4,3] 9[8,7] 17 [12,10]
No. of ambiguous DETswith ID 2[1,0] 2[1,0] 01[0,0] 0 01[0,0] 3[2,2] 71[2,2]
Failed RT-gPCR 4/27 114 0/3 0/3 0/31 9/66 14/144
Validation rate according to trend only 9/27 5/14 3/3 3/3 25/31 54/66 99/144
Validation rate according to trend with p<0.05* 3/27 0/14 0/3 2/3 19/31 51/66 75/144

[x,y] denotes x number of genes which were validated according to trend and y number of x genes were significantly different with a p<0.05 cutoff.

@ based on empirical Bayesian moderated T-test with Benjamini-Hochberg correction for FDR.

® the final total values are higher than the one reported in the text because the calculation includes the same DETSs that were differentially expressed in comparisons of various stages.
The total number of unique DETs was 136 and the total number of unique DETs validated according to trend with an adjusted p<0.05 was 70.

Note: R - ‘rostral region’; C - ‘caudal region’; L - * adult left hemisphere’; Ri - ‘adult right hemisphere’; E - ‘embryonic days/stages’; P - ‘ postnatal days'; Ad - ‘adult stage’.
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SECTION C: INGENUITY PATHWAY ANALYSISOF VALIDATED DETs

Table S3: Novel molecular networks, related biological functions/diseases and canonical pathways based on Ingenuity Pathway Analysis

Novel molecular networks

Gene Biological functi Canonical pathway® value
clusters Focus genée® Other associated nodes’ ological tunctions Scor &’ P y P
and/or diseases’
ALS2CR2, BTGL H2AFY,  BIK, CDX1, COTLL, CTNNB1, FGF4, FZD6, GHRHR, Cellular Development,
MARCKS, NEUROD1, HOXB9, HUSL, IL15, MAPKS, MAPK12, PKMYT1, Organismal Development, -
Embryonic ROBO1, RPS4X, SFRPL, retinoic acid, RUVBL2, SDCBP, Sox, SUFU, T, TNF, Cellular Growth and .
specific gene SOX4, SOX11, WSB1 TPT1, WNT2, WNT4, ZEB2 Proliferation W””E,';fsg: alsi'gga"”g é‘?ggzgg
clusters ACTB, 5031439GO7Rik, CCNDBPL, CCNO, CCT8, CDK4/6, COTLL, CyclinA,  Cell Cycle, DNA Replication, Tight junction signaling > 23E.02
(1,5and 6) CDK4, CDKN1C, CSRP2, Cyclin D, DAB2IP, DMTFL, ELP5, EMD, F Actin, Recombination, and Repair, - :
DCX, EZH2, MARCKS,  FGF17, Histone h3, KIAA0101, LIGL, NFYB, NKX6-1, Endocrine System
NEUROD1, PCNA PAX7, PDGF BB, POLE, POU2F3, Rb, T, TSPYL2 Development and Function
CAMKZ2A, EGRL, ITPRL,  AHCYLL, Akt, Alkaline Phosphatase, BMP2K (includes . .
MBP, NRGN, PLPL, EG:55589), CABPL, Calmodulin, CAMK2N2, CCKAR,  Nervous System Development Synapti g';lo.”g Tgm ;‘.’te”“a“ on é'ggg'gg
PPAP2B, PPPLR1B, Cytokine Receptor, Jnk, MAD2L2, MAP4K 2, Mapk, and Function, Neurological 33 B Cal Fggrgpto?gé;‘g“ng 9 89E.0n
o PPP3CA, RGS4, SEPT4,  NPLOC4, P38 MAPK, PPP3R2, STK39, TAOK2 (includes  Disease, Cell Morphology ; gnai :
Adult specific . - cAMP-mediated Signaling 1.30E-03
gene dlusters SIRPA, SNCB EG:9344), TRHR, Ubiquitin, UFD1L GM.-CSF Sgnaling 390503
(4, 8 and 10) ACTNI, AGTR2, CHRM2, DYRK1A, EDN3, ELKS, Amyotrophic Lateral Sclerosis Signaling 7.68E-03
‘ CRYAB, GRIA3, GSTM5 EPOR, FGF2, Fgfr, FOSL1, HOXD3, HSPB1, HSPB2, Cell Morphology, Cellular Synaptic Long Term Depression 178E.02
(GSTM1), MBP,NPTXR,  MAPK14, MYC, NAB2, PAK3, PDGFB, PDGFC, PDK1, Development, Cellular 12 -Protein Coupled Receptor Signaling 3 03E.02
TSPANT7 (TM4SF2) PF4, PITX2, PRKG1, RARG, SDCBP, SMN1, steroid, Movement Xenobiotic Metabolisn Signaling 4 60E.02
TGFB1, TIAM1
ACTB, APPBP2, ATP, CACNL MAPPED, CDK5R2,
BAC?_-EligB’CﬁET\]?ETSAD’ CLIP1, Cu+, DNMBP, DOCK3, ELAVL4, ESRL, Es1- Cell Morphology,
HPRTl,MAPT I’?BMQ ' Estrogen-Spl, FPRLl (includes EG:2358), Hsp70, ICMT, Neurologlcal Dlwase, Amino 25 _ _
Gene switching YWHAE : IL4, IL1B, Insulin, KLC1, KLC2, S100P, SMARCD1, Acid Metabolism Amyloid processing 1.45E-03
clusters (2 and TFCP2, THOP1 Aryl hydrocarbon receptor signaling _ 1.01E-02
7 AGER, CACNAIC, Calcineurin A, CAMK2G, CCL 20, Cell cycle: G2/M DNA damage checkpoint
CALM1, CHGB, CTSD, CHGA, CTSB, CUL2, EPB41, heme, IPO11, MARCKS Cell Death, Hematol ogical regulation 4.22E-02
NEDDS, UBE2ES, (includes EG:4082), MT1E, MTPN, MYLK, NAEL, RAN, Disease, Developmental 13

YWHAE

RCAN1, retinoic acid, S100B, SCARB1, SELL, SMPD1,
SPHK1, TNF, TNFAIP2, UBE2M, VIP

Disorder

2 A focus geneis an input gene that matched an annotated (based on human, mouse and rat) node in the Ingenuity knowledge base.

® Associated nodes are intermediate mol ecules/complexes that are belonged to a network but are not an input gene.

¢ Biological functions and/or disease annotations were based on all nodes (focus genes and associated nodes) in anovel molecular network.
4 A score of 2 indicates that there was a 1/100 chance that these genes were connected in a network due to random chance.
¢ Enriched canonical pathways were determined based only on focus genes and the related p values were calculated using Fisher’s exact test.



Table 4. Novel molecular networks, related biological functions/diseases
and canonical pathways based on Ingenuity Pathway Analysis

Geneclusters pvalue Canonical pathway? Associated focus gene®
Eergﬁzzo’g‘e 183E-03  Wnt/p-catenin signaling Soxd, Sirpl and Soxd1
P isters 8.13£-03  P53signaling Cdk4 and Pcna
(1,5and 6) 2.23E-02  Tight junction signaling Cdk4 and Actb

Gria3, Itprl, Ppp3ca and

1.54E-05 Synaptic Long Term Potentiation Camk2a
9.60E-05 Calcium Signaling Gria3, Itprl, Ppp3ca and
9.89E-04 B Cell Receptor Signaling Camk2a

Adult specific 1.30E-03 cAMP-mediated Signaling Egrl, Ppp3ca and Camk2a

gene clusters 3.20E-03 GM-CSF Signaling Rgs4, Ppp3ca and Camk2a

(4, 8 and 10) 7.68E-03  Amyotrophic Lateral Sclerosis Signaling Ppp3ca and Camk2a
1.78E-02 Synaptic Long Term Depression Gria3 and Ppp3ca
3.03E-02 G-Protein Coupled Receptor Signaling Gria3 and Itprl
4.60E-02 Xenobiotic Metabolism Signaling Rgs4 and Camk2a

Gstm5 (Gstml) and Camk2a
145E-03  Amyloid processing Mapt and App
Gene switching ' Aryl hydrocarbon receptor signaling
clusters (2 and 7) 1.01E-02 Cell cycle: G2/M DNA damage checkpoint Nedds and Ctsd

4.22E-02 : Ywhae

regulation

@Enriched canonical pathways were determined based only on focus genes and the related p values
were calculated based on Fisher’s exact test.

® Focus gene is an input gene that matched an annotated (based on human, mouse and rat) node in
Ingenuity knowledge base.
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Figure4

5000 5.000
MARCKS (|@s EG:4082)

5.000

Novel molecular network 1 (embryonic specific gene clusters 1,
5 and 6). Red coloured nodes=focus gene; non-coloured nodes
= associated molecules; solid line=‘directly interact with’;
dotted line=‘indirectly interact with’; A=‘activation’;
I=‘inhibition’; E='regulating the expression’; PP=‘protein-
protein interaction’; LO=‘'regulating the localization’;
PD="protein-DNA interaction’.
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Figure S5 Novel molecular network 2 (embryonic specific clusters 1, 5
and 6). Red coloured nodes=focus gene; non-coloured nodes =
associated molecules; solid line="directly interact with’; dotted

line="indirectly interact with’; A=‘activation’; I="inhibition’;
E=‘regulating the expression’; PP="‘protein-protein

interaction’; LO=‘regulating the localization’; PD=‘protein-
DNA interaction’.

239



“ |, PP
PP é R2
5.000 AP, PP

b \
'; \A 7

55 D5t

. T8~ R
ﬁ@‘ I'/
CABP4 —— AAaE G gulin e
: ﬂ‘i"k’ P?‘FB

5.00p 5.000

5&5&@%% e

b VA PP, R B

NP o
! @%e@ﬁataé@" %
Al ol o 5.400
PP, RB

N

///’
4T
- / P
i /
1’(\\\\ —
S
- 7
/ /
/ \\ 7
/!, N

Figure S6 Novel molecular network 3 (adult specific gene clusters 4, 8
and 10). Red coloured nodes=focus gene; non-coloured nodes =
associated molecules; solid line="directly interact with’; dotted

line="indirectly interact with’; A=‘activation’; I="inhibition’;
E=‘regulating the expression’; PP="‘protein-protein

interaction’; LO=‘regulating the localization’; PD=‘protein-
DNA interaction’.
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Figure S7

Novel molecular network 4 (adult specific gene clusters 4, 8
and 10). Red coloured nodes=focus gene; non-coloured nodes =
associated molecules; solid line="directly interact with’; dotted

line="indirectly interact with’; A=‘activation’; I="inhibition’;
E=‘regulating the expression’; PP="‘protein-protein

interaction’; LO=‘regulating the localization’; PD=‘protein-
DNA interaction’.
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Figure S8

Novel molecular network 5 (gene-switching clusters 2 and 7).
Red coloured nodes=focus gene; non-coloured nodes =
associated molecules; solid line="directly interact with’; dotted

line="indirectly interact with’; A=‘activation’; I="inhibition’;
E=‘regulating the expression’; PP="‘protein-protein

interaction’; LO=‘regulating the localization’; PD=‘protein-
DNA interaction’.

242
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Figure S9

408

Novel molecular network 6 (gene-switching clusters 2 and 7).
Red coloured nodes=focus gene; non-coloured nodes =
associated molecules; solid line="directly interact with’; dotted

line="indirectly interact with’; A=‘activation’; I="inhibition’;
E=‘regulating the expression’; PP="‘protein-protein

interaction’; LO=‘regulating the localization’; PD=‘protein-
DNA interaction’.
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SECTION D: TABULATION OF CELLULAR EXPRESSION DATA FOR VALIDATED DETSBASED ON INFORMATION IN
PUBLICLY AVAILABLE EXPRESSION DATABASES

Cellular expression of DETs were manually obtained from publicly available micrographs accessible from the Allen Institute for Brain Science website
[32], Brain Gene Expression Map website [33] and Gene Expression Nervous System Atlas (GENSAT) website [34] and GenePaint website [35] (in
descending order of database used). The cellular expression profiles of a small number of DETs not available on these databases were obtained from
micrographs in the published literature. The expression intensity of each DET within the cerebral cortex was classified using a scale from 0-2 (Table
S5). The expression intensities of one DET should not be compared to another DET based on this scale. However, the relative cellular expression of a
DET within the cortical layers of asingle timepoint isrelatively comparable.

Classification of DETs into neuron (N), glia (G) or both (B) group was based on publicly available expression micrographs deposited in the Gene
Expression Nervous System Atlas (GENSAT) website [34], IPA knowledgebase [118] and PubMed literature search (by using a combination of the
following keywords “gene name”, “neuron”, “glial”, cerebral cortex”). Only gene expression reported within the cerebral cortex of either mouse or rat
was taken into consideration.

Table S5: Cellular expression of validated DETs based on publicly available micrographs or expression databases.

" Gene Embryonic development (E15.5)* Postnatal® Afterbirth Adult® (E;’(Imép

SVZINZ 1Z SP CP MZ REF 6 5 4 20r 3 1 CT¢ REF 6 5 4 20r 3 1 CT¢ REF or B)®
1 Camk2a 2 1 1 1 1 [33] 111 2 1| N 33,34 | 1| 1|1 2 1| N [32, 34] N
2 Egrl 1 1 2 1 1 33,34 | 1|11 1 1| NG | 3334 | 2] 1] 2 2 1| N [32, 34] B
3 Plpl 0 0 0 0 0 [33] olofo 0 0 [33] 2111 1 1| 6 [32,52] G
4 Camk2nl 0 0 0 1 1 IH 1 1 1 1 1 IH 0 0 1 2 1 N [44],IH N
5 Cryab 0 0 0 0 0 333 | 2| 2|1 0 0 [33] 21212 1 1| 6 [32, 34] G
6 Nrgn 0 0 0 0 0 [32] oo 1 1 1| N 33,34 | 2 | 2 | 2 2 1| N [3] N
7 BQ176089 - - - - - - - - - - - - - - - - - - B
8 Septd 2 1 1 2 1 [33] 111 1 1 [33] 111 1 1| 6 [32, 34] G
9 Sncb 1 1 2 2 1 [33] 111 1 1 - [33] N [45] N
10 Nptxr - - G [46] G
11 Ppplrib 0 1 1 2 1 33,34 | 1| 1|1 1 o N (33,34 | 2 N [32, 34] N
12 Gstm1 1 0 0 0 0 [33] - - - - - - o|1]1 1 0| NG [32, 43] B




G

13 Chgb 0 1 1 2 1 33,34 | 2] 21| 2 1 0| NG | 3334 | 1]1]1 1 1] NG [32, 34] B
14 Itprl 1 1 2 2 1 [33] 1111 2 1] - [33] 1111 2 1] N [32, 47] N
15 RgsA 0 1 2 1 1 [34] 1111 1 1] N [34] 1] 21 2 0| N [32, 34] N
16 AK 139402 - - - - - - - - - - - - - - - - B
17 Tspan? 2 2 2 1 1 [33] 1112 2 1] 6 | 3334 | 1]1]1 1 1| G [32, 34] G
18 Sirpa 2 1 1 2 2 [33] 1111 1 1| NG | 3334 | 1] 1] 1 1 RS [32, 34] B
19 AU258168 - - - - - - - - - - - - - - - - B
20 Ppp3ca 0 0 0 0 0 [33] 1111 1 o] - 32,33 [ 1] 1]1 2 0| N [32, 48] N
21 App 0 0 0 1 1 [35] - - - - - 1111 1 1] NG | [32 4655 B
22 Hprt1 1 1 1 1 1 [33] 1111 1 o] - [33] 1111 1 0| N [32, 56] N
23 Gria3 - - - - - - - - - - - - 1111 1 1| NG | 82 54(% 49, B
24 cami 2 1 1 1 1 [33] 1111 1 o] - [33] 1111 1 1] N [32, 58] N
25 Ctsd 2 1 1 1 1 [33] 1111 1 o] - [33] 1111 1 1] NG | [324657 B
26 Mbp 0 0 0 0 0 [33] 1]11]o0 0 o] - [33] 1111 1 1| G [32,51] G
27 Ppap2b 1 1 0 0 0 [35] - - - - - 1111 1 1| G [32, 46] G
28 AK 138272 - - - - - - - - - - - - - - - - B
29 AK 140219 - - - - - - - - - - - - - - - - B
30 Clen2 1 1 1 1 1 [33] 1111 1 o] - [33] 1] 21 1 0| - [32] B
31 AK 154943 - - - - - - - - - - - - - - - - B
32 Als2cr2 1 1 1 2 1 [33] 1111 1 o] - [33] o|lolo 0 0| - [32] -
33 Nedds 2 1 1 2 1 [33] 1111 1 0| N [ @33 |1]1]1 2 1] N [32-34] N
34 Ywhae 2 1 1 2 1 [33] 1111 2 1] - [33] 1111 1 1] N [32, 33, 59] N
35 Ube2e3 0 0 0 0 0 [35] - - - - - o|lolo 0 0| - [32] B
36 RpsAx 2 1 1 1 1 [33] 1111 1 1] - [33] 1111 1 1 - [32,33] -
37 Pcna 2 1 0 0 0 [36] - - - - - o|lolo 0 0| NG [31, 32] -
38 Cdknlc 0 1 0 1 1 [33] o|lolo 0 o] - [33] o|lolo 1 0| N [32,37] -
39 5031433607” 0 0 0 1 1 [35] - - - - - - 1121 1 0| - [32] -
40 Bcllla 1 1 1 2 0 [54] - - - - - 1111 1 0| N [32, 60] N
2 H2afy 2 1 1 2 1 [33] 1111 1 1] - [33] 1111 1 0| - [32] -
42 Neurod1 0 2 1 1 2 [34] 1111 1 1] N [34] o|lolo 0 0| N [32, 34] -
43 Marcks 2 1 1 2 1 [33] 1111 2 1] - [33] 1111 1 1] NG | [323839 -
a4 Rbmo 1 1 1 2 1 [35] - - - - - 1111 1 1] N [32, 61] N
45 Wsb1 1 2 1 1 1 [35] - - - - - 1111 1 1 [32] -




ove

46 Btgl 2 0 1 1 1 [33] 1] 1] 1 2 1] - [33] 1] 1] 1 2 1 - [32]

47 Robol 0 0 0 1 0 [35] o|1]o 0 0| N [32, 40]

48 AA122503

49 Cdk4 2 1 1 1 1 [33] 1111 1 0| NG [ 3334 |1]1]1 1 1| G [32, 34]

50 Sfrpl 2 0 1 1 1 [33] 1111 1 1| NG | 3334 | 1] 1] 1 2 1] NG [32, 34]

51 Ezh2 2 2 1 1 1 [35] o|lolo 0 RS [32, 41]

52 Zfp57 0 0 0 2 1 [35] o|lolo 1 0 [32]

53 Dcx 1 1 1 2 1 [33] 1111 1 1] N [ 3334 |o]o]o 0 0| N [32, 34]

54 Sox11 1 2 1 2 1 [33] 1111 1 1] N [ 3334 |o]o]o 0 0| N [32, 34]

55 Drl 1 1 1 2 1 [42] 011 1 0| N [32, 42]

56 Zswimé 011 1 0 [32]

57 Actléb 0 1 1 2 1 [35] 1111 1 1 [32] B
58 Atp7a 2 1 1 1 1 [35] o|lolo 0 0| NG [32, 53] B
59 Hmgb3 1 1 1 1 0 [35] 011 1 0 [32] B
60 BQ177886 - -

61 Actb 1 2 1 2 1 [33] 1111 2 1] - [33] 1111 2 1] NG [32]

62 Cand2 2 1 1 1 1 [35] 1111 1 1 [32]

63 Sox4 1 1 1 2 1 [33] 1111 2 1| NG | 3334 | 1] 1] 1 1 1] N [33, 34]

64 Carp2 0 1 0 1 0 [35] o|lolo 0 0 [32]

65 Mapt 0 1 2 2 2 [33] 1111 1 1] N | 3334 | 1]1]1 1 1] N [32, 34] N
66 Blcap 0 0 0 0 1 [35] 1111 1 0 [32]

67 CD802535

68 Tmsbdx 1 2 1 2 1 [33] 1111 2 1] - [33] 1112 2 1] N [32]

@Based on E15.5 micrographs from [32-34] or E14.5 micrographs from [35].

® Based on P4 [32] or P7 [33] micrographs.

¢ Based on P56 micrographs from [32, 33].

9 Based on micrographs from [34], IPA knowledgebase [118] and published literature. Only expression datasets generated from cortical neurons or glial cells of mouse and rat were
considered.

¢ Some of the DETs were not classified into the N-, G- or B-groups because they do not belong to the IPA Networks 3to 6in IPA analysis.

Note : IH denotes in-house experiment. A dash (-) denotes no expression information was found. The intensity of expression values range from 0-2 where 0 denotes ‘ no expression’,
1 denotes ‘relatively higher expression’ and 2 denotes ‘ obvious expression’.
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(A) IPA analysis of the gPCR-validated DETs from Networks 3 to 6 and
their associated neurological disorders and cell death process. DETs were
classified into three groups according to the origin of their expression; only
expressed in cortical neurons (N-group), in cortical glia (G-group) or in
both cell types (B-group). DETs without known cellular expression data
were classified in B-group. Red coloured nodes = N-group DETS, green
coloured nodes = G-group DETs and both grey and pink (DETs without
cellular expression data) coloured nodes = B-group DETs. (B) Simplified
Venn diagram to illustrate the association between N-, G- and B-group
DETsaccordingto (A). X-linked MR denotes‘ X-linked mental retardation’.
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SECTION E: ANALYSISOF THE SOX4 GENOMIC CLUSTER

Figure S11

Regionalization of Sox4 transcripts. A-F are sagittal sections
obtained from various developmental stages of the mouse
cerebral cortex. Arrowheads show brain regions with higher
Sox4 sense expression. Both E15.5 and E17.5 brain sections
show regionalized expression of Sox4 in the cerebral cortex.
Tel denotes telencephalon; VZ denotes ventricular zone; CP
denotes cerebral cortex; C denotes caudal region; R denotes
rostral region; |Z denotes intermediate zone; OB denotes
olfactory bulb.
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Figure S12

ISH of Sox4 transcripts in E11.5 to P150 mouse brains. A-F
show the expression of the sense transcript for Sox4. G-L show
the expression of antisense transcripts for Sox4. Bright field
micrographs show high magnification snapshots of the
corresponding dark field micrographs. All micrographs were
taken from coronal sections. Silver grains are seen as black
dots under bright field. The silver grains confirm that the
expression of both the sense and antisense transcripts are not
due to background noise. PP=primordial plexiform layer;
SVZ=subventricular zone; 1Z=intermediate zone; CP=cortical
plate; MZ=marginal zone.
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FigureS13 A high magnification examination of Sox4 transcript ISH. A
and C show the expression of Sox4 sense transcripts that are
clearly detectable in both the nucleus and cytoplasm. B and D
show the expression of Sox4 antisense transcripts that are
predominantly localized in the nucleus. All micrographs were
taken of the P1.5 cerebral cortex. Both C and D are the
enlar ged micrographs corresponding to A and B, respectively.
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Hba-al sense

Hba-al antisense

Figure S14

| SH of the Hba-al transcript in E11.5 to P150 mouse brains. A-
F show the expression of the sense transcript whereas G-L
represent the expression of the antisense transcript for Hba-al.
Sense expression of Hba-al appeared ‘dotted’ because only
specific haematopoetic cells such as reticulocytes that clump
within vascular compartments expressed the transcript. There
was no ‘dotted’-like appearance in adult sections because adult
mice wer e perfused with saline prior to fixation. We found no
observable antisense expresson for Hba-al at any
developmental stages (10F.1-F.6). Therefore, Hba-al is not only
a good candidate control gene for the spatio-temporal study of
gene expression, it also provides quality assurance on technical
issues such astissue preparation.
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Table S6: Mapped Paired End Di-tags (PETSs) at the Sox4 gene locus.

FANTOM Start End Size
PET ID Chromosome position? position® Strand (nt)°
154342 chri3 29043154 29043961 + 807
153327 chri3 29042250 29045096 + 2846
87809 chr13 29041180 29045566 + 4386
31530 chr13 29041285 29044501 + 3216
32641 chri3 29041310 29043229 + 1919
154138 chri3 29043742 29045566 + 1824

& Start position for the FANTOM PET left tag.

® End position for the FANTOM PET right tag.

¢ Size of the predicted transcript based on the left and right PETs presuming no splicing has
occured.

3 FANTOM PET sequences were obtained from Ensembl website [64]. The ditag of PolyA+
RNA libraries were originally downloaded from the FANTOM consortium site and processed
using code available in

http://www.ensembl.org/Mus_musculus/ditagy FANTOM_GSC_PET.html.

Table S7: miRNAS, which target Sox4 sense transcripts.

Targeted position®

MIRNA Chromosome Start position End position Strand
mmu-miR-324-5p chrl3 29042673 29042695 -
mmu-miR-331-3p chrl3 29042520 29042542 -

mmu-miR-466a-3p chrl3 29041141 29041163 -
mmu-miR-702 chrl3 29043538 29043560 -

@ Analysis was based on the miRanda 3.0 prediction created on 2007-11-1, which was downl oaded
from [103]. Only mouse miRNAs are shown. The targeted positions were re-mapped onto the
NCBI build 37.1 mouse assembly database.
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FigureS15 UCSC genome browser view of miRNAS, which target Sox4

sense transcriptswith corresponding SAGE tags and mouse
MRNAS.
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SECTION F: ANALYSISOF THE SOX11 GENOMIC CLUSTER
Genomic cluster at the Sox11 locus

There were 14 SAGE tags situated within the Sox11 locus (Figure S16-A). Of
these tags, 10 were located within the Sox11 canonical transcript. Only two DETS
within the canonical transcript were identified by 3° RACE Southern blotting:
sox11 tagll and sox11_tagl2. According to the SAGE analysis, both DETSs were
expressed highly in embryonic stages of development compared to P1.5 or Ad
(Figure S16-B). RT-gPCR analysis using two different assays near to these tags
confirmed the embryonic specific expression of sox11_tagll and sox11 tagl2 at
P1.5 (with fold changes of -2.50 and -3.32 respectively; p<0.0001) and P150
(with fold changes of -140.10 and -139.80 respectively; p<0.0001) compared to
E15.5 (Figure S16-C). In agreement with the SAGE analysis, RT-qPCR showed
consistently higher expression of the sox11 tagl2 than the sox11 tagll at all
stages. Figure S16-D shows the strand specific 3° RACE-Southern blotting
analysis of Sox11. The analysis confirms the existence of the multiple overlapping
sense transcripts (Figure S16-D.1-D.3) within the Sox11 canonical transcript
based on the SAGE expression profile. Figure S16-D.3 shows the sox11 tagll
amplicons, which range from 0.65kb-1.35kb. Amplicon sizes beyond 0.75kb are
most likely to indicate the presence of alternative transcripts that contribute to the
tags situated beyond the canonical mRNA; sox11 tag6, soxl1l tag7 and
sox11 tag9. In all cases, these transcripts were embryonic specific and expressed
during cerebral cortical development. We also confirmed the existence of the
sox11 tagl2, which showed consistent expression throughout cortical
development with only mild differences in expression between E15.5, P1.5 and
P150. The same analysis with antisense specific probes confirmed the expression
of antisense messages (sox11 tagl6 and sox11_tagl7) within this genomic locus
(Figure S16-D.4). Sox1l tagl6é and sox1l tagl7 were expressed during the
embryonic stages of development, and not at P1.5 or P150. The controls genes
used in the 3’ RACE-Southern blotting analysis were the same genes used in the
Sox4 analysis, Psmb2 and Hmbs (Figure S16-D.5-D.6). In addition, we also
performed Northern analysis on Sox11 using a ~1.0kb double stranded DNA
probe spanning both sox1l tagl6é and sox11l tagl7. The Northern analysis
showed only two prominent transcript variants ranging between ~7.0-8.0kb.
Northern analysis of Sox11 (Figure S16-E) may not reflect the actual transcript
variants that exist in the cluster for various reasons, these include: the probe does
not span the relevant overlapping transcripts, or the overlapping region is limited.
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Figure S16 Diagram A shows the UCSC genome browser at the Sox11 genomic locus.

SAGE tags are found in both directions within the Sox11 reference gene. B
shows the SAGE expression profiles for each tag in the Sox11 locus. C
shows the RT-qPCR validations of selected DETs at various loci within the
Sox11 canonical gene whereas D shows the 3' RACE-Southern blotting
analysis. D.1-D.3 show the amplification of Sox11 sense transcripts whereas
D.4 represents the amplifications of Sox11 antisense transcripts. Tags with
asterisks (*) are DETs. Both D.5 and D.7 are positive controls exclusively
generated from the sense strand of Psmb2 and Hmbs endogenous genes. The
corresponding D.6 and D.8 show the antisense expression (hegative control)
of Psmb2 and Hmbs, respectively. E shows a Northern analysis of total RNA
isolated from pooled mouse cerebral cortices (n=7).
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Sox11 sense

SoxI1 antisense

FigureS17 1SH of Sox11 transcripts from E11.5 to P150 mouse brains. A-
F show the expression of sense transcriptsfor Sox11. G-L show
the ISH of antisense transcripts for Sox11. (A) At E11.5, Sox4
sense transcripts were confined to the primordial plexiform
layer. (B-E) From E13.5 to P1.5, the sense transcripts were
expressed throughout the cortical plate. Expression of sense
transcripts at the subventricular zones was observed at E17.5
(D) and P15 (E) only. There was no observable expression of
the sense transcript during the adult stage (F). The expression
of the antisense transcript was not detected in all 1SH sections
(G-L).
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Table S8: Mapped Paired End Di-tags (PETSs) at the Sox11 gene locus.

FANTOM Start End

PET ID Chromosome | position® position® Strand Size (nt)°
43777 chrl2 28021261 | 28023139 + 1878
43643 chrl2 28021321 | 28022447 + 1126
43286 chr12 28021782 | 28023532 + 1750
43573 chrl2 28022508 | 28023136 + 628
43301 chrl2 28022803 | 28025440 + 2637
43174 chrl2 28023092 | 28024493 + 1401
168702 chr12 28023106 | 28024669 + 1563

& Start position for the FANTOM PET left tag.
® End position for the FANTOM PET right tag.

¢ Size of the predicted transcript based on the left and right PETs presuming no splicing of

transcript.

3 FANTOM PET sequences were obtained from EnsEMBL project website [64]. The ditag of
PolyA+ RNA libraries were originally downloaded from the FANTOM consortium site and

processed using code available in
http://www.ensembl.org/Mus_musculus/ditagyFANTOM_GSC_PET.html.

Table SO: miRNAS, which target Sox11 sense transcripts.

MIRNA Targeted position®
Chromosome Start position End position Strand
mmu-let-7g* chr12 28025175 28025196 -
mmu-miR-136* chrl2 28025967 28025988 -
mmu-miR-207 chr12 28026014 28026035 -
mmu-miR-20b* chri12 28025454 28025475 -
mmu-miR-337-5p chr12 28025682 28025701 -
mmu-miR-343 chri12 28025708 28025727 -
mmu-miR-378* chrl2 28026044 28026065 -
mmu-miR-409-5p chr12 28025311 28025333 -
mmu-miR-453 chri2 28025325 28025348 -
mmu-miR-540-5p chr12 28025633 28025652 -
mmu-miR-151-5p chr12 28026067 28026088 -

@ Analysis was based on the miRanda 3.0 prediction created on 2007-11-1, which was downl oaded
from [103]. Only mouse miRNAs are shown. The targeted positions were re-mapped onto the
NCBI build 37.1 mouse assembly database.
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SECTION G: SUPPLEMENTARY MATERIALSAND METHODS

Total RNA isolation and first strand cDNA synthesis: An additional DNase |
(Qiagen) treatment step was added prior to recovery of total RNA to remove
traces of genomic DNA (gDNA) contamination. The concentration and quality of
al isolated total RNA was determined using the 2100 Bioanalyzer (Agilent
Technologies). Only total RNAs with an RNA Integrity Number [119] greater
than 8.0 were considered for subsequent RT-gPCR analysis.

Primer design and RT-gPCR: The following parameters were applied to al
primers designed; length between 18-27bp, GC% between 30-70, Tm between 59-
60 and amplicon size between 50-250bp. All RT-gPCR reactions were prepared in
10ul volumes in a 384-well plate format with 1X LC480 Master Probe Mix
(Roche Diagnostics), 250nM of forward and reverse primers (GeneWorks or
Bioneer Corporation) and 100nM of Universal Probelibrary probe (Roche
Diagnostics). RT-gPCRs were performed using the LightCycler® 480 System
(Roche Diagnostics) with a pre-denaturing step of 95°C for 10 minutes, and 45
cycles of 95°C (10 seconds), 60°C (30 seconds) and 72°C (10 seconds) followed
by a cooling step at 40°C for 1 minute.

Relative quantification using a standard curve method: The following criteria
were adopted to define a successful PCR assay; PCR efficiency between 80-
120%, R-squared>0.985 and a minimum of two successful housekeeping genesin
each run. Based on a successful standard curve, the amount of starting RNA of
both target and reference genes were calculated as a linear function of logarithmic
concentration and Cp. All estimated starting amounts were in arbitrary values.

Strand specific RT-PCR: PCR amplifications were carried out in using FastStart
PCR High Fidelity System (Roche Diagnostics) according to manufacturer’s
protocol. The cycling parameters were as follows; a pre-denaturing step at 95°C
for 10 minutes, and 35 cycles of 95°C (30 seconds), 60°C (30 seconds) and 72°C
(2 minute) followed by an additional extension at 72°C for 7 minutes.

3’ Rapid Amplification of cDNA Ends (RACE): PCR amplifications were carried
out in 40ul reaction using FastStart PCR High Fidelity System (Roche
Diagnostics) at 95°C (10 minutes) initial denaturation, and 40 cycles of 95°C (30
seconds), 60°C (1 minute) and 72°C (1 minute) followed by a final extension at
72°C for 7 minutes (if necessary).

Southern blotting analysis: Prehybridization of blots was carried out at 42°C in
125ul /em? Rapid-Hyb buffer (GE Healthcare) for 20 minutes. Hybridizations
were performed in the same solution and incubated for 2 hours at 42°C with 1-
3x10° dpm/ml of 5 end-labelled probe. Membranes were initially washed with
5X SSC (with 0.1% v/v SDS) for 20 minutes at 37°C followed by 1X SSC (with
0.1% v/v SDS) for 15 minutes with a gradual increase in washing temperature up
to 65°C. A final wash (if needed) was performed using fresh 1X SSC (with 0.1%
v/v SDS) at 65°C for an additional 15 minutes.

Synthetic oligonucleotides were 5 end-labelled using T4 polynucleotide kinase
(T4-PNK) (Promega) and [y-*P]ATP (Amersham). The reactions were prepared
in a 25ul volume with 20U of T4-PNK, 0.05mCi of [y-*P]ATP and 2.5ul of 10X
kinase buffer (Promega). The reactions were incubated for 20 minutes at 37°C
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before 2ul of 0.5M EDTA was added to stop the reaction. Unincorporated
radionucleotides were separated from the labelled probe through a Sephadex G-25
column. See SI-7 for detailed primer sequences and oligonucleotides used for
detection.

In situ RNA hybridization (ISH): All dissected embryonic and postnatal brains
were fixed for 24-48 hours in cold 4% paraformadehyde without cardiac
perfusion. For E11.5 and E13.5, whole embryo heads were fixed. For adult mice,
cardiac perfusion was performed using 4% paraformaldehyde prior to dissection.
Dissected adult brains were then fixed in cold 4% paraformaldehyde for 48 hours.
Brain sections were dewaxed, rehydrated through graded concentrations of
ethanol, incubated for 30 minutes at room temperature in 10mg/ml proteinase K,
followed by additional fixation in 4% paraformaldehyde for 10 minutes, then
dehydrated through graded concentrations of ethanol. Pre-processed brain sections
were air-dried, then hybridization solution containing 5x10° cts/minute/ul in vitro
transcribed cRNA probes (Riboprobe® In Vitro Transcription System Kit by
Promega) was placed over the section. Slides were incubated overnight at 56°C in
a formamide-humidified chamber and then washed as described previously [123].
Washed dlides were exposed to Kodak NTB-2 (Kodak) emulsion at 4°C for 7-21
days and then developed using Kodak Professional Developer Characteristics D-
19 (Kodak).

Strand-specific RT-gPCR: Total RNA was extracted from harvested organs using
the TRIzol®’s reagent (Invitrogen) according to the manufacturer’s protocol. To
avoid genomic DNA contamination, all isolated total RNA was treated with the
recombinant DNAse | enzyme provided by the DNA-free™ kit (Applied
Biosystems) according to the manufacturer’s protocol. The concentration and
purity of al isolated total RNA was determined using the Nanodrop™ 1000
spectrophotometer (Thermo Scientific). First strand cDNA synthesis was carried
out using strand-specific primers followed by gPCR anaysis as described in
above.

Embryonic neural stem cells grown as neurospheres: A neuroculture complete
medium consists of: 1X NEUROBASAL™ Medium (Cat number: 21103-049,
Invitrogen) containing 2% (v/v) 50X B-27 serum-free supplement (Cat number:
17504-044, Invitrogen), 1% (v/v) 200mM L-glutamine, 1% (v/v) 200mM
Glutamax (Cat number: 35050-061, Invitrogen), 100 units/ml penicillin, 100
pg/ml streptomycin, 20ng/ml EGF (BD Biosciences) and 20ng/ml bFGF (R & D
Systems).

P19 embryonal carcinoma (EC) cells: A P19GM complete medium consists of:
Minimum Essential Medium Alpha (aphaMEM; Cat number: 12571-071,
Invitrogen) supplemented with 10% (v/v) heat-inactivated fetal calf serum (FCS,
Cat number: 10438-026; Invitrogen), 100 unitsml penicillin, 100 pg/mi
streptomycin and 2 mM L-glutamine.
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SECTION H: R-SCRIPT FOR REAL TIME PCR ANALYSS (WITH
MULTIPLE HOUSEKEEPING GENES NORMALIZATION AND
MULTIPLE GROUP COMPARISONS)

#Realtime PCR Analysis

#(for multiple housekeeping genes normalization and multiple groups comparisons)
#

#The user needs to read the lines where there are 3 hashes and alter as advised
#

### Set this directory to suit your data

>dataDir <- "C:\"

#

>setwd(dataDir)

#Just as a check, list the files in this directory

>list.filesQ

#load the lima package

>library(limma)

#
### Set these value
>numTissues <-4

>numRefGenes <-1

>numReplicates <- 3

###Set the data filename

>dataFilename <- "data.txt"

# Assume the input files have row names in the first column.._hence the
row.names=1 parameter

# read in the ratios of control to reference, treatment to reference

>ratios <- read.table(file=dataFilename, row.names=1, header=TRUE, sep="\t'")
#

#creat a weights matrix of right dimensions and set all weights to 1

>weights <- matrix(1l, nrow=dim(ratios)[1], ncol=dim(ratios)[2])

# if any data values = NA, set weight for that data value to O
>weights[is.na(ratios)] <- 0

#

#

>tissue <- factor(rep(l:numTissues, each=numRefGenes*numReplicates))

# 1If there were 4 Tissues, 1 RefGene and 3 Replicates, then the tissue factor
would be

# [11 1111222233334444

# Levels: 1 2 3 4

#

>tissue

#

>referenceGene <- factor(rep(rep(l:numRefGenes, each=numReplicates), numTissues))
# 1If there were 1 refGenes and 3 Replicates and 4 Tissues, the factor
referenceGene would be

# [1]111111211111111111

# Levels: 1 2 3

>referenceGene

#

# Make a design matrix. We want estimates of the mean ratio for control,

# and the mean ratio for treatment, so we won"t fit an intercept term.

# We fit an effect for referenceGene, which is a nuisance parameter affecting
# our estimates of control and treatment, but which we don"t really care about
#

>mm <- model.matrix(~ -1 + tissue)

#

### You need to enter abbreviations for each Tissue(Treatment), Tl to T4 in this
example

>colnames(mm) <- c('T1", "T2","T3", "T4™)

#

# Fit the model to the logged ratios

#

>Fit <- ImFit((ratios), design=mm,weights=weights)
#

# now Fit the all effects

# make a contrast matrix

### You need to enter all possible contrasts betweeen tissues
>contrastsMatrix <- makeContrasts("T1-T2","T1-T3","T1-T4","T2-T3","T2-T4","T3-T4",
levels=mm)

# fit the contrast

>Fit2 <- contrasts.fit(fit, contr=contrastsMatrix)

>Fit3 <- eBayes (fit2)

# calculate group-wise "means'"™ and standard errors. Note: stderrs come
# from linear model, not from population

>estimates <- fit$coef[,l:numTissues]

>stdevs <- (Fit$stdev*fit$sigma)[,l:numTissues]

>colnames(stdevs) <- paste(colnames(stdevs), ''stdv')
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#

#Create a toptable showing all contrasts. Use argument ''genelist" of
#topTable to get estimates and stdvs into table (this is a hack).

>est <- data.frame(estimates, stdevs)

>ttallc <- topTable(fit3, adjust="BH", number=nrow(Fit3$p.value), genelist=est)
#

#create a topTable showing details for each contrast

###You need to modify these lines to suit your tissue contrasts

>tttlt2 <- topTable(fit3, adjust="BH", number=nrow(fit3$p.value),coef=1)
>tttlt3 <- topTable(fit3, adjust="BH", number=nrow(fit3$p.value),coef=2)
>tttlt4 <- topTable(fit3, adjust="BH", number=nrow(fit3$p.value),coef=3)
>ttt2t3 <- topTable(fit3, adjust="BH", number=nrow(fit3$p.value),coef=4)
>ttt2t4 <- topTable(fit3, adjust="BH", number=nrow(fit3$p.value),coef=5)
>ttt3t4 <- topTable(fit3, adjust="BH", number=nrow(fit3$p.value),coef=6)
#

# to write results to a file use something like
>write.table(file="tlt2_xlIs", tttlt2, sep="\t", quote=F)
>write.table(file="tl1t3.xlIs", tttlt3, sep="\t", quote=F)
>write.table(file="tlt4._xlIs", tttlt4, sep="\t", quote=F)
>write.table(file="t2t3.xlIs", ttt2t3, sep="\t", quote=F)
>write.table(file="t2t4._xlIs", ttt2t4, sep="\t", quote=F)
>write.table(file="t3t4._xlIs", ttt3t4, sep="\t", quote=F)
>write.table(file="means_std_allgroups.xlIs", est, sep="\t", quote=F)

#
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A-3 Additional data file 2

SAGE taginformation for 561 differentially expressed tags (DETYS).
Full version of this data fileis accessible at http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s2.xIs.

Note 1
Note 2
Note 3

Note 4
Note 5

Note 6
Note 7

Note 8

Tags=refers to the tag sequence, which could be a short or long or a clusters of combined tags.

ID=refers to the identifier assigned to each tag.

Category est=when atag matched a unique EST; gene=when atag matched a unique GENE; ambiguousgene=when atag was found
matching to many genomic positions but only unique to a gene identifier (chromosome position was not provided); multiple=when atag
was found matching to many genomic positions but not any unique gene identifier (chromosome position was not provided);
genomic=when a tag matched an unique genomic sequence without any annotations; nomatch=when atag did not match any positions
in genome.

Chromosome positions were based on mouse genome assembly release July 2007 (mm9).

Please drag to the bottom of the table for the legend about the RED and GREEN backgrounds whereas R=E15.5 Rostral; C=CE15.5
caudal; L=adult left hemisphere; Ri=adult right hemisphere; E=embryonic stages (E15.5+E17.5); Ad=adult.

Hierarchical clustering of log2 normalized count: the number indicates the cluster a particular tag belongs to.

Grouped normalized tag count: refers to the combined normalized tag counts when a particular stage of development consists of more
than one SAGE library.

Transcript signature: refers to the occurrence of each tag in every stages of development. Level of tag count was not taken into account.
Please toggle 1 for presence and O for absence. Thiswill let you know which tag is present in which development stages (this
information is only available in the excel form an therefore not presented in the Appendix).
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New genomic ccordinate (July fferentially ressed Tags (DET) Grou normalized tag count
Hierarchical
E15.5|E15.5| PN1.5| E clustering
Accession Start R vs|L vs E15.5 E15.5 Ad
No. Tags ID Category Chromosome A Strand A vs vs vs vs of Log2 E15.5 E17.5 PN1.5 Ad 3 Ad Left
Numbex Cooxdinate c Ri E17.5|PN1.5 Ad 3| soimaiiced Rostral Caudal Right
count

1 cagactgctctgttctc KM 008696 Mapdkd gene chrl 40082757 . [i] 0 1] (] 0 = 0.985
2 caccctgtgggagctcea) NM 172656 Als2cr2 gene chrl 59051929 + 0 0 (] [ 0 1 1.9375
3 gatgtggctgcttttaa NM 018796 Eefl gene chrl 63226159 + 1] 0 0 0 0 5 8.81
4 Aaaacagtggecggtag NM 005084 &13 a gene chr 72758767 - 0 0 0 0 5 35.4775
5 ctattaaaagtcaggtc) NM 005447 Tubada gene ch 75211573 - 1] 0 0 4 39.5375

ctgagcaacacaaccgc NM 009447 Tubada gone hr 75212412 - N 0 0 0 B 6.96

ggaagcagacagcagcec NM 008985 Ptprn gene chr 75243912 = 0 0 o | o 8 27.5775

gaattgatgatgcetcac) NM 005129 Scg2 gene chrl 79431449 - Q 0 0 0 8 91
o gtagtggageccttaaal NM 022417 Itm2c gene chrl 87805169 + 0 0 [ 7 49.5525
10 gttttgagaaaagcaaa NM 016867 Ngef gene chrl 89373466 - ] 0 0 0 8 12,065
11 tcaaaactatcctctgg NM 181750 R3hdml gene chrl 130133789 + 0 () [ 0 8 18.8125
12 ctaaaaggagataatat NM 009227 s gene chr 135500642 - ] [ 0 0 7] -4775
13 tgttttcccttttcecce Gpxr3711 gene <hr 137056957 - (] [ [ 0 0 4 2125
14 gcaaggctcagactttt Navl gene chr 137335870 - Q 0 0 0 1] 2 0
1 ctgtacatttctgttct Kif21b gene chr 138074505 + 1] 0 1] 0 1] & 24.85 20.99 2.67
1 atttcccgaggacgtcet - 5 gene chr 154622293 + Q 0 0 0 0 o 1 ] 16.33 2.33
1 tatagtatgttcggtta NM 008131 Glul gene chr 155756711 + ] 0 Q 0 4 & 0 126.95
18 ttctagcatatgtaata NM 008721 Atplbl gene chrl 166367335 - 0 0 0 0 (1] {4 17.48 58.32 37.99
19 gcttgaaaaatgaccaq) NM 138314 Nme7 gene chrl 166368042 + Q 0 0 [1] 0 4 0 8.66
20 actttgagattgtacct NM 009062 Rg=4 gone chrl 171671897 - 0 0 0 0 0 8 7 169.33
21 aaggaagagatggctcg NM 011701 Vim gene chr2 13501753 + ) [0 0 0 0 9.33 0.67
F73 gtgacctggccacaggal NM 008963 PE gene chr2 25322806 - 5] 0 0 0 0 5.33 88.63
23 gccaccctctacagcag NM 008963 Ptgds gene chr2 25323604 - 0 0 [ [ 0 4.67 14.99
4 taactttaagacgctcc NM 019498 Olfml gene chr2 28069899 + 0 0 0 10 18.66 189,83 213.278
5 caatgctgtagttaggal NM 01949 ©Olfml gene 28085938 + [i] [i] 0 0 0 7 18.66 15.99 7.5375
20 cacacagcatacaaaaa) 1 Ak gene 2490747 - 0 0 0 [ 1 0 6 0
7 gtgtatgacatcaccaqg) NM 02669 Rab gone 5045436 - 0 Q 1) 0 ) 2 7.88 4.67 11.7075
28 CCALLLGAGCAAAtARS] AF513716 Fmn. gene C 2692807 + 0 0 0 0 [) 15.75 14 2.745
29 tacttgcagtttaatce NM 00842 Ken gene [5 55450336 + 1] 0 [1] 1] [] 1) 2.33 7.355
30 tcggacaaaagtgattt NM 01006 Dyncli2 gene < 71052508 + Q [ Q 0 ] 20.99 0.4925
31 ctcctgaaggcatagtt NM 00945 Ube2e3 gene i 78760729 + [1] 1) 1] 0 [] 7
32 cagttgcaataaaaata NM 010894 Neurodl gone c 7929282 = 0 0 0 0 0 1
33 ctggtacgttatgaggal NM 023850 Chst gene c! 9245423 + 1] 0 0 0 0 8
) totggttacactttgga NM 030725 Sytl gene c! 9279582 + [] 0 0 0 0 4 0
35 ccaggttattaaagatal NM 025403 Nola gene c 1 79 + 0 0 0 [ 0 7 14.96
3 aggttttgtttaccagg NM 011246 Rasgrpl gene 11710598 0 0 0 0 0 0

gtectgcaggaccggyt NM 146125 Itpka gene 11957672 + [i] 0 0 0 0 0
38 tgtgactccctaacatt NM 032393 Mtapla gene 12 3469 + 0 0 0 ] 0 L 0

tggaatgagcgtttagg NM 009897 Ckmtl gene 12 88450 - 5] 0 0 0 0 [ 0
40 ctgggtaagcactettc NM 010762 Mal gene 127459418 - (] 0 0 [ 0 4 0
M tgggttgtgggtgctgt NM 0271982 Ttl gene 128521862 + [i] 0 1] 0 [1] 2 7.88
42 tgtatacacacacgggt NM 007547 Sirpa gene 129457¢64¢ + 9 0 9 0 0 8 o
43 tgactagcgtgacctgt NM 007694 Ch gono 132620699 + 1] 0 0 o | 0 2 4.73
44 tgagttcegottttgaaa NM 029530 6330527006xik gene 1 95600 + Q 0 g 0 0 8 0
A5 LALALLAJAALCAAAAAA] AK078038 Snap25 gene 1 08066 + 0 0 (1) [ 10 4.73
4 ccttgctcaaattaaaa NM 00997 Cst3 gene 1486974091 - 0 0 0 0 0 7
A tgagtgaaga NM 01143 Sox12 gene 152220781 - [ ) 0 [0 0 1
A¢ ttogggttgctettttyg Mapllc3a gene 1 03559 + Q 0 [ 0 0 7
40 ctggctttcagttctty) Eif6 gene 1 5652 - 2
50 agaactgtactatcctg 9830001HO6xik gene 1 6249 = 1
51__|gocgcagtggeageage| WM 016916 Blcap gene 157385928 - 2
52 gggggagtggagggcgt NM 010923 Nnat gene 157387818 + 5 9
53 |ccttaccgctgaaatgal NM_175692 A930034L06xik gene 158211619 5 10 15
54 tga agtctetgtc) NM 015731 AtpSa gene 168459956 - 7 B
55 gacaa atgcctcet NM 029761 Dok5 gene 170705247 [l 2
56 tctgcacctccgeotgt NM 007806 Eefla2 gene 180882556 8
7 cctoctgtttggtggeaal NM ¢ 175 DnajcS gene 181287541 + |
58 ggtgatgatgttcattt NM 025285 Stmn2 gene 8561180 - 5
59 ACgggcaaaaaaaaaaal nil Acgggcaaaaaaaaaaa no match nil nil 6
60 agacaaactgaagtaac NM 0058 Car2 gene chr 14900460 + 4
61 tgtgaaggcttgggcac NM 008802 Pde7a gene chr 912 1
82 gtgattttcccctcaaa NM 027619 D3extd789%e gene chr 370 + 3
=] cttcaacctggctaacal AK129248 Atpllb gene chr 57 + 2
B4 tattttgacttgtatag) NM 013628 Schipl gene chr 84 - 8
85 ALGLLAAAARAAAAAAA] AKO015737 AK015737 est chr 732302 - 1
88 tacggttcctataactt NM 021896 Gucyla3 geno chr3 81896423 — 2
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gagagaaaaccttaccal BIZ02674 BI202674 ost chr3 88033745 + 0 C [ 0 3 21.2 11.66 2 .4 1.875
cacagaaccageagtet] NM 009836 Cct3 gene chr3 88125495 + 1) 0 0 [ 7 23.6 9.33 3.33 . 2.895
gttggagcagccaaaaal NM 013604 Mtxl genoe chr3 89013062 ~ 0 C [3) 0 22.0 4.67 0 - ()
ttacaagccttgattaa nil TTACAAGCCTTGATTAA multiple nil nil nil 0 C [ 5] [ 28. 4.67 0 16. 0
cocattcgggcaaggaa) NM_ 011309 5100a1 gene chr3 90316006 - 0 0 ) 0 0 0 11.33 0 B.525
gggtaggggtaccactc NM 02203 Sv2a gene chr3 95998495 + 1] [4) ) 0 6.3 18.66 23.66 11.54 2.54 19,085
tagctgtaacgggggac NM 14490 Atplal gene chr 101380326 = 0 [ 0 4 1.58 0 99.29 0 5.09 5.94
gtggggtttttattgtqg NM 153563 6330569M22rik gene chr 07415506 = 1] 0 0 0 6 14.18 14 3.33 9.23 15.26 325
gececttcttecattggc NM 0103 Gstml gene chr 397 - 0 [i] [i) Q [i) 8 0 4.67 10 0 0 .42
ccctgcagetcaaaaaal NM 0089 Ppp3ca gene chr 22 = 1] [\) 4] 0 4 3.9 11 5.09 24.85
Laagtgaaaacctgact NM 1455 Ml gene chr 905 - 0 ( 0 (] s 2 2.3 2 21.66 2.54 13.59
agcaattcaaaacaatt NM 145545 _Gbp6 gene chr 21249 + C 0 0 0 5 138.61 21 121.62 99,2 128.16
atctactgtgtgacacc €J251313 €J251313 eat chr 564690 + 0 1) 1] 8 0 4 20.33 0 18.58
taaattgtttcagcaaa Lphn2 gene chr3 47895 - o | ¢ [i] 0 [) 2 11.81 18.66 2 25.39 7.63 2.39
agtatttatgagttcag]| Negrl gene chr 97823 + 0 I [} 1] 0 8 0.79 2. 1] 9.545
Aaagagagtygcgtygaagce Sfrsll gene chr 57682324 - ] [ 0 1] 0 2 10.24 2. 10.17 19.3
attctccctgtgacage N28178 gene chr 2956931 + 0 1] 0 5] 0 8 0.79 2. 10.915
gegetgtttgttteaga) Rnf38 gene =hr 4139389 = 0 0 0 0 1 8.9 2 10.17 0

cagctttttt Igfbpll gene chr 82405 - 0 0 0 1 8.9 4. 5.08 0
gccagttttctacagag) Sh3gl2 gene chr 03450 + 0 0 0 2 .13 4. 5.09 21.9
Aaccagcaaaaaaaaaal AKO044374 est chr 42893 + [1] [1) 1) 73 2.33 7.63 1.665
ttccactgtctgcatcc Slc24a2 gene chrd 62914 - o 0 0 ] 2.33 g 21,0985
tattaaatgtgottett Ppap2b gene chr 104905324 4 0 0 0 ] 3.15 0 2.54 15.17
acggagcotggagcagca) Cede23 gene chr 118873526 3 o 0 0 0 2 14.96 16.33 10.17 0
ctgcttctaatcgtgtt ald gene chr 122871845 + 0 0 1] 5] 8 1] 2.33 50.98 1] [1] 48.12
gtggttgaaaacatttg Ppill gene chr 123123902 4 0 0 0 0 1 6.3 4.67 0.33 2.54 1.45
gaatgatcty AR5 90241 Rps28 et chr 12 82 - oo N o 0 1

gagagtaacaggcctaa NM 009030 Rbbpd gene chr 28986810 B 5] [0 0 0 2

tctetgacttgataagce) NM_010807 Marcksll gene chr 2 3002 + 0 C [ 1] 0 [3

ggcgctegtacaceect| NM 01152 Sdec3 gene chr 21 + 0 0 0 0 7

agaaggaggtgccccag) NM 019 Stmnl gene chr 4028768 + 0 ( 0 Q 0 5

gtgactaatgagcttoc]  NM 0254 1110049F12xik gene ohr 55315 - B 0 [0 0 2

cggtctagtccagcttt NM D254 Camk2nl gone chr 38013264 + [1] 0 [1] 4] 1) B

caaaacaggcaactggc NM D2 > Camk2nl gene chr 8013846 r 0 C 0 0 8

gtatttgcaaaaaaaaal NM D2 Camk2nl gene chr 38013 B [5] 0 &) E

gaccacctct NM 00 Mfap2 gone chr + 0 5] [ 1

tcctgtccccagtgecal NM 0230 Clstnl gene chr + [1] C [1) 0 10 9.2 7.63 122.265] 76.0575
tgcttggctactttget NM 008142 Gnbl geno chr 15493229 - 0 0 0 0 2 2. 5.09 . 665 2.587
ttgaagcataatgagtc) NM 0110 Pftkl gene chr 803538 + 0 0 0 0 0 4 2.3 2.54 1.42 9.902
ttaaactgtcaatcaat NM_0264 K1hl7 gene chr 23666556 3 0 0 0 0 |_o 665
ctcggtgccgtgtggtg) NM 1301 Centg3 gene chr 23988721 - 3] 0 0 [ ) 7.88
gccctatgetttggeca) NM 0230 DpyslS geone chr 01650 + 0 C 0 9 0 9
aaatatcgttgcatatal NM 013457 Addl gene chr 74 7 4 1] 0 0 o | 2 0.94
cactgttgageggcgeal NM 010942 Nagl gene chr 29469 = 0 0 ] 0 7 7.455
ccagtacctgaaaaaaal NM 008453 K1£3 gene chr 65213593 + [4] C 0 0 [0 1 0.725
gogccageteagaggac] WM 011670 Uchll gene chr 67076042 B | 0 0 0 0 5 $6.4
ggccagagacaattatt NM 177561 Uspéé gene chr 74394814 - 1] 0 0 0 4 0 ] 11.42 10.4
ttaaacctcaaataaat NM_016690 Hnrpdl ambiguousgene| nil nil nil 0 0 0 0 o 7 27.98 7.08 3.48
ctgaggaagtaagatac NM 0100987 Sparcll gene chr 0450821 - 0 0 0 0 7 5.09 113.04 | 192.103
tcccegteat NM 026106 Drl gene chr 0870869 + 0 0 0 0 1] 0 0
agectgteag NM 024477 Ttc28 gene chr! 1171878 + 0 1) 0 0 10.17 0 0
cttgtagctgcctetgt BY252337 BY252337 est chr 1264230 - 0 0 0 0 15.26 10.4 13.9775
gactgtgccaaacacac 026504 DSertd33e gene chr 11574869 - 0 [ 0 ] 30.52 42.515 ] 46.4375
gtgttttgaa BC026510 est chr 11590559 + 0 { 0 0 0 1 12.72 [] [
cccactgoctttetrtg Rph3a gene chr 213 3 - 0 C 9 ] 0 2 2.54 21.31% 18,935
atttgatatttaggget 2810407C02xik est chr 242 2 = 0 0 0 0 8 2.54 B.1 14.0775
Cagatctttgtgaadac Ubc gene chr 2586657 - H 0 0 0 0 S 12.72 16.38 | 45.0775
gaacgcaagttcagceoc) Actléb gene chr 00852 4 0 0 0 0 2 2.54 3.32 . 905
ggggtacctggtattga NM 172412 Gpe2 gene chr 3871520 — [ o ¢ 0 2 10.17 0.72 0.4775
tcccctggaataaagty NM 17272 Cental gene chr 9747862 - ] O ] 0 1] 0 4 1] 7.66 7.995
gacgcgaccatcctoct NM 00738 Actb gene chr 3665068 K ( 0 0 0 1 45.79 2.39 1.8575
gatacttggastgactal NM _D0739 Actb gene chr! 3665145 + C 0 0 0 5 155.16 27.53 13.5225
gtttttatctgagaagt AJ133130 Ptprzl gene chr 2300287 + 0 0 0 0 3 17.81 5.415 4.78
tgcagctttctgttcaal NM 007971 Ezh2 gene chré 4748292 - 0 1) 0 5.09 0.725 0
Agagcaaggaccacatc NM 026629 2410066E13rxrik gene chré 5465377 + 0 0 4] 0 7.63 4.77 3.02
gttattttyggaaaaga NM_025520 Lsms gene chré 5665113 - 0 0 ] 0 .54 1.875 | 2.1175
gccgaceccgagaageal NM 021432 NapllS gene chr 5885655 - 5] ) 0 ) ( Q 16.835 7.7825
Cttaaggatcccaaaca) NM 025814 Serbpl Gene chr 672340 ¥ o 0 0 7 27.98 2.6 7.705
actgcttgccctaagcal NM 14 9 Mat2a gene <hr 723829 - 0 ( [} 0 3 17.81 3.11 2.57
ccacgaggtg NM 0252 Tmsbl0 gene che 72907348 + 1] 0 [* 7.83 0 1)
gcttggaagt WM 0134 Add2 geno chr 860594 - 0 C 0 0 7.63 0 0
gagccagtattctttat NM 0115 Tial gene chré 863827 + ] 0 1) C 10.17 1.875 2.51
tgagcatcaggggagty NM 0118 “Mgll Geno Chre 887781 ¥ 0 C 0 0 0 11.635 | 10.285
attagectgtectttaat NM 008881 Plxnal gene chré 892665 - ] 0 0 0 2 7.63 0.94 0.4775
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141 agaaggaggg NM 018815 Nup210 gene chré 90964167 )
142 gagttcagetttcasat NM 007697 Chll gene chré 103682990 73.
143 atttcttttctggatggl NM 010585 Itprl geno chro 108500912 1.84
144 |ctggagatgtgacaaag NM 013681 Syn2 gene chré 115226498 5.52
145 ttttatgtttaaataaa NM_172086 Rpl32 ambiguousgene) nil nil 11l 126.99 17.9625
146 tcccacagttgccaccal NM 013509 Eno2 gene chreé 124710449 [1) 16,975
47 |aacccctgoccacggac NM 026988 Ptms gene chr 124864200 27.61 31.89
[” 148 [trtcoaggtgcteccaal  NM 009156 Sepwl gene chr 16502602 138.03 172.308
|__149 Aaggagctgtetgttggl NM 153134 Irgq gene chr 25323530 0 11.04 0.5725
50 taccctetcaageecag NM_144921 Atpla3 gene chr 2576432 0 ) 0 3.635
151 gtgacaactgaaaaaaa) NM 0281686 1600014C10rik gene chr? 98045 0 1 16.56 1.76
152 gctgcectgcaaggect NM 025368 Josd2 gene chr? 72585 1) 8 0 11.067
153 gtogtectctactagtt NM 145954 Aldhléal gene chr? 243082 [i] 8 0.92 39.337
154 agggccactggetteag]l NM 001005511 Lmtk3 gene chr? 532675 [} 7 19.32 12.377
155 gtgccatatttagetac NM 173011 Idh2 gene chr? 723976 0 [ 12.88 4.6275
156 gtcaaatact NM 17536 Mex3b geno che? 78793086 0 0 2 0
157 |ggageactatgtgctaa NM 01 Dkk3 gene chr? 10255667 0 0 23.1025
158 gtcactctagccaggtc NM 00 Prkchb gene chre? 0 25.32
159 gaggcttaga NM 1455 Sbk gene chr? 0 0
160 tgtttgtaaatactctg NM 145587 Sbk gene chr [1) 6 6.0875
161 gggatgggaggagggdal NM 172748 BCO59812 gene chr 0 2 1.3
162 aggagatggagaacttt AKO10069 AK010069 est chr 0 0 1 3.5775
163 ctacgttctctacgaaqg NM 023140 Glrx3 gene chr 1 0 7 21.63
164 cctcageetggggtagal NM_ 0099 Ctsd gene chr? 149561941 0 1] 7 33.01%
165 cgtggatccctetgtca) NM 0098 Cdknlec gene chr7 150644541 0 0 1 0
166 cctttgagatcatccac NM_00908§ RpsS gene chr? 13510888 0 7 8.61
167 gcasagaaaaacgtagt NM 02132 Ttyhl gene chr? 4086425 0 8 16.035
168 |catcgocagtaggcaan NM_00965 Apoe gene chr7 20281818 0 10 55.65
160 |cccgtgtgeteateege NM 0297 Rps9 gene chr/ 3657491 0 5 25.7075
170 ctttccctgccaatgal NM 013834 Sfxpl gene chr8 24560058 0 1 0.4925
171 atcacacactaaaaaaa NM 144731 Galnt? gene chr8 60010446 [1) 7 53.7825
172 atcctggtaatgcactt NM 013494 Cpe gone chrs 67071549 0 7 10.17 87.8925
173 ttctgagtatggaacct NM 18299 TmemS591 geone chr8 73007964 8 Q
174 ggcaggactcgctgaag) NM 01090 Nfix gene chrs 87245609 7] 7 17.81
5 ggtgagcectgaagettg, NM 01156 Prdx2 gene chrg 87497999 7 104.29
6 ctocacagaaccagttqgl NM O 42 Cx3ell gene chrs 97306065 8 4]
|__177 aaggagattatgttgtqg NM 053246 Dok4 geno chr8 97387814 2 ] 0.4925
8 ccgeccctttctgtaac) NM_ 145602 Ndrg gene chr8 98238390 10 5.09 90.0025
79 caggataggtttctgtal NM 133206 Znxf gene chr 1 s 2 5.09 0.4775
|__180 acgaacatcacggacct NM 019707 Cdhl gene chr 2 74 10.17 2.8425
a1 tgagtccacttggctct NM 023279 Tubb. geone chr 2 5 1 58.5
82 gtggccagtgcctgtaal NM 136272 Galnt2 gene chr 77 10.17
83 Jggaaactaagggagag NM 172503 Zawimd gene chr8 90328313 0 0.4925
184 gctgtgggtegetgtgqg NM 008318 Icam5 gene chrs 20843089 [1] 14.53
105 |ccagaasataassagee[ M-OUMST Elavl3 gene chr9 21819476 7 10.17 19.0175
186 aaattggaggatgaagce NM 178027 Vps26b gene chrd 26813166 3 0.8075
187 ttaccatactgggttgg NM_022029 Nrgn gene chrd 7352126 10 46.835
188 cagctctgecaccegeag NM Nrgn gene chrd 7352617 10 216.248
189 ctgggcgegtggacag Nrgn gene chr9 7 2 26.86
190 getttgactgttetcett AA122503 est chrd 1400727 1.065
101 tataataccaccactac Thyl gene chrg 3856589 E 109.125
192 gagacggtgctggtect NM 022004 Fxyd6 gene chrd 5198079 3 4.935
193 ctggtcttta NM 001081445 Ncaml gene chrd 93106006 3 [
194 |acttcatctccaggga NM 009964 Cryab gene chrd 0564407 4 2.23
195 |gtatttcatacccgega) NM 177769 Elmodl gene chrd 3759409 2 7.59
196 cctggcactgecettgqg NM 020270 Scamp5 _geno chr9 7289472 2 1 975
197 tacttgtgttoctgtgta NM 009145 Nptn multiple chrd 8500597 7 5 75
108 gtggagattgatccagqg NM 029922 Parp6 gene chr 1.5425
190 |tggtgacaaaaaaaanaal WM 02421 Rpld gene chr 11.4a1
200 atagctgggcttcagtc) NM 0089 Map2kl gene chrd 14.62
201 tgacaagacactgtggc AU258168 AU258168 est chr 10.1375
202 ggtctaagegtttacct NM 029784 6430514L14rik gene chr 4.015
203 |ttggtcaaacaataaac NM 173781 Rab6b gene chr 102.253
204 |ccctgagggattaggac NM 133977 Trf gene chr 33.465
205 tccecteccatecotitg NM 021567 Pcbpd gena chr ] 10.0725
206 |ttgctgctgcttttget AKO21160 Lbal gene chro 0 2.54 12.43
207 ttacttgatctcagacc NM 033264 1 gene che [ 0 1] 42.175
208 tatgttgcggettaaca NM 026892 Eiflb gene chrd 0 0 65.34 50.87 25.635
209 ggctggatggactttgqg) NM 031161 Cck gene chr9 ] [1) 1.84 2.54 50,9825
1 tttttcccaatccagtt NR 024325 9130024Fllrik gene chrl 57031883 0 0 5.52 7.63 0.4925
1 cctcatttccecctgttc) BQ1l76089 BQ176089 est chrlo 3460657 0 [1) 0 Q 8.135
1 aagtttgcaagtctccal NM 008538 Marcks genoe chrlo 36735458 0 0 15.64 22.89 1.4625
1 4Actcct.¢dqactatqa| NM 008538 Marcks gene chrlo 36735659 1] [4) 11.04 43.24 0.4925
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214 ctggcttctt Marcks gene chrl0 36738343 + 0 0 0 0 3
215 |ttatggaattagatttae Cd24a Gene chrl0 43223422 - 0 0 H 0
216 lgactggctgtggcaatyg S1lc35f£1 geno chrl0 52831359 + ) 0 ] 0
217 taatgtagacctagcce Gjal gene chrl0 56102485 + 0 o] o | o [
218__|ggattttgatatgcaaa Fabp7 gene chrl0 57512507 + 0 0 0 0
219 tttactgtgttaggaaal M 438 Ppal gene chr 61136881 + [) 0 0
220 cctttgtgacagtggcc) NM 635 Zwint gene chrl0 7207 2 + 0 0 ] 0
221 ctcaataaatatttttt Prmt2 gene chrl0 7566 1 — 0 ] 0 2
222 acctgcatctcagaaaa Rrpl gene chrl0 77863362 - 0 0 [] 0 2
223 cctaccagttacctcac NM 011789 Apc2 gene chrl0 79697044 + 0 1] ] 0 1
224 racccttgecctttgaq AK030708 Ckap4 gene chrlo 83661422 - () 0 ] 0 2
225 tgotoctggagggtttgt NM 026482 Atp2bl gene chrl0 130 + 1] ] 0 0 (]
226 |ctcagtaatg NM_007792 Csrp2 Jene chrlo 317 v 0 0 0 0 1
221 gcteccctotgtttggat] NM 001033474 ENSMU. 74747 gene chrl0 1123637 - [0) 0 0 0 7
228 cgtatcaatagaaaaaa NM 182807 AIB51790 gene chrl0 1256203 + [ 0 [ 2
229 tggagcgttggetgtat NM 005870 Cdk: gene chrl0 12925127 + 0 0 0 3
230 |tgttgattggecaggtt] NM 001106019 H2afv Gone chrll 6320210 - 0 0 0 0 7
1 ctgtacgcagcactgcal BB4868183 BB488183 eat chr 24067807 + 0 o 1) 0 1
32 acccctgaccccttgtt NM 016707 Becllla geno chr 2407311 + 0 0 0 0 7
33 gtgctgaatatggagct NM 008218 Hba-al gene chr 218377 + 0 0 0 9 45.68
34 |ccottottototocett NM_O! 8 Hba-al gene chr 218432 + 0 5] 0 7 123.65
235 gtgctggtaattgtcaal NM 173784 Ubtd2 gene chr 241860 + 0 Q 0 1 7.88
236 tctcactgtattctatt NM 010250 Gabra gene chr 1944490 - 0 5] 0 [1) 8 0
237 |tatagatatgtatagaa WM 010250 Gabra gene chr 1945025 - 0 0 0 0 B 0.79
238 getgcagttgatgcgag) NM 0081 Gnb21l gene chr 8613964 - 0 5] 4] 0 7 37.8
239 tgcatcttatttaaaat NM 010448 Hnrnpab gene chrl 1414800 - ) 0 4] 0 € 25.99
240 |tgagtgtettecaacet WM 011543 Skpla gene chrl 2056947 + 0 ] 0 0 2 7.09
41 ctcattat CD802535 CDB02535 est chrll 3362506 + 0 0 0 0 4 0
42 tcccogtacyg AK144514 AK144914 est chrll 1211039 - 0 ] 0 0 3 0.7%
43 ccaaagaaccacacetcl NM 009548 zfpl gene chril 61262261 - 0 0 0.79
44 gasaaaaaaaaaaaaaa nil GAAAAAAAAA multiple ni nil nil 0 [ 45.68
45 |catagggtgcaaatagal BG296899 BG296899 oot chrll 67501041 = o‘ 0 3.15
46 cccccaattotgtggeg NM 009497 Vamp2 gene chrll 8905825 + ] (] 17.33
| 247 ccagcctgaaagcgtca NM 013415 Atplb2 gene chr 9413672 - (1) [] 8 2.36
48 aagaagacttctttcta NM 019749 Gabara, gene chr 9807971 + 0 0 14.18
49 tctgatggaataaatca NM 134022 6330403K07xrik geno chr 0845479 — 0 0 5 30.72 2
250 |gaattaacattaaactt BM 009536 gene chr 75579032 . 5] 0 57.45 41.0675
251 cctccatcctttatact NM 009536 gene chr 75579090 + 0 0 24.4 7.8475
252 dagaaaatagaggacaa KM 207523 gene chr 77995043 - 0 0 47.2 18.57
253 tggacctttttcetgtc NM 009657 gene chr 78140090 + 0 [ 2 3.94 41.41
254 ggttttgtttgtttgac NM 01965 gene chr 79053077 0 0 1 7.88 0.5725
255 acccggctagtagtgaa NM 01112 gene chr 87403289 + ) [ 0 4 19.097S5
256 |ttttcttogotgtggtg] WM 172449 Bzrapl gene chr B758929 + 0 0 0 8 11.305
257 ccctatgtttgtgectt NM 016686 Vezfl gene chr 8789717 + 0 0 0
258 ctgtgtggcccaaggct NM 17 2 E130012A19rik gene chr 9748879 - 0 [4] 0 0 0
259 tccctoccttagtatcoc NM 144828 Ppplrlb gene chr + 0 0 ] 0 0
260 tcegtggatg NM 028207 Dusp. gene chr - 0 0 0 0 0
261 |aattaatttatgtttcot NM 008740 Nsf gene chrll - 0 5] 0 0 0
262 gagagaagagagagtga KM _01C Mapt gene chrll + 0 0 ) 0 1)
263 |atttctttgatgatttt NM 010 Mapt gene chr + 0 0 0 0
264 |tagcctttgacteotgtcl NM 019 Cacngd gene chr - 0 0 0 0 0 2
265 tececggaca NM 021 Rab37 gene chr - 0 0 0 0 0 3
266 cttgggaactgcacagc) NM 008258 Hnl gene chr - 0 ] 0 0 0 7
267 _|tctgtcccgecaggece] WM 016852 Whbp2 gene chrll - o[ 0o 0 0 0 4
268 |ttcaaagagtgggcottt NM 030723 Pum? gene chrl2 + 0 0 5 0 0 7
269 taatatttaaagaaaac NM 012038 Vsnll gene chrl2 - 0 0 1) 0 ) 8
270 tttatgaaaa NM 008709 en gene chrl2 - 0 0 1) 0 [ 1
71 gtgagtgtttgttgcat NM 0082 Soxl gene chrl2 - 0 0 0 0 1] 3
72 cagagtgtagtgtgttyg NM 00 Soxl gene chr - 0 0 0 0 1
273 gcactgttaacaagtgt NM 00 Soxl gene chrl2 - [5) 0 0 &
74 aaggccttccagaagat KM 02 0 Bzw2 gene chrl2 - 0 4] 0 0 2
275 gagctatctggtggacy NM 00 1 Foxgl gene chrll + 0 0 0 0 7
276 gtttcattatgtaaata EM_02 E) Rbm25 gene chrl2 85023581 + 0 0 0 0 0 1
277 tgggatttatacaggcet NM 026775 TmedlO gene chrl2 86681634 - 0 0 0 0 0 3
278 cagacctcaaccceettgl NM 001039089 Selll gene chri2 93045172 - ) 0 0 2
279 |actcggagccaccagac NM 009790 Calml gene chrl2 101445378 + 0 0 0 7
280 |tccaacttgtaactatal NM_009790 Calml qene chriz 101447412 I3 0 o 0 2
281 tgaccagctgccetygcce NM 010010 Cypé46al gene chrl2 10960031 + [ 0 0 8
282 gggatggccattcactal NR 027651 Meg3 gene chrl2 11079723 + 0 0 0 8
283 |agcttagectacaccott, NM 144513 Gtl2 gene chrlz 11080497 s 0 0 0 8
284 |atggggttggcttgaaal NR 027 Meg3 gene chrl2 080672 + 0 0 0 ]
285 catccttgatgattgca NM 0212 Ckb gene chrl2 290770 - [ 0 0 10
286 |ccagcccagaagtgaadg) NM 02127 Ckb gene chrls 29077886 = H 0 ) S
287 |tatcatcttttgttatc NM 13406 Epdrl gene chri3 19683800 - 0 0 0 4 9.465 5.38
288 taattttoccattatgag| NM 00951 Vmp gene chrl3 25342985 - Lol o 0 8 55,865 | 78.3975
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789 __|ccagctaatcctgtecg Sox4 gene cl 0891 0 7.09 7 0 55.39
290 |acaggcacgaggacgec) Sox. gene ! 1126 0 0 0 110.79
291 gagaaaccag Sox: gene [3 1664 ) 2.36 ] 23.08
292 |gagacctogtagaagec) Sox: gene ci 2 0 2.36 0 0 120.02
203 gagaaactcc ox. gene &l 5
294 tccctgggcagtttcag) Sox. gene c. 1
205 |gctgactace Sox. gene ct 0
206 |ggttgtatgttttaact BB801623 est c! 7
207 aataaagccaatctgac Sncb gene [ 1
298 cggtgtoccccacctec) H2afy gene c 0 1
209 tcaagatgataagcaaa BU511021 est c 7 2
300 |ggtgttctgactcagaa TPPP _ gene c 1 0 8
301 tccaggggtgctattta €130071C03rik gene [ 7 0 1
302 caaattaaacttcgect 511708 BX511708 est c! 8 0 4
303 Lctgtatgttcttgtrt 007930 Encl gene c S ] 7
304 cgecegeecgeggcaac 00863 Mtaplb gene 2! 100191731 0 7
305 atcaggagtg 00863 MTAP1E gone c 100192599 0 3
306 |aacggtgtatttgtttt NM 01031 Gng2 gene c! 20691820 0 5
307 cctttattctcgagtcal NM 01031 Gng2 gene < 206918 0 2
308 aacaaagcaaacttagt BIg93499 Ghitm gene c. 379342 ) 4
309 taaaaagaaaggatgag 013864 Ndrg2 gene [ 525252 0 2
attgcoctgegoctagt NM_016884 Hnrnpc ambiguousgene nil 0
tgtgcttccctgtctta NM 008683 Nedds gene c. 6281156 0
tetccaggegagtagac NM 013492 Clu gene c 6600248 0
agtgaatgcaaacatct BE952212 BE952212 est [= 8707045 0
teccccacacageeecd] 00936 Tgfblid gene c 76507498 0
aggatctcagacaggac NM 14893 Slcla3 gene ch 8585450 0
tctctgaatgtgagcag 03352 Laptmdb gene c 4213966 0
aatatgtgtggagctaa NM 05307 Cox6c gene =] 5861788 0
taagtggaataaaaaaa 011740 Ywhaz gene [3 6701486 0
ccctgggagetagagea 34094 Necald gene cl 7298177 0 8
crtcagtgtggtattaac 78920 Mal2 gene c 44340 ] 8
ttaaaactgaagcatac] 78718 Ph£2011 gene 664765 i
gtcctgacccagoccccc 74961 Bail gene 744167 2
gacggacacgtgatgcc) 011838 Lynxl geno 745784 8
aattctotgt AKO010485 Ly 6k gene 7462735 3
gtgacagaggagggtgc 019396 Cyhrl gene 76498459 8
aatcctgtggagcatcc) 012053 Rpl8 gene 76736398 5
ttgctggcttttataaa 053104 Rbm9 gene 7690 7 0 7
gcttttgttaccatctc 030689 Nptxr gene 79616847 0 10
taagcaagagctcccac 207708 Syngrl gene 79949442 0 8
gtgtacatacatacaca 011889 Sept3 gene 2122452 0 2
cagtcttgagtgccctal [ Cyb5x3 geno 2984177 (1) 3
gaagccagtgggecatc) 5031439g07rik gene 74543 0 1] 1
tccttgaagtgataagc 009528 Wnt7b gene 3656958 0 0 1
taggagcaaagtggccc 133241 Mlcl gene 786703 0 0 4
attaatcaaaaaaaaaa 175121 Slc38a2 gene 5178 0 0 1 13.39
tttaataacttgecttc) 007478 Arf3 gene 59856814 0 1) 10 3.15
tgaccttggccaaatca 01013741 Ddn gene 98634389 0 ) 8 0.79
gctgccctagaagaaga) 009348 Tubab gene 5878054 0 0 12 1172.6 1380.2
gaggagggtgagttcte| KM_011653 Tubala ambiguousgene nil 0 1 9.45 6.92
gctrgetgee RM 011653 Tubala gene [ S 98780882 0 1 10.24 0
gacactggatgtttctt 021391 Ppplxrla gene [= S 103361328 0 0 7 3.94 2.31
tgatttrcatttctgec] NM 001014226 Natls gene [ 6 3904579 0 0 8 0.79 2.31
agtggctaattaggtgt! NM 009900 Clen2 gene c [3 20703050 0 0 2 1.58 2.31
ttgaagctccaattget 025693 Tmemdla gene [ [d 21934470 0 0 2 2.3 0
actgagatttgctgetg] NM 001164268 Kalrn gene ct © 1 0 4 0
taagaaacct 01941 Robol gene [= & 0 0 1 9.45
atagctttctacacact KM 0074 App gene cl 3 0 0 7 9.69
atttttretotgtcaaal NM 0242 Uspl gene ! 3 1] 0 2 5.75
taatasaaattggaatyl M_0082 Hmgn gene [ 3 0 0 0 7 8.11
tagttacttaatactcet 146073 Zdhhecl4d gene c! 7 0 0 0 7 21.26
ttrettgtgtgtcaatt NM 016891 Ppp2rla gene = 7 0 0 [ 7 20.48
gaggagtgggatgtgec M 022422 Gngl gene c! 7 0 0 [} 8 0
ttctgteaggtotoaag 17392 Fox116 gene chri? 0 0 0 2 3.94
Attgtgtaatttanagg) 01186 Pacsinl gene chrl7 0 0 0 a 0
ctcctcctgeccttggc 0 5! Tubb5 gene [= 7 0 1) 1) 3 B.1
gggcagaggtggtgaca 0 TubbS gene [ 7 ) 0 [ 2 7.3
cccagggtgtagaagga 1 Ppplrl0 gene c. 7 [) 0 1 7.3
can:-;acacr:r:ccca-:ccl NM 00 9 Z£p57 geno cl 7 14749 0 0 [ 0.72
gaagagataq 008302 Hsp90abl gene chrl? 70497 H 0 S 15.75
tgggaaagatgcacaca NM 011218 Ptprs geno & 7 55226 0 0 2 11.03
-qcaatqf}ttltta.latnl NM 177639 Dlgapl gene 7 168440 ] o | 0 8 0.79 0
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362 tgacaattttcaaagta NM_029239% Prken gene chrl? 793 ~ 0 o] o | o © 34.97 1 0

363 attttgtatatatggct NM 00837 Impact gene chr . 0 0 0 4 0.92 [0) 23.13

364 aataaactgcrgetett NM 00930 _Sytd gene chr - 0 0 7 48.77 7.63 4.045

365 gaacctgtggagettgg) NM 009308 Sytd gene chr - 0 0 0 0 2 .6 5.09 2.39

366 cactgtccctcettcact NM_053( DOH4S114 gene chr - 0 0 0 [1] 7 76.38 38.15 .205

367 ctagggacagtggcaca NM 007 Reep5 gene chrlE - 0 0 0 0 2 7.36 0 0.94

368 ggatatgtggtgtgtac NM 007 Egrl gene chr + 0 0 ] 0 0.92 0 24.07 31.7075
369 gtaaaaaaaaaaaaaaa NM 1726 Rbm27 gene chr 2 - 0 0 0 40.17 85.58 38.15 17.905 24.325
370 gtgtgtgggtgttcagt NM 009 Dpysl3 gene chr 3 ~ 0 0 1] [0) 70.88 57.08 40.7 0.94 0.9525
71 tatgatggac NM 0094 Dpys13 gene chr 34 = () | o 0 © 57.49 16.56 83.94 0 0
372 Caaaaataaaagccgca NM 023119 Eno. gene chr 820 4 0 0 0 7 c.44 15.26 70.665 | 142.905
73 gcttccccacceeectt NM 177407 Camk2a gene chr 11 + 0 0 0 0 8 ] 0 0 51.015 | 41.5325
374 ttgtgcttgtttatget BY&89428 BY689428 est chr 698 - 0 [1) 0 0 ] 13.85 2.54 0.725 2.495
ars accgttotgtagecaatal NM 013685 Tcfd gene chr 698 + 0 0 0 0 58.89 34.62 17.81 4.045 3.3375
376 gcttcgtcecacacageg) NM 010777 Mbp gene chr 827 + 0 0 0.92 0 0 177.245] 155.598
ary gagcctgtecaggggac] NM 001001885 TmemlSla gene chr 5080869 - 0 0 0 0 0 [ 1 10.84
378 gcctgaccccacectyqg NM 008451 Klc2 _gene chrl9 5107921 - 0 0 0 1.84 [ 0 13.1675
370 ctetettetagttagta NM 024176 Drapl gene chrlg 5422891 - 0 0 0 7 33.13 16.1¢ 9.465 3.715
380 gaagcaggaccagcaa NM 007687 [Z3%% gene chrl9 5493958 + 0 0 5 244.78 293.12 114.4¢ 68.81 162.71
381 cagaagctgactgtggt NM 008874 Plcb3 gene chrld 7051511 + 0 0 9 1.84 2.31 40.7 0 0.8075
382 agcagggatccecgtgc NM_008889 Ppplrldb ambiguousgene nil nil nil o 0 0 0o 7 42.33 34.99 3.67 43.85 25.44 3.325 3.625
383 cactacacgggaaagcet NM 008020 gene chr 7053471 - 0 0 ) 0 ] 8 2.36 )] 4.67 12.99

384 tggggtctcageccagg HM 134150 Otubl gene chr 7272766 - 0 0 ) o | 0 2 3.64 4.6 4.67 18.99

385 grtgccaggaagccaaay| NM 016813 Nxfl gene chr 8845281 + 0 0 0 [1) 0 [3 16.54 14.72 11.66 2.33

386 gcagtgtacttcoccttc) NM 144872 BC022146 gene chrld 9026537 ~ 0 0 ] 0 0 3 0 Q 14 0.67

387 tcaggctgeectcatcet NM 010239 Fthl gene chrl9 10059488 + 0 [1] 0 0 ol S $9.07 83.74 46.65 192.92

388 Agccaagagagaccagt KM 019699 Fads2 gene chrld 10137385 - 0 4] 0 0 0 7 11.81 23.01 34.99 5.33

389 ggctttggagtectort NM_026919 1810006K21rik ambiguousgene nil nil nil 0 0 0 o 0 7 23.63 16.56 4.67 (3

390 gttggaaacaacgaagg nil GTTGGAAACA multiple ni nil nil 0 0 1] 0 0 3 3.15 0 1 0.67

30 cctgctctgtttcagct NM 134129 Prpls gene chr 10979890 + 0 ) 0 4] 0 7 18.9 11.04 1 9

392 ttcaasaaaaaaaaaaal NM 15380 Smc511 gene chr 2328134 - 0 ] 0 0 0 7 19.69 16.56 4.67 3.67

303 |ttctgggtaggacacyt, NM 02606 NAufb8 gJene chrld 3462722 - 0 0 0 2 4.73 10.12 | 32.66 4.66

394 gggaattaaaacgcgat NM 175172 4930506M07xrik gene chr 59048014 - 1] 1] [3 13.39 22.09 25.66 2.67

395 gctgccctccaaaaaaa AWZ214344 AW214344 est chr2 2244367 - 0 0 0 0 12 851.36 359.8 594.84 | 829.34

396 cttacctcaggtttcct NM 008913 gene chr3 136598894 + ] () 0 8 =.33 10

397 cgccectggeteecgecee] NM 001039385 gene chrS 137508805 + 0 0 0 0 0 8 2.33 10.33

398 accactgatatgtaata NM 025816 gene chré 2716449 + 0 1] 1] 0 0 & 18.66 3.67

399 gcacctottatcaggaal NM 144922 gene che7 2 - 0 0 0 0 4] 1 0 0.33

400 gtgactgaagctctcaa NM 008155 gene chr? 3 - 0 [1] 0 0 [0 1 7 0.67 725

401 gtgtctgataatgagcec) NM 009931 gene chrB 1 = 0 0 0 Gl | 3 14 0.67 0 2, 0.725 0.5725
402 acagtctatgttggagg NM 010487 gene chrd 2 - 1) i) 0 0 0 © 2 41.99 1 41.54 7. 1] 1.8725
403 aataaaatta NM 015806 gene chrd ] - 0 0 0 [ 1] 1 i2 9.33 2 4.62 1. [ 0
404 caaacctccaaaaaccal est chrM + 0 0 ) 0 10 27.56 43.25 23.33 805.35 27.7 43.24 781.155] 775.218
405 accaatgaacaaaaaaa est chrM + 0 0 ) 0 10 4.73 10.1 4.67 517.46 4.62 5.09 338.855] 621.403
406 acaaaaaattgctcccc) est chrM + ) ) ) 0 o 8 0.79 Q 2.33 13.33 0 15.005
407 cttrtgttataaattc) est chrM + 0 0 1] 0 0 2 3.94 1.84 9.33 7.31 6.92 46.05
408 daacccccagaaaaaaa) eat chrM + 0 i 1] 0 7 1.81 3.68 9.33 3.32 9.23 38.08
408 [aaccctaataaaaanaa AK132098 est chrM v - 0 0 0 0 7 7.33 | 11.96 | 48.99 4.99 2.31 35.335
410 atgactgataacaactc AK157367 est chrM + ] 1] 5] &) 0 5 64.6 169.32 ] 272.92 | 442.49 180,03 363.215
an cttatcctoacctcage (’:‘1&030;?78; est chrM + 0 0 0 0 0 8 0 0 2.33 19.66 0 24.51
412 tcattggtogaaaaaaa AK140457 est chrM 141 - 0 0 0 0 10 4.67 137.85 133.643
413 aataattagecttaggt AK139402 est chrM 16041 - [ (1] 0 0 0 4 0 16.99 21.0125
414 ttccgtgaaccaaaact AK154943 est chrM 16248 + 0 0 ] 0 0 4 0 36.99 9.23 0 36.565 | 35.4225
415 taagatccttgccagtg KM 009838 gene chrS 130322157 + 0 0 0 0 0 7 16.33 15.33 36.93 27.98 18.065 | 13.1875
416 |ataatacataasaaaaal WM 00780 gene chex 5014274 = H 0 0 0 0 12 695.81 | 518.8 | 639.32 | 414.61 | 468.87 | 556.203
a7 ctagacagaggcattat KM 01963 gene chrX 10173655 - 0 0 0 0 4 0 10.33 [ [ 12.145 8.61
* tattaataaacagagca gone chrX 10173702 + 0 0 <] 0 10 14 197.59 0 120.975] 240.608
4 tgcgggcactggtgett NM 00294 gene chrX 20259554 + ] 9 0 0.33 45.79 0.725 ]

420 aggtatgtacaaagttt NM 016886 gene chrX 39031727 + 0 0 4 15.66 2.5 10.48 18.902S
a tttcagcagtgttgget NM 013556 Gene chrX 50374749 S I T | 0 2 32.65 2.5 25,195 | 34.41
422 Aagaaaacatttaaata NM 012010 gene chrX 91434084 0 0 4] 1 1.33 6.92 7.6 T45
423 |gagggatggag NM 010110 gene =hiX 96343700 + 0 0 B 0 57.98

424 grtgaaactaaaaaaaaa NM 005094 gene chrX 99380289 - 0 0 4] 5 117.01

425 gaaactaggtgccctet NM 025379 gene chrX 10321497 - 0 0 0 2 2.54

426 aaattattgggaaatcc) NM 011123 gene chrX 13337186 + 0 0 0 8 2.54
427__|tatgtgaggtattgtga NM 010025 gene chiX 140250568 - 0 0 0 © 35.79
428__|ttggtgaaggasaasac| WM 021278 gene chrX 16364520 - - 0 0 S 218.75

420 aaaaacaaaaaaaaaaa nil no match nil nil nil 0 0 1 10.17

430 ARaTaaaacatttaaat NM_027862 ambiguousgene| nil nil nil o 0 2 1.58 31.29 14.99 0

431 aaataaagattctagga nil multiple nil nil nil 0 0 4 1.58 4.6 1] 48.31 2.31 2.54 48.975 47.59
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432 aagaaaccagaacccctl NM_008705 Nme2 ambiguousgene nil nil nil o 0 0 0 7 33.08 44.17 37.32 6.33 27.7 15.26 7.5175
433 aaga qcasgacgaaaﬂ nil ANGAGGCAAG multiple nil nil nil ) 0 0 0 1] 5 92.15 89.26 23.33 12.33 66.93 68.68 6.22 15.9275%
434 |aaggtggaagagattgc| NM_029751 Rpll8a ambiguousgene nil nil nil (") 0 "] 0 0 5 106.32 | 79.14 44.32 16.33 94.63 71.22 11.85 18.59
435 aatgacctggtgtctga NM_023716 Tubb2b ambiguousgenel nil nil nil o 4 0 o 5 109.51 104.97 4.33 99.25 188.23 5.1 2225
436 aatgtttctgctttaca NM_011045 Pcna ambiguousgene| nil nil nil o o 0 o o 1 18.9 11.04 4.67 1.33 18.46 12.72 0.728 0.97
437 aatttcaaaacaccacq NM_009092 Rps17 ambiguousgene) nil nil nil o [} ] o o 5 51.98 77.3 44.32 11.33 43.85 45.79 13.215 | 10.1528
438 accattaactggagect nil accattaactggagect no match nil nil nil 1] 1] 1] 1) 0 8 0 3.68 X 17.33 0 0 19.865 | 17.185
439 accctattaa nil accctattaa no match nil nil nil 0 1] 1] 0 0 3 0 1] 14 Q [ (] 0 0
440 acttcagccagattagce NM_009342 Dynltl ambiguocusgene| nil nil nil o 0 0 o ] € 15.64 9.33 2.33 16.16 22.89 0.94 3.3175
441 agaaataaatactgtaal nil AGAAATAAATACTGTAA multiple nil nil nil 0 (] 0 0 1) 1 17.48 0 2.67 2.31
442 agaagtgtttggagttt NM_008253 Hmgb3 ambiguousgene nil nil nil o 0 0 o 0 2 11.%96 1
443 agagcagagaagcagea ni AGAGCAGAGA multiple ni ni ni 0 0 0 [1] [1) 2 1.84 6.66
244 aqachaautqgcgqaa‘i ni AGAGCGAAGTGGCGGAA multiple ni ni ni 0 0 0 0 0 5 92.15 99.38 27.32
445 agagtaatcaaaaaaaal ni agagtaatcaaaaaaaa no match ni ni ni 0 0 0 K 11.03 57.05 ©
446 aqcaaaaqcccaaaaa.ﬂ ni agcaaaagcc no match ni ni ni ) o ] 0 ) .6 4.6 46.98
447 agcagcccctecotagg) ni agcagccectecctagy no match ni ni ni 0 1] [1] [1] 0 25 0 0.33
448 aggcagacagtagetgt ni AGGCAGACAG multiple ni ni ni 0 0 0 0 436.31 333.12 300,92 98,63 380.82
449 aggccaagaasctagec ni AGGCCAAGAA multiple ni ni ni 0 0 [1] 0 ] 2 6.3 4.0 11.5
450 Agggaaaaaasaaaaaa ni aaaaaaaaaaaaa no match ni ni ni 0 [1] [1] 0 [1] & 13.39 23.01 20.77
451 |ataatggatacataagc ni ATAATGGATACATAAGC multiple ni ni ni H 0 0 5 | o 0 7 35.44 12.88 7 18.4
452 atactaacgtgtgccec ni ATACTAACGTGTGCCCC multiple ni ni ni 0 0 0 0 0 & 18.11 24.85 16.33 4.33 23.0
453 atactgaagccccactt NM_016738 Rpll3 ambiguousgene nil nil nil o 0 0 0 o 5 61.43 64.42 Bl.64 17.33 90.01
454 atactgacatattgtag| n atactgacat no_match ni ni ni () 0 0 12 45.76 | 720.53] 758.12 | 1170.9 530.85
455 atacttgaca n atacttgaca no _match ni ni ni 0 0 3 9.45 ) 1 3 1.54
456 atccgaaagaacaagga n ATCCGAAAGA multiple ni ni ni (] 5 B87.42 61.65 90.97 22.32 103.86
atcctgacattttgtag n atcctgacattttgtag no _match ni ni ni ] 3 0 Q 23.33 1.33 0
atcttocctee NM_009080 Rpl26 ambiguousgene nil nil nil 0o V] 3 1.58 1.84 14 ) 2.31
459 atgatggtagaggacat nil ATGATGGTAGAGGACAT multiple nil nil nil 0 0 0 2 9.45 3.68 7 5.66 18.46 10.17 14.235 ]
460 atggcttaataaatttt nil ATGGCTTAATAAATTTT multiple nil nil nil 0 ] 7 18.9 23.93 4.67 3.67 27.7 15.26 4.3025
461 atgtactcgggggaget NM_011830 Impdh2 ambiguousgene nil nil nil o 0 1 16.54 9.2 2.33 2 13.85 12.72 0.725 0.4775
462 attctgaacaggataat nil ATTCTGAACA multiple nil nil nil 0 [ 2 1.58 6.44 7 27.66 (1] 5.09 27.0825
463 attgcttagagatgrtt nil ATTGCTTAGAGATGTTT multiple nil nil nil 0 0 7 29.14 22.09 30.32 10.33 32.31 27.98
464 attgtttatgaaaagaal NM_016957 Hmgn2 ambiguousgene nil nil nil 0 o 7 55.13 €9.02 23.33 €.33 73.86 61.05 €6.65
465 atttgattagccccaaa ni atttgattagccccaaa no match ni ni ni 1) 1] © 18.11 30.32 3.67 27.7 12.72 5.415
466 attttcagttttcttgc ni ATTTTCAGTTTTCTTGC multiple ni ni ni 0 0 0 2 2.33 4.660 13.85 106.83 9.035
467 Caacaacaagggagart ni caacaacaagggagatt no match ni ni ni o | 0 0 E) 0 0.33 (1) 27.98 0.4775
468 caagtttgct ni CAAGTTTGCT multiple ni ni ni 0 0 0 9 0 0 4.62 68.68 0
469 caattcttta ni CAATTCTTTA multiple ni ni ni 0 (1) 3 14 1] 2.31 0 ) 0
470 cacaaacggtacrtcertyg KM_027015 Rps27 ambiguousgene nil nil nil 0o 0 5 107.3 50.98 46.03 55.012§%
an caccaccacaggatcaa nil CACCACCACAGGATCAA multiple nil nil nil 0 0 7 23.33 11 8.31
472 caccaccgttgcettca) nil CACCACCGTT multiple nil nil nil 0 [0 5 44.32 22.66 17.64
473 cagaacccacgacagta NM_01129%6 Rpsl8 ambiguousgene nil nil nil 0 0 7 14 16.99 9.545
474 caggagcatcaaaaaaal nil caggagcatc no match nil nil nil 0 0 2 4.67 30.99 23.855 33.98
cagttattaatttatta NM_175752 Chnl ambiguousgene| nil nil nil ] o o 4 11.66 21.99 .65 51.882S8
cagttgggttttagctyg NM 010447 Hnrnpal gene chrlS 103077034 + 0 1) [3 18.66 3.33 1.665 4.07
cccacaaget nil CCCACAAGCT multiple nil nil nil 0 0 0 9 Q 4] 1) 0
ccoctattaa nil cccctattaa no match nil nil nil 0 [] 3 27.99 [1] () 0
79 cectgattttatatact NM_013507 Eifdg2 ambiguousgenei nil nil nil o o 0 7 25.¢66
480 cectgggttcageceyc) nil CCCTGGGTTC multiple nil nil nil 0 5 95.64
481 coctgcaaccaggatagt nil CCTGCAACCA multiple nil nil nil () 2 14
482 cggagaccet NM_011732 Ybx1l ambiguousgene| nil nil nil (1] 0 o 0 1 0 0o ]
483 ctaataaagccaccgtyl n CTAATAAAGC multiple nil ni nil 0 0 o 81.64 36.485 | 57.6225
484 ctgaacatctcccectt n multiple nil ni nil 0 0 0 0 12.31 13.085 11.88
485 ctgcacttttttattct NM 008568 Mcm7 gene chrs 138605867 - 0 0 0 0 9.33 S .94 1.38
486 ctgcatcgttgotgtcal n CTGCATCGTTGCTGTCA multiple nil ni nil 0 1] 0 0 34.99 11.54 7.63 0.725 3.91
487 ctgccocaca KM_009438 Rpll3a ambiguocusgene nil nil nil 0 0 0 S 0 o 2.31 55.9¢6 1] 0
488 ctggggtgggcattggt nil CTGGGGTGGG multiple nil nil nil 0 0 0 7 23.33 22 57.7 10.17 25.5325
489 ctgtaggtgaaattcct nil CTGTAGGTGA multiple nil nil nil 1] ] [1) 5 97.97 44.32 228.49 78.85 49.475




T/.¢

400 gaagtcaaaaaaaaaaa nil gaagtcaaaaaaaaaaa no match nil nil nil 0.79 0.67 13.85 5.09 0.985
401 gagaaactgaccaatct NM_ 010864 MyoSa ambiguousgene nil nil nil 0 3.33 0 o 0.8075
492 |gatgctgecaattttgal NM_009079 Rpl22 ambiguousgene| nil nil nil 22.84 4.33 30 17.81 3.8275
49 gcaaaaaaaaasaaaaal ni GCAAAAAAINIANAANAA multiple ni ni ni 14.18 2.33 16.16 5,09 =.035
494 gccaagggtcagaggct ni GCCAAGGGTCAGAGGCT multiple ni ni ni 81.91 32.65 BO.78 63.59 29.8225
495 gcctccaaggagtaaaa ni GCCTCCAAGG multiple ni ni ni 185.87 126.62 221.57 ©6.13 133.323
496 gectttatgagaagaaa NM 011297 Rps24 ambiguousgene nil nil nil 121.29 31.32 109.38 32.89
497 gcggtgaarcacgggry ni GCGGTGAATCACGGGTG multiple ni ni ni 1 25.2 2 2.54 0.4775
498 gcotgoctagagaaggat ni gctgcctagagaaggat no match ni ni ni 3 13.39 0.33 33.07 0.4775
499 gettgecota ni gettgeccta no_match ni ni ni 3 7.09 0 12.72 0
500 ggggaaatcgcagettc) NM_025284 TMSB10 ambiguocusgene| nil nil nil S 256.75 34.99 269.62 33.9575%
501 ggggctcacaaccatct nil GGGGCTCACAACCATCT multiple nil nil nil 3 14.96 1 17.81 1.8728
502 gggtttttattattttt NM_011732 Ybxl ambiguousgene nil nil nil 5 84.27 96.66 14.517%
503 ggtaaacaat nil GGTAAACAAT multiple nil nil nil 10.24 7.63 ]
504 gtaagcataaaaaaaaa NR_002856 LOC218963 ambiguousgeone nil nil nil 92.15 89.03

505 gtcaaaaaaaaaaaaaal nil gtcaaaaaaaaaaaaaa no match nil nil nil 18.9 3 20.35

506 gtcacaccacaagtaaa nil GTCACACCACAAGTAAA multiple nil nil nil 8.66 1.33 2.54

507 gtcatagctgttotgtyg NM_14 BC025816 ambiguousgene nil nil nil 0.33 0 38.15

508 gtctgetgatggocag NM_008143 Gnb211 ambiguousgene nil nil nil 118. 85.4 66.13 17.81
509 gtggctcacaaaaatat nil GTGGCTCACA multiple nil nil nil 1045.89 1375.59 1040.34 1239.57
s10  |gtgggcgtgtacaaagd| NM_009091 Rps15 ambiguousgene nil nil nil 112.62 101.55 124.64 80.365
511 |gtattaaccagctgaaa o GTGTTAACCAGCTGAAA multiple ns ni ot 70,88 59, 2¢ 35.61 G.47
512 gttgctgagaageggct n GTTGCTGAGAAGCGGCT multiple ni ni ni 145.7 143. 76.31 4.825
513 taatttttttagatcat n TAATTTTTTT multiple ni ni ni 9.45 13.8 5.09 6.485
514 tacccgtaca n tacccgtaca no _match ni ni ni 1.58 2 2.54 0
55 tactgctgataaagect NM_017367 Ceni ambiguousgene nil nil nil 45.68 48.47 38.15 30.705
516 tagatataggcttacta nil TAGATATAGGCTTACTA multiple nil nil nil 43.32 48.47 40.7 335,975
517 |tatattgattgtggcaa NM_007569 Btgl ambiguousgene| nil nil nil 10.24 9.23 5.09 1.3
51 tcaagaacaaaataaaa n TCAAGAACAA multiple ni n ni 0 0.79 0 2.54 8.74
51 tcaataaagccactgaal n TCAATAAAGC multiple ni n ni 0 14.96 27.7 0 13.762
520 tcaccgtaca n tcaccgtaca no match ni n ni 0 0 0 0 0

52 tocccogtacagtceccc n tcccecgtacagtecee no match ni n ni 0 1.58 2.54 0

522 tccccgacat ni tccccgacat no match ni n ni 9o 1.58 [ 0
523 tccccggtac ni tccceggtac no match ni ni ni 0 3.94 7.63 0
524 tcccegtaat ni tccccogtaat no match ni ni ni 0 0 0
525 tcoccgtaca ni tcccegtaca no match ni ni ni 0 268.56 0
526 tcceegtact ni tcccegtact no match ni ni ni 0 4.73 0

527 tcccegttca n tcccegttca no match ni ni ni 0 0
528 tccectacat n tcccctacat no match n ni ni 8.66 0

529 tcecectatta n tccecctatta no _match n n ni 0 1.58 0
530 tcccgtacat n tcccgtacat no match n n ni 37.02 0

531 tccctattaa ni tccctattaa no match n n ni 118.92 178.05 0
532 tccctattag ni tccctattag no match ni n ni 0 1.58 5.09 0
533 tccctattat ni tccctattat no match ni ni ni 0 0.79 2.54 0
534 tccctattga ni tccctattga no match ni i ni 0 0 )
535 tccctattta ni tccctattta no match ni ni ni 0 0 0 0
536 tccctgtaca ni tcce ca no match ni ni ni 0.79 2.31 0 0
537 tcccttatta ni tocccttatta no match ni ni ni 0 0 [ ]

538 tcctattaag nt tcctattaag no match ni ni ni 3 .09 13.85 7.63 0
539 tccttattaa ni tccttattaa no match ni ni ni 3 [ [ o (1]
540 |tcgccgtaca ni tcgccgtaca no match ni ni ni 3 0 0 0 0
S541 tctetetgttgtecgte| NM 001039147 Moxrf4ll ambiguousgene nil nil nil 3 0 0 0 1.08
542 tctgecctetcaggect nil TCTGCCCTCT multiple nil nil nil 7 13.39 16.16 10.17 45.0475
543 tctgctaaagaaaagga NM_010439 HMGB1 ambiguousgene| nil nil nil 2 37.8 41.54 76.31 €.98
544 tetgttagetattcatal NM_145556 Tardbp ambiguousgene nil nil nil 12.6 [} 9.23 10.17 2.3325
545 |tctraatgaagtttgaa NM_013506 Eifda2 ambiguousgene nil nil nil 20.48 42.65 10,17 47.51
546 tgctgtgaaaaaaaaaa ni TGCTGTGAAA multiple ni ni ni 14.96 40.98 12.72 57.045
547 tggaggctce ni TGGAGGCTCC multiple ni ni ni 62.22 ) 58.5 0

548 tggatcaagt ni TGGATCAAGT multiple ni ni ni 5.51 0 5.09 0
549 tgtactcaataaacgac ni TGTACTCAAT multiple ni ni ni 114.2 16.33 104.29 18.295




tgtagtgtaacaaaggt Rps8 ambiguousgene| nil nil 93.96 96.94 58.5
tgtataaaaaaaaaaaa nil TGTATAARAR multiple nil nil 26.99 46.16 33.07
tgtgccaagtgtgteeg NM 026724 Rpl34 ambiguousgene nil nil 17.99 30.52
tgtgtcaaccagtgtca nil TGTGTCAACC multiple nil nil 77.3 20.35
tgtgttgagagetictcl nil TGTGTTGAGAGCTTCTC multiple nil nil 0 43.24
ttoagetegagegecaa NM_011300 Rps7 ambiguousgene| nil nil 12 43.24
nil ttccegtaca no match nil nil 0 0 0 0
nil ttocctattaa no match nil nil 0 0 0
nil TTGAGAATGATAACTCT multiple nil nil 0 0.94
nil TTTCTGTATG multiple nil nil 3.835
tttgttaattctaaatt NM_021510 Hnrnphl ambiguousgens| nil nil
tttttggtgtgettata NM_024173 Atp6vigl ambiguousgene nil nil 6 10.17 5.205 6.17

¢le




A-4 Additional data file 3

Functional annotations clustering analysisusing DAVID.
Original version of this data file is accessible http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s3.xIs.

Note 1 Only GeneOntology databases were considered in the functional annotation clustering analysis.

Note 2 Functional clustering was performed using high stringency classification with a kappa similarity threshold of 0.85 and a minimum term
overlap of 3. Classification was carried out using a multiple linkage threshold of 0.5 with both numbers of initial and final group
members set to 3.

Note 3 A GO term was considered statistically significant when the computed p value was <0.05.

Note 4 Only functional group with equal or more than 3 statistically significant GO terms are shown here.

Note 5 Total number of DETs from embryonic-specific gene clusters (1, 5 and 6) mapped to DAVID ID = 127.

N Note6 Total number of DETs from adult-specific gene clusters (4, 8 and 10) mapped to DAVID ID = 113.

“ Note7 Total number of DETs from gene-switching gene clusters (2 and 7) mapped to DAVID ID = 118.



vlc

EMBRYONIC-SPECIFIC GENE CLUSTERS: 1, 5and 6

morphogenesis

Functional Group 1 Median: 9.82E-14 0 (()31?50_:14 :;;s?, fgtlzz Rps24, Rps4x, Rps9, Rps27, Rps17, Rps28, Rpl32, Rpl13, Rpl8, Rps15, Rps7, Rpl37a, Rpl4, Rpl34, Rpl23a, Rpl18a, Ppil1, Hnrnpa1, Hnrnpc, Lsm5, Uchl1, Tmsb4x,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Beniamini FDR
G0O:0005830~cytosolic ribosome o Rps8, Rpl22, Rps24, Rps4x, Rps9, Rps27, Rps17, Rps28, Rpl32,
GOTERM_CC_ALL (sensu Eukaryota) 14 11.02% 553E-18 Rpl13. Rpls. Rps15. Rps7. Rpl37a 105 50 15845 42.25333333 4.34E-15 | 4.34E-15 | 8.47E-15
G0:0003735~structural o Rps8, Rpl22, Rps24, Rps4x, Rps9, Rps27, Rpl4, Rpl34, Rps17,
GOTERM_MF_ALL constituent of ribosome 18 14.17% 4.63E-15 Rps28. Rpl32, Rpl23a, Rpl13, Rpl8, Rps15. Rpl18a, Rps7. Rpl37a, 109 186 16377 14.54010062 1.26E-11 1.26E-11 | 8.30E-12
. - o Rps8, Rpl22, Rps24, Rps4x, Rps9, Rps27, Rpl4, Rpl34, Rps17,
GOTERM_CC_ALL G0O:0005840~ribosome 18 14.17% 9.90E-15 Rps28. Rpl32, Rpl23a, Rpl13, Rpl8, Rps15. Rpli8a, Rps?. Rpl37a 105 196 15845 13.85860058 7.75E-12 | 3.87E-12 | 1.51E-11
. B . Rps8, Rpl22, Rps24, Rps4x, Rps9, Rps27, Rps17, Rps28, Rpl32, .
GOTERM_CC_ALL G0:0044445~cytosolic part 14 11.02% 1.87E-13 Rpl13, Rpi6. Rpsi5, Rps7, Rpl37a 105 106 15845 19.93081761 1.46E-10 | 2.44E-11 | 2.86E-10
- . Ppil1, Rps8, Rpl22, Rps24, Rps4x, Hnrnpa1, Rps9, Hnrnpc, Lsm5,
GOTERM_CC_ALL | 30-0030529-ribonucleoprotein 2 1732% | 467E12 |Rps27, Rpi, Rpl34, Rps28, Rps17, Rpl32, Rpl23a, Rpl13, Rpl8, 105 483 15845 | 6873508824 | 366E-09 | 523E-10 | 7.14E-00
plex
Rps15, Rpl18a, Rps7, Rpl37a
. _ p Rps8, Rpl22, Uchl1, Rps24, Rps4x, Tmsb4x, Rps9, Rps27, Rps28,
GOTERM_CC_ALL G0:0005829~cytosol 18 14.17% 2.43E-09 Rps17, Rpl32, Mapt, Rpl13. RpI8, Rps15, Actb, Rps7, Rpl37a, 105 427 15845 6.361324858 1.91E-06 | 1.91E-07 | 3.72E-06
Functional Group 2 Median: 2.12E-7 12?%_7 Rpl22, Ptms, Rps24, Rps4x, Rps9, Eif2s3x, Rps27, Rpl4, Rpl34, Tia1, Rps28, Rps17, Rpl32, Rpl23a, Rpl13, Rpl8, Rps15, Rpl18a, Rps7, Eef1b2, Rpl37a, Gpil, Impdh2, Mat2a,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
Rpl22, Ptms, Rps24, Rps4x, Rps9, Eif2s3x, Rps27, Rpl4, Rpl34,
GOTERM_BP_ALL G0O:0006412~translation 21 16.54% 4.64E-10 |Tia1, Rps28, Rps17, Rpl32, Rpl23a, Rpl13, Rpl8, Rps15, Rpl18a, 108 510 14977 5.710185185 241E-06 | 2.41E-06 | 8.86E-07
Rps7, Eef1b2. Rpl37a,
i ~ Rpl22, Ptms, Rps24, Rps4x, Rps9, Gpi1, Eif2s3x, Rps27, Rpl4,
GOTERM_BP_ALL 30'02&9259 rma”"m‘)'ecu'e 22 17.32% | 6.85E-08 |Rpl34, Tial, Rps28, Rps17, Rpl32, Rpl23a, Rpl13, Rpl8, Rps15, 108 754 14977 4.046247176 | 3.55E-04 | 1.78E-04 | 1.31E-04
losynthetic process Rpl18a, Rps7, Eeflb2, Rpl37a
GO-0044249~cellular Rpl22, Ptms, Rps24, Rps4x, Rps9, Gpi1, Impdh2, Eif2s3x, Rps27,
GOTERM_BP_ALL . . 24 18.90% 3.55E-07 |Rpl4, Rpl34, Tia1, Rps28, Rps17, Mat2a, Rpl32, Rpl23a, Rpl13, Rpl8, 108 985 14977 3.378905809 0.0018425 | 4.61E-04 | 6.79E-04
biosynthetic process
Rps15, Rpl18a, Rps7, Eef1b2, Rpl37a
GO-0009058~biosyntheti Rpl22, Ptms, Rps24, Rps4x, Rps9, Gpil, Impdh2, Eif2s3x, Rps27,
GOTERM_BP_ALL 103y Ic 24 18.90% | 4.57E-05 |Rpl, Rpl34, Tial, Rps28, Rps17, Mat2a, Rpl32, Rpl23a, Rpl13, Rpl8, 108 1318 14977 2525206542 | 0.2111883 | 0.016802 | 0.087259
process
Rps15, Rpl18a, Rps7, Eef1b2, Rpl37a,
AT G S Median: 2 13E-6 Geo: Rpl22, Uchl1, Ptms, Rps24, Mapk6, Rps4x, Rps9, Tubb3, Eif2s3x, Rpl4, Cfl1, Ubc, Ptprz1, Rps28, Rps17, Tubb5, Rpl32, Ubtd2, Arpc5, Rpl13, Rpl8, Prkcn, Mex3b, Btg1, Rpl18a,
P T 3 2.53E-6 |Cdk4, Rps7. Eef1b2, Ppil1, Sbk1, Ezh2, Tubb2b, Stmn1, Rps27. Rpl34, Tia1, Tubala, Als2cr2, Rpl23a, Mapt, Wsb1, Cd24a, Rnf38, Rps15, Rpl37a,
Category Term Count % PValue Genes List Total Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
Rpl22, Uchl1, Ptms, Rps24, Mapk6, Rps4x, Rps9, Tubb3, Eif2s3x,
. - : Rpl4, Cfl1, Ubc, Ptprz1, Rps28, Rps17, Tubb5, Rpl32, Ubtd2, Arpc5,
GOTERM_BP_ALL ggtfg:)‘l‘i‘cz‘jzoccees"s“'a’ protein 45 3543% | 146E-06 |Rpl13, Rpl8, Prkcn, Mex3b, Btg1, Rpl18a, Cdk4, Rps7, Eef1b2, Ppill, 108 3123 14977 1.998212189 | 0.007557 | 9.48E-04 | 0.002791
P Sbk1, Ezh2, Tubb2b, Stmn1, Rps27, Rpl34, Tia1, Tubala, Als2cr2,
Rpl23a, Mapt, Wsb1, Cd24a, Rnf38, Rps15, Rpl37a,
Rpl22, Uchl1, Ptms, Rps24, Mapk6, Rps4x, Rps9, Tubb3, Eif2s3x,
G0:0044260~cellular Rpl4, Cfl1, Ubc, Ptprz1, Rps28, Rps17, Tubb5, Rpl32, Ubtd2, Arpc5,
GOTERM_BP_ALL macromolecule metabolic 45 35.43% 2.13E-06 |Rpl13, Rpl8, Prkcn, Mex3b, Btg1, Rpl18a, Cdk4, Rps7, Eef1b2, Ppilt, 108 3165 14977 1.971695629 0.0109988 | 0.001228 | 0.00407
process Sbk1, Ezh2, Tubb2b, Stmn1, Rps27, Rpl34, Tia1, Tubala, Als2cr2,
Rpl23a, Mapt, Wsb1, Cd24a, Rnf38, Rps15, Rpl37a,
Rpl22, Uchl1, Ptms, Rps24, Mapk6, Rps4x, Rps9, Tubb3, Eif2s3x,
. _ . . Rpl4, Cfl1, Ubc, Ptprz1, Rps28, Rps17, Tubb5, Rpl32, Ubtd2, Arpc5,
GOTERM_BP_ALL (3[2(.:(;(5)159538 protein metabolic 45 3543% | 5.18E-06 |Rpl13, Rpl8, Prkcn, Mex3b, Btg1, Rpl18a, Cdk4, Rps7, Eef1b2, Ppill, 108 3268 14977 1.909552224 | 0.0265473 | 0.002687 | 0.009901
P Sbk1, Ezh2, Tubb2b, Stmn1, Rps27, Rpl34, Tia1, Tubala, Als2cr2,
Rpl23a, Mapt, Wsb1, Cd24a, Rnf38, Rps15, Rpl37a,
Functional Group 4 Median: 3.16E-4 4%3&4 Ptprz1, Uchl1, Cdknic, Robo1, Chl1, Mapt, Cd24a, Stmn1, Dpysl5, Dcx, Cfl1, Igfbpl1, Als2cr2, Btg1, Wnt7b, Vezf1, Mycn,
Category Term Count % PValue Genes List Total Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_BP_ALL |©©:0048666-neuron 10 7.87% 550E-05 |PtPrzl, Uchlt, Cdknic, Robot, Chl1, Mapt, Cd24a, Stmnf, Dpysl5, 108 240 14977 577816358 | 0.2483063 | 0.017681 | 0.104979
development Dcx,
GOTERM_BP_ALL | 200951 To-neurite 9 709% | 143E-04 |Ptprz1, Uchi1, Robot, Chi1, Mapt, Cd24a, Stmn1, Dpysl5, Dex, 108 213 14977 | 5859546166 | 05245989 | 0.042798 | 0273262
GOTERM_BP_ALL G0O:0007409—-axonogenesis 6.30% 2.16E-04 |Ptprz1, Uchl1, Robo1, Chi1, Mapt, Stmn1, Dpysl5, Dcx, 108 170 14977 6.525925926 0.6739078 | 0.057272 | 0.411512
GOTERM_BP_ALL G0:0032990~cell part 10 7.87% 2.75E-04 |Ptprz1, Uchl1, Robo1, Chi1, Mapt, Cd24a, Stmn1, Dpysl5, Cfl1, Dcx, 108 297 14977 4.669223095 0.7606276 | 0.065817 | 0.524747




G/¢

G0:0048858~cell projection

GOTERM_BP_ALL morphogenesis 10 7.87% 2.75E-04 |Ptprz1, Uchl1, Robo1, Chl1, Mapt, Cd24a, Stmn1, Dpysl5, Cfl1, Dcx, 108 297 14977 4.669223095 0.7606276 | 0.065817 | 0.524747
GOTERM_BP_ALL | > oo o 10 787% | 275E-04 |Ptprz1, Uchi1, Robot, Chit, Mapt, Cd24a, Stmn1, Dpysl5, Cfl1, Dex, | 108 207 | 14077 | 4660223005 |0.7606276 | 0.065817 | 0.524747
G0O:0048667~neuron
GOTERM_BP_ALL morphogenesis during 8 6.30% 3.16E-04 |Ptprz1, Uchl1, Robo1, Chl1, Mapt, Stmn1, Dpysl5, Dcx, 108 181 14977 6.129322693 0.8065873 | 0.06894 | 0.602758
differentiation
GOTERM_BP_ALL gg;gﬁggg;g;ige”"‘e 8 630% | 3.16E-04 |Ptprz1, Uchi1, Robol, Chi1, Mapt, Stmn1, Dpysl5, Dex, 108 181 14977 | 6129322693 | 08065873 | 0.06894 | 0.602758
GOTERM_BP_ALL ggé?g;?;gn"”e”m" 10 787% | 3.27E-04 B‘cpxm’ Uchl1, Cdkn’c, Robot, Chi1, Mapt, Cd24a, Stmnf, Dpysl5, 108 304 14977 456170809 | 0.8167392 | 0.065622 | 0.622477
GOTERM_BP_ALL  |©0:0000902~cell 13 1024% | 404g-04 |UChIT.Stmn1, Dex, lgibplt, CfiT, Ptprz1, Robot, Als2cr2, Chi1, Mapt, | o4 531 14977 | 3.395079166 | 0.8770696 | 0.077456 | 0.768391
morphogenesis Cd24a, Dpysl5. Btat.
GOTERM_BP_ALL G0,0032989~_ceIIuIar structure 13 10.24% 4 04E-04 Uchl1, Stmn1, Dcx, Igfbpl1, Cfl1, Ptprz1, Robo1, Als2cr2, Chl1, Mapt, 108 531 14977 3395079166 0.8770696 | 0.077456 | 0 768391
morphogenesis Cd24a, Dpysl5, Btg1,
G0:0000904~cellular
GOTERM_BP_ALL morphogenesis during 8 6.30% 6.48E-04 |Ptprz1, Uchl1, Robo1, Chl1, Mapt, Stmn1, Dpysl5, Dcx, 108 204 14977 5.438271605 0.9654702 | 0.113267 | 1.230992
differentiation
GOTERM_BP_ALL ng}%?]“sasgg'ge“e’a""" of 10 787% | 8.13E-04 E‘Cpxm’ Uchl1, Cdkn’c, Robot, Chi1, Mapt, Cd24a, Stmnf, Dpysl5, 108 345 14977 4.019592056 | 0.9853443 | 0.135512 | 1.541984
GOTERM_BP_ALL  |G0:0022008~neurogenesis 10 7.87% | 000140287 ;‘c‘;’“’ Uchl, Cdkn’c, Robof, Chi1, Mapt, Cd24a, Stmnf, Dpysl5, 108 373 14977 | 3717853242 | 09993169 | 0.187997 | 2 646558
G0:0009653~anatomical o Uchl1, Stmn1, Cfl1, Dcx, Igfbpl1, Ptprz1, Wnt7b, Robo1, Als2cr2,
GOTERM_BP_ALL structure morphogenesis 16 12.60% | 0.02198447 Chl1, Mapt, Vezf1, Cd24a, Btg1, Dpysi5. Mycn, 108 1191 14977 1.862984731 1 0.918655 | 34.6049
AT EETE Median: 8.95E-4 Geo: Ptms, Rps24, Rps4x, Sox4, Hnrnpa1, Tubb3, Gpi1, Eif2s3x, KIf3, Rbm25, Ubc, Tubb5, Rps17, Rps28, Idh2, H2afy, Arpc5, Rpl8, Prkcn, Neurod1, Mycn, Cdk4, Ppil1, Tardbp,
P - 0.0012 [Tubb2b, Stmn1, Rpl34, Tcf4, Als2cr2, Rpl23a, Mapt, Zfp57, Rnf38, Rpl37a, Rpl22, Uchl1, Mapk6é, Rps9. Hnrnpc, Rpl4, Cfl1, Ptprz1, Rpl32, Ubtd2, Rpl13, Mex3b, Btg1, Pcna,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
Ptms, Rps24, Rps4x, Sox4, Hnrnpa1, Tubb3, Gpi1, Eif2s3x, KIf3,
Rbm25, Ubc, Tubb5, Rps17, Rps28, Idh2, H2afy, Arpc5, Rpl8, Prkcn,
G0-0043170~macromolecule Neurod1, Mycn, Cdk4, Ppil1, Tardbp, Tubb2b, Stmn1, Rpl34, Tcf4,
GOTERM_BP_ALL mefabolic rocess 65 51.18% 1.55E-04 |Als2cr2, Rpl23a, Mapt, Zfp57, Rnf38, Rpl37a, Rpl22, Uchl1, Mapk6, 108 6299 14977 1.431010507 0.5518833 | 0.043615 | 0.294951
P Rps9, Hnrnpc, Rpl4, Cfl1, Ptprz1, Rpl32, Ubtd2, Rpl13, Mex3b, Btg1,
Pcna, Rpl18a, Rps7, Eef1b2, Ybx1, Cdknic, Sbk1, Mcm7, Sox12,
Ezh2, Lsm5, Rps27, Tia1, Tubala, Wsb1, Cd24a, Sox11, Rps15
Ptms, Rps24, Rps4x, Sox4, Hnrnpa1, Tubb3, Gpi1, Eif2s3x, KIf3,
Rbm25, Ubc, Tubb5, Rps17, Rps28, Idh2, H2afy, Arpc5, Rpl8, Prkcn,
Mycn, Neurod1, Cdk4, Ppil1, Tardbp, Tubb2b, Stmn1, Rpl34,
G0:0044238~primary metabolic o Ppp1r10, Tcf4, Als2cr2, Rpl23a, Mapt, Zfp57, Rnf38, Rpl37a, Rpl22,
GOTERM_BP_ALL process 69 54.33% 8.93E-04 Uchl1, Mapk6. Ak1, Rps9. Hnmpc, Impdh2, Rpld, Cfi1, Ptprz1, Rpl32, 108 7204 14977 1.328239713 0.9903202 | 0.143234 | 1.692153
Ubtd2, Rpl13, Mex3b, Btg1, Pcna, Rpl18a, Rps7, Eef1b2, Ybx1,
Cdkn1c, Sbk1, Mcm7, Sox12, Ezh2, Lsm5, Rps27, Tia1, Tubala,
Mat2a, Wsb1, Cd24a, Sox11, Rps15,
Ptms, Rps24, Rps4x, Sox4, Hnrnpa1, Tubb3, Gpi1, Eif2s3x, KIf3,
Rbm25, Ubc, Tubb5, Rps17, Rps28, Idh2, H2afy, Arpc5, Rpl8, Prkcn,
Mycn, Neurod1, Cdk4, Ppil1, Tardbp, Tubb2b, Stmn1, Rpl34,
G0:0044237~cellular metabolic o Ppp1r10, Tcf4, Als2cr2, Rpl23a, Mapt, Zfp57, Rnf38, Rpl37a, Rpl22,
GOTERM_BP_ALL process 69 54.33% 8.97E-04 Uchi1, Mapk6. Ak1, Rps9, Hnmpc, Impdh2, Rpl4, Cfi1, Ptprz1, Rpl32, 108 7205 14977 1.328055363 0.9905298 | 0.139559 | 1.700072
Ubtd2, Rpl13, Mex3b, Btg1, Pcna, Rpl18a, Rps7, Eef1b2, Ybx1,
Cdkn1c, Sbk1, Mcm7, Sox12, Ezh2, Lsm5, Rps27, Tia1, Tubaia,
Mat2a, Wsb1, Cd24a, Sox11, Rps15,
Ptms, Rps24, Rps4x, Sox4, Hnrnpa1, Tubb3, Gpi1, Eif2s3x, KIf3,
Rbm25, Ubc, Tubb5, Rps17, Rps28, Idh2, H2afy, Arpc5, Rpl8, Prkcn,
Mycn, Neurod1, Cdk4, Ppil1, Tardbp, Tubb2b, Stmn1, Rpl34,
GOTERM_BP_ALL | GO:0008152~metabolic process | 70 55.12% | 0.01491178 |"PPIrO, Tcf4, Als2cr2, Rpl23a, Mapt, ZipS7, Rnf38, Rpl37a, Rpl22, 108 8036 | 14977 | 1207978449 1 0.843901 | 24.95266

Uchl1, Mapk6, Ak1, Rps9, Hnrnpc, Impdh2, Rpl4, Cfl1, Ptprz1, Rpl32,
Ubtd2, Rpl13, Mex3b, Btg1, Pcna, Rpl18a, Rps7, Eef1b2, Ybx1,
Cdkn1c, Sbk1, Mcm7, Sox12, Ezh2, Lsm5, Rps27, Tial, Tubaia,
Mat2a, Wsb1, Cd24a, Cox6c, Sox11, Rps15,
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Functional Group 6

Median: 0.0012

Geo:

Tmsb4x, Robo1, Chl1, Arpc5, Cd24a, Btg1, Stmn1, Dpysl5, Cfl1, Dcx,

0.0020

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_BP_ALL  |GO:0051674~localization of cell 10 7.87% | 0.00118437 |Tmsb4x, Robo1, Chi1, Ampc5, Cd24a, Btg1, Stmn1, Dpysl5, Cfi1, Dex,| 108 364 14977 | 3.800778185 |0.9978727 | 0.165538 | 2.238773
GOTERM_BP_ALL  |GO:0006928~cell motility 10 7.87% | 0.00118437 |Tmsb4x, Robo1, Chi1, Apc5, Cd24a, Btg1, Stmn1, Dpysls, Cfi1, Dex,| 108 364 14977 | 3.800778185 |0.9978727 | 0.165538 | 2.238773
GOTERM_BP_ALL __|GO-0016477~cell migration 8 6.30% | 0.00592416 | Tmsbdx, RoboT, Chil, Cd24a, Btg1, Dpysi5, CfiT, Dex 108 302 14977 | 3.673534462 1 0546617 | 10.73173

Functional Group 7 Median: 0.0351 0%%%5 Tubb5, Gng2, Tubb3, Gnb2I1, Tubb2b, Eif2s3x, Gbp6, Tubala, Mcm7,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_MF_ALL __|GO-0003924~GTPase activity 8 6.30% | 6.58E-05 |Tubbb, Gng2, Tubb3, Gnb2I1, Tubb2b, Eif2s3x, Gbpb, Tubala, 109 152 16377 | _7.007774022 | 0.1630826 | 0.03498 | 0.117077
GOTERM_MF_ALL | G0:0017111~nucleoside- 9 7.00% | 002820823 | TUbb3, Gng2, Mcm7, Tubb3, Gnb2I1, Tubb2b, Eif2s3x, Gbpé, 109 547 16377 | 2472082921 1 0.992073 | 29.90837
triphosphatase activity Tubaila,

GOTERM_MF_ALL Sc%v?t? 6462~pyrophosphatase 9 7.00% | 0.0350734 |1U0DS, Gng2 Mem7, Tubb3, Gnb2:1, Tubbab, Eif2s3x, Gbp, 100 571 16377 | 2.368177500 1 0.095324 | 47.03224
G0:0016818~hydrolase activity,

GOTERM_MF_ALL |2cting on acid anhydrides, in 9 7.00% | 003663521 | TUbbS, Gng2, Mcm7, Tubb3, Gnb2I1, Tubb2b, Eif2s3x, Gbpé, 109 576 16377 | 2347620413 1 0.995076 | 4853764
phosphorus-containing Tubaia,
anhydrides _ _

GOTERM_MF_ALL | G0:0016817~hydrolase activity, 9 7.09% | 0.03890012 | TUPDS. Gng2, Mcm7, Tubb3, Gnb2I1, Tubb2b, Eif2s3x, Gbp, 100 583 16377 | 2319432861 1 0.995329 | 50.64915
acting on acid anhydrides Tubaia,

Functional Group 8 Median: 0.0748 O%j%:() Tubb5, Gng2, Tubb3, Gnb2I1, Tubb2b, Eif2s3x, Gbp6, Tuba1la,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_MF_ALL __|GO-0003924~GTPase activity 8 6.30% 6.58E-05] Tubbb, Gng2, Tubb3, Gnb2IT, Tubb2b, Eif2s3x, Gbpb, Tubala, 109 152 16377 | 7.007774022 | 0.1630826 | 0.03498 | 0.117077
GOTERM_MF_ALL _|GO:0005525~GTP binding 6 4.72% | 0.07153823|Tubb5, Tubb3, Tubb2b. Eif2s3x, Gbpb, Tubala, 109 336 16377 | 2.682094758 1 0.099838 | 73.31744
GOTERM_MF_ALL | G0-0032561~guanyl 6 472% | 0.07810200|Tubb5, Tubb3, Tubb2b, Eif2s3x, Gbp6, Tubala, 100 345 16377 | 2.61300350 1 0.099895 | 76 48283

ribonucleotide binding
GOTERM_MF_ALL Snod?n(’; 9001~guanyl nucleotide 6 472% | 0.07885005|Tubb5, Tubb3, Tubb2b, Eif2s3x, Gbp6, Tubala, 109 346 16377 | 2605451556 1 0999862 | 7682054
Functional Group 9 Median: 0.0450 0%%‘:’,,7 Ppil1, Hnmpa1, Hnrpe, Lsm5, Rbm25, Ybx1,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_BP_ALL __|GO-0006397-mRNA processing 6 4.72% | 0.02795747 |Ppill, Hnmpat, Hnmpc, Lsm, Rbm25, Ybx 108 238 14977 | 3.496031746 0.047360 | 41.82802
GOTERM_BP_ALL SgiﬂlﬁOT'”mRNA metabolic 6 472% | 0.04486508 |Ppil1, Hnmpat, Hnmpe, Lsm5, Rbm25, Ybx1, 108 271 14977 | 3.070315703 0.982393 | 58.39791
GOTERM_BP_ALL __|GO:0008380~RNA splicing 5 3.04% | 0.04505871 |Ppill, HnmpaT, Anmpc, Lsmb, Ybx1 108 187 14977 _|__3.707912458 1 0.081494 | 58.55875
GOTERM BP_ALL __|GO-0006396~RNA processing 6 4.72% | 0.14700059 |Ppill. Hnmpa'. Hnmpc, Lsmb. Rbm25_ Ybx. 108 390 14977 | 2133475783 1 0.099994 | 9520596
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ADULT-SPECIFIC GENE CLUSTERS: 4, 8 and 10

Functional Group 1 Median: 1.35E-6 7(5;:;2:_5 Apoe, Snap25, Clstn1, Mbp, Ppp3ca, Camk2a, Lynx1, Digap1, Gabra1, Snch, Syn2, Plp1, Gja1, Gng13, Atp1a1, Mtap1a,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni| Benjamini FDR
GOTERM_BP_ALL  |GO:0019226~transmission of nerve impulse 12 1062% | 214E07 |GPO8: g;ﬁgzgipﬁ'gm’ Mbp, Ppp3ca, Camk2a, Lynx1, Digap1, Gabrat,| g7 254 14977 | 8.133043714 | 0.001111 | 0.001111 | 4.09E-04
GOTERM_BP_ALL | GO:0007268~synaptic transmission 11 073% | 34707 |GPO% S;ﬁgzgipﬁ'“m' Ppp3ca, Camk2a, Lynx1, Digap1, Gabraf, 87 211 14977 | 8.974614588 | 0.0018 | 9.00E-04 | 6.63E-04
GOTERM_BP_ALL  |G0:0007267~cell-cell signaling 13 1150% | 135E-06 |>nap25,Apoe, Camk2a, Ppp3ca, Lynx1, Gjal, Sncb, Syn2, Mbp, 87 372 14977 | 6.01597454 | 0.006986 | 0.002334 | 0.00258

Clstn1, Digap1, Gabra1, Plp1
" - ., o Apoe, Snap25, Gng13, Camk2a, Ppp3ca, Lynx1, Gja1l, Atplatl, Sncb, p p
GOTERM_BP_ALL G0:0003008~system process 16 14.16% | 0.12136378 Syn2. Mbp. Clstn1. Digap1. Gabral. Plp1. Mtapia. 87 1894 14977 1.454271808 1 0.999994 | 91.55863
GOTERM_BP_ALL  |GO:0050877~neurological system process 14 12.39% | 01977012 |SnaP25, Apoe, Cngl3, Camk2a, Ppp3ca, Lynx1, Sncb, Syn2, Mbp, 87 1745 14977 | 1.381141521 1 1 9851324
Clstn1, Digap1, Gabra1, Plp1, Mtapia,

. S Geo: Slc1a3, Scg2, Atp1b2, Tubada, Mic1, Thy1, Car2, Ptgds, Camk2n1, Syt13, Apoe, Itpr1, Syngr1, Snap25, Camk2a, Ppp3ca, Gria3, Gja1, Atp2b1, Atp1a1, Sirpa, Nsf, Syn2,

ancionaiCiouni2 MISTERE DIP 0.0016 | Laptmdb, Kic2, Ncald, Cck, Pacsin1, Kenj3, Trf, Gabrat, Arf3,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni| Benjamini FDR

Slc1a3, Scg2, Atp1b2, Tubada, Mic1, Thy1, Car2, Ptgds, Camk2n1,
) - . o Syt13, Apoe, ltpr1, Syngr1, Snap25, Camk2a, Ppp3ca, Gria3, Gja1,

GOTERM_BP_ALL G0:0051179~localization 32 28.32% 4 48E-04 Atp2b1, Atplal, Sirpa, Nsf, Syn2, Laptm4b, KIc2, Ncald, Cck, Pacsint, 87 3021 14977 1.823496064 | 0.902294 | 0.440912 | 0.852219
Kcnj3, Trf, Gabra1, Arf3,
Slc1a3, Atp1b2, Tubada, Mic1, Car2, Ptgds, Syt13, Itpr1, Syngrt,

GOTERM_BP_ALL G0:0006810~transport 27 23.89% | 0.00248859 |Snap25, Apoe, Camk2a, Ppp3ca, Gria3, Atp2b1, Atp1a1, Sirpa, Nsf, 87 2613 14977 1778811513 | 0.999998 | 0.924783 | 4.649106
Syn2, Laptm4b, Klc2, Ncald, Pacsin1, Kcnj3, Trf, Gabra1, Arf3,
Slc1a3, Atp1b2, Tubada, Mic1, Car2, Ptgds, Syt13, Itpr1, Syngrt,

GOTERM_BP_ALL G0:0051234~establishment of localization 27 23.89% | 0.00365748 |Snap25, Apoe, Camk2a, Ppp3ca, Gria3, Atp2b1, Atp1a1, Sirpa, Nsf, 87 2685 14977 1.731111539 1 0.958028 | 6.761382
Syn2, Laptm4b, Klc2, Ncald, Pacsin1, Kcnj3, Trf, Gabra1, Arf3,

Functional Group 3 Median: 0.0122 0%?;5 Apoe, Scg2, Lynx1, Chst1, Sirpa, Tmem59I, Epdr1, Ptprn, Ckmt1, Dkk3, Cx3cl1, Negr1, Cistn1, Ptgds, Fkbp2, Cck, Nptxr, Trf, Gabra1, Cyp46a1, Vgf, Syt13, Clu, Olfm1,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR

Apoe, Scg2, Lynx1, Chst1, Sirpa, Tmem59I, Epdr1, Ptprn, Ckmt1,

GOTERM_CC_ALL GO:0005576~extracellular region 24 21.24% | 0.00697976 | Dkk3, Cx3cl1, Negr1, Clstn1, Ptgds, Fkbp2, Cck, Nptxr, Trf, Gabra1, 92 2375 15845 1.740411899 | 0.995878 | 0.422549 | 10.16808
Cyp46a1, Vaf, Syt13, Clu, Olfm1.
Apoe, Scg2, Lynx1, Chst1, Sirpa, Tmem59I, Epdr1, Ptprn, Ckmt1,

GOTERM_CC_ALL G0:0005615~extracellular space 21 18.58% | 0.01219032 | Dkk3, Cx3cl1, Negr1, Fkbp2, Cck, Nptxr, Trf, Gabra1, Cyp46a1, Syt13, 92 2064 15845 1.752322422 | 0.999933 | 0.522737 | 17.11964
Clu, Olfm1
Apoe, Scg2, Lynx1, Chst1, Sirpa, Tmem59I, Epdr1, Ptprn, Ckmt1,

GOTERM_CC_ALL G0:0044421~extracellular region part 21 18.58% | 0.0226895 |Dkk3, Cx3cl1, Negr1, Fkbp2, Cck, Nptxr, Trf, Gabra1, Cyp46a1, Syt13, 92 2195 15845 1.647741904 1 0.675215 | 29.62707
Clu, Olfm1

Functional Group 4 Median: 0.0140 0%‘;";:8 Syngr1, Neald, Pacsin1, Syt13, Syn2, Trf,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_CC_ALL G0O:0030135~coated vesicle 5 4.42% | 0.00581693 |Syngr1, Ncald, Pacsin1, Syt13, Syn2, 92 125 15845 6.889130435 | 0.989681 | 0.479725 | 8.544083
GOTERM_CC_ALL | >0-0016023 cytoplasmic membrane-bound 6 531% | 0.01366611 |Syngrl, Ncald, Pacsin1, Trf, Syt13, Syn2, 92 246 15845 | 420068029 | 0.999979 | 0.537255 | 18.99515
GOTERM_CC_ALL G0:0031988~membrane-bound vesicle 6 5.31% 0.0159822 [Syngr1, Ncald, Pacsin1, Trf, Syt13, Syn2, 92 256 15845 4.036599864 | 0.999997 | 0.569188 | 21.85877
GOTERM CC ALL G0:0031410~cytoplasmic vesicle 6 5.31% |0.04704287 [Syngr1, Ncald, Pacsin1, Trf, Syt13, Syn2, 92 342 15845 3.021548436 1 0.792797 | 5217797
GOTERM_CC_ALL G0:0031982~vesicle 6 5.31% | 0.05153873 [Syngr1, Ncald, Pacsint, Trf, Syt13, Syn2, 92 351 15845 2.944072835 1 0.809746 | 55.51779

Functional Group 5 Median: 0.0242 0%92%:8 Apoe, Cistn1, Trf, Atp1a1, Thy1, 2810407CO02rik, Mbp, Pip1,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni| Benjamini FDR
GOTERM BP ALL G0:0030003~cellular cation homeostasis 5 4.42% | 0.00547871 |Apoe, Clstn1, Trf, Atp1al, Thy1, 87 123 14977 6.997944117 1 0.983004 | 9.964335
GOTERM_BP_ALL G0:0055080~cation homeostasis 5 4.42% | 0.00579821 [Apoe, Clstnt, Trf, Atplal, Thyt, 87 125 14977 6.885977011 1 0.97704 | 10.51537
GOTERM_BP_ALL G0:0019725~cellular homeostasis 6 5.31% |0.01716587 [Apoe, Clstn1, 2810407C02rik, Trf, Atp1al, Thy1 87 261 14977 3.957458053 1 0.997505 | 28.16655
GOTERM_BP_ALL G0:0055082~cellular chemical homeostasis 5 4.42% | 0.01926314 [Apoe, Clstn1, Trf, Atp1a1, Thyt, 87 178 14977 4.835658014 1 0.995084 | 31.03934
GOTERM BP ALL G0O:0006873~cellular ion homeostasis 5 4.42% | 0.01926314 |Apoe, Clstn1, Trf, Atp1al, Thyt, 87 178 14977 4.835658014 1 0.995084 | 31.03934
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GOTERM_BP_ALL | ©0:0030005~cellular di-, tri-valent inorganic 4 3.54% | 0.02422939 |Apoe, Clstn1, Trf, Thy1, 87 108 14977 | 6.37590464 1 0.996938 | 37.41402
cation homeostasis
GOTERM_BP_ALL ﬁ;;ggif:g?d'“ ri-valent inorganic cation 4 354% | 0.02540658 | Apoe, Clstn1, Trf, Thy1, 87 110 14977 | 6259979101 1 0.997001 | 38.84098
GOTERM_BP_ALL G0:0050801~ion homeostasis 5 4.42% | 0.02805437 |Apoe, Clstn1, Trf, Atp1al, Thy1 87 200 14977 4.303735632 1 0.997879 | 41.93871
GOTERM_BP_ALL G0:0048878~chemical homeostasis 5 4.42% | 0.05058167 |Apoe, Clstn1, Trf, Atp1al, Thy1 87 242 14977 3.556806308 1 0.999874 | 62.906
GOTERM_BP_ALL G0:0042592~homeostatic process 6 5.31% | 0.06455195 [Apoe, Clstn1, 2810407C02rik, Trf, Atp1at, Thy1, 87 375 14977 2.754390805 1 0.999914 | 72.05527
GOTERM BP ALL G0:0065008~requlation of biological quality 8 7.08% | 0.12064177 |Apoe, Clstn1, Mbp, 2810407C02rik, Trf, Atp1at1, Thy1, Plp1, 87 722 14977 1.907472856 1 0.999995 | 91.42511
Functional Group 6 Median: 0.0190 0(‘;;;3 Camk2a, Eef1a2, Kalrn, Zfp179, Itpka, Tubada, Atp1a1, Atp2b1, Nsf, Nme7, Pftk1, Ckmt1, Sept4, Syn2, Map2k1, Ckb, Centg3, Arf3,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni | Benjamini FDR
’ - . L Camk2a, Eefl1a2, Kalrn, Zfp179, ltpka, Tubada, Atp1a1, Atp2b1, Nsf,
- 9
GOTERM_MF_ALL G0:0032555~purine ribonucleotide binding 18 15.93% | 0.01561772 Nme7, Pftk1, Ckmt1, Sept4. Syn2. Map2k1. Ckb, Centg3, Arf3, 92 1754 16377 1.826793416 1 0.999999 | 24 43488
] . . . o Camk2a, Eef1a2, Kalrn, Zfp179, Itpka, Tubada, Atp1a1, Atp2b1, Nsf,
GOTERM_MF_ALL G0:0032553~ribonucleotide binding 18 15.93% | 0.01561772 Nme7, Pfik1, Ckmt1, Septd, Syn2, Map2k1, Ckb, Centg3, Arf3 92 1754 16377 1.826793416 1 0.999999 | 24.43488
’ S . - Camk2a, Eef1a2, Kalrn, Zfp179, Itpka, Tubada, Atp1a1, Atp2b1, Nsf,
GOTERM_MF_ALL G0:0017076~purine nucleotide binding 18 15.93% | 0.02236065 Nme7. Pftk1. Ckmt1, Septd. Syn2, Map2k1. Ckb, Centg3, Arf3 92 1826 16377 1.754762132 1 0.999963 | 33.13654
) . . - o Camk2a, Eef1a2, Kalrn, Zfp179, Itpka, Tubada, Atp1a1, Atp2b1, Nsf,
GOTERM_MF_ALL G0:0000166~nucleotide binding 18 15.93% | 0.0635773 Nme7. Pftk1. Ckmt1. Septd. Syn2. Map2k1. Ckb. Centd3, Arf3. 92 2075 16377 1.544190676 1 0.999689 | 68.93831
Functional Group 7 Median: 0.0404 0%%‘30 Gng13, Eef1a2, Zfp179, Atp1b2, Tubada, Atp2b1, Atp1a1, Nsf,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni| Benjamini FDR
GOTERM_MF_ALL Scct)i;l?g”m~"“°'e°s‘de"”"h°spha‘ase 8 7.08% | 0.03251187 |Gng13, Eefla2, Zfp179, Atp1b2, Tubada, Atp2b1, Atplal, Nsf, 92 547 | 16377 | 2603449646 1| 0.999986 | 44.47201
GOTERM_MF_ALL G0:0016462~pyrophosphatase activity 8 7.08% | 0.03957795 |Gng13, Eefla2, Zfp179, Atp1b2, Tubada, Atp2b1, Atp1a1, Nsf, 92 571 16377 2.494022691 1 0.999889 | 51.26501

G0:0016818~hydrolase activity, acting on
GOTERM_MF_ALL acid anhydrides, in phosphorus-containing 8 7.08% | 0.04116788 |Gng13, Eefla2, Zfp179, Atp1b2, Tubada, Atp2b1, Atp1a1, Nsf, 92 576 16377 2472373188 1 0.999703 | 52.68121
anhydrides
GOTERM_MF_ALL asc%g(:]"hﬁy?r;:;yd“"ase activity, acting on 8 7.08% | 004346338 |Gng13, Eefla2, Zfp179, Atp1b2, Tubada, Atp2b1, Atplal, Nsf, 9 583 16377 | 2442687747 1 | 0999454 | 5465753
Functional Group 8 Median: 0.0432 0%330 Eef1a2, Zfp179, Tubada, Centg3, Arf3, Sept4,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni| Benjamini FDR
GOTERM MF ALL G0:0005525~GTP binding 6 5.31% | 0.03926778 |Eefla2, Zfp179. Tubada. Centg3. Arf3, Sept4. 92 336 16377 3.178765528 1] 0.999947] 50.9841
GOTERM_MF_ALL G0:0032561~guanyl ribonucleotide binding 6 5.31% | 0.04317176 |Eefl1a2, Zfp179, Tubada, Centg3, Arf3, Sept4 92 345] 16377 3.09584121 1] 0.99965| 54.41085
GOTERM_MF_ALL G0:0019001~guanyl nucleotide binding 6 5.31% | 0.04361952 |Eef1a2, Zfp179, Tubada, Centg3, Arf3, Septd 92 346 16377 3.086893692] 1] 0.999172| 54.78909
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GENE-SWITCHING GENE CLUSTERS: 2and 7

Functional Group 1 Median: 7.64E-5 9(1;:32:_5 Rab6b, Gng2, Gnb1, Gnb2I1, Eif4a2, Rbbp4, Atp6v1g1, Tubb5, Atp9a, Ppa1, Atp5h, Atp1b1, Nav1, Atp11b,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
’ . - o Rab6b, Gng2, Gnb1, Gnb2lI1, Eif4a2, Rbbp4, Atp6v1g1, Tubb5, Atp9a,
GOTERM_MF_ALL G0:0016462~pyrophosphatase activity 14 11.86% | 6.56E-05 Ppat. Atp5h, Atp1b1. Nav1, Atp1b. 105 571 16377 3.824168126 | 0.162706 | 0.162706 | 0.116781
G0:0016818~hydrolase activity, acting on "
GOTERM_MF_ALL acid anhydrides, in phosphorus-containing 14 11.86% | 7.17E-05 sab?bAG"gzi\G'lbz' ﬁ”bf”AE'ﬁaz' Rbbp4, Atp6v1g1, Tubb5, Atp9a, 105 576 16377 | 3.790072222 | 0.176322 | 0.092433 | 0.127557
anhydrides pal, Atp5h, Atp1b1, Nav1, Atp11b,
GOTERM_MF_ALL  |G0:0016817-hydrolase acivity, acting on 14 1186% | 810E-05 | 206, Gna2, Gnbl, Gnb2i1, Eif4a2, Robpd, Atpbvigt, TubbS, Atpda, | o5 583 | 16377 | 3745454545 | 0.196788 | 0.070441 | 0.14409
acid anhydrides Ppat, Atp5h, Atp1b1, Nav1, Atp11b,
GOTERM_MF_ALL GO_:E_J0171‘I‘I—nucI905|de-tr|phosphatase 13 11.02% | 1.80E-04 Rab6b, Gng2, Gnb1, Gnb2I1, Eif4a2, Rbbp4, Tubb5, Atp9a, Atpbv1g1, 105 547 16377 3706816401 0.38609 | 0092971 | 0320532
activity Atp5h, Atp1b1, Nav1, Atp11b
Functional Group 2 Median: 0.0064 0%%%:1 Atp6v1g1, Scamp5, Sv2a, Rph3a, Sytd, Vamp2, Map1ic3a, App,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni | Benjamini FDR
GOTERM_CC_ALL G0:0008021~synaptic vesicle 6 5.08% 3.46E-05 [Atp6vig1, Scamp5, Sv2a, Rph3a, Syt4, Vamp2, 101 59 15845 15.95401913 | 0.026759 | 0.026759 | 0.052951
GOTERM_CC_ALL G0:0030136~clathrin-coated vesicle 6 5.08% 5.79E-04 |Atp6vig1, Scamp5, Sv2a, Rph3a, Syt4, Vamp2, 101 107 15845 8.797075969 0.36478 | 0.107248 | 0.882197
GOTERM CC ALL G0:0030135~coated vesicle 6 5.08% 0.001168 |Atp6vig1, Scamp5. Sv2a, Rph3a. Syt4, Vamp2, 101 125 15845 7.53029703 0.599866 | 0.108183 | 1.772699
GOTERM_CC_ALL G0:0031410~cytoplasmic vesicle 8 6.78% | 0.005919 |Atp6v1g1, Map1ic3a, App, Scamp5, Sv2a, Rph3a, Syt4, Vamp2, 101 342 15845 3.669735395 | 0.990476 | 0.372112 | 8.687098
GOTERM_CC_ALL G0:0031982~vesicle 8 6.78% | 0.006793 |Atp6vig1, Map1ic3a, App, Scamp5, Sv2a, Rph3a, Syt4, Vamp2, 101 351 15845 3.575639615 | 0.995221 | 0.359368 | 9.908603
GOTERM_CC_ALL G0:0045202~synapse 6 5.08% 0.018 |App, Scamp5, Sv2a, Rph3a, Syt4, Vamp2 101 240 15845 3.922029703 | 0.999999 | 0.613018 | 24.27636
GOTERM_CC_ALL  [50:0916023-cytoplasmic membrane- 6 5.08% | 0.019799 |Atp6vig1, Scamp5, Sv2a, Rph3a, Sytd, Vamp2, 101 246 | 15845 | 3.826370442 1| 0.602368 | 26.37196
GOTERM_CC_ALL G0:0031988~membrane-bound vesicle 6 5.08% | 0.023052 |Atp6vig1, Scamp5, Sv2a, Rph3a, Syt4, Vamp2, 101 256 15845 3.676902847 1 0.617997 | 30.02542

Functional Group 3 Median: 0.0089 0%%‘;:5 Eifdg2, Bzw2, Eif1b, Eif4a2, Eif6,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_MF_ALL Scct’i;’?g°3743~”a"5'a“°“ initiation factor 5 424% | 0.00192 |Eif4g2, Bzw2, Eifib, Eif4a2, Eif6, 105 83 16377 | 0395869191 | 0.994474 | 057953 | 3.362679
GOTERM_MF_ALL S&;gﬂofgigst;:;’r‘gam“ factor activity, 5 424% | 0.008045 |Eif4g2, Bzw2, Eiftb, Eif4a2, Eif6, 105 124 16377 | 6289170507 1 0911758 | 133912
GOTERM_MF_ALL G0:0045182~translation regulator activity 5 4.24% 0.009716 [Eif4g2, Bzw2, Eif1b, Eif4a2, Eif6, 105 131 16377 5.953107961 1 0.909362 | 15.95165
GOTERM_BP_ALL nggﬁ@mgﬂmemﬂm complex 4 339% | 0.021278 |Eifdg2, Bzw2, Eiflb, Eif6, 96 93 14977 | 6710125448 1 | 0988515 | 33.69642

. o Geo: Ube2e3, Map4kd4, Galnt7, Map1lc3a, Pum2, FbxI16, Ttl, Bzw2, Cct3, Otub1, Eif4a2, Usp16, Ctsd, Tubb5, Cct6éa, Nedd8, Znrf1, Ppp1ria, Dnajc5, Rps18, Cpe, Ptprs, Eif6, App,

AR G e ifealEny DT 0.0080 _|Lmtk3. Eiftb, Skp1a, Rps5, Eif4g2, Enc1, Mapt, Syt4, Olfm1,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
Ube2e3, Map4k4, Galnt7, Map1ic3a, Pum2, FbxI16, Ttl, Bzw2, Cct3,
G0:0044260~cellular macromolecule o Otub1, Eif4a2, Usp16, Ctsd, Tubb5, Cct6a, Nedd8, Znrf1, Ppp1iria,
GOTERM_BP_ALL metabolic process 32 27.12% | 0.005925 Dnajc5, Rps18, Cpe, Ptprs, Eif6, App, Lmtk3, Eif1b, Skp1a, Rps5, 96 3165 14977 1.577356503 1 0.978863 | 10.73303
Eif4g2, Enc1, Mapt, Syt4
Ube2e3, Map4k4, Galnt7, Map1ic3a, Pum2, FbxI16, Ttl, Bzw2, Cct3,
G0:0044267~cellular protein metabolic Otub1, Eif4a2, Usp16, Ctsd, Tubb5, Cctba, Nedd8, Znrf1, Dnajc5,
GOTERM_BP_ALL process 31 26.27% | 0.009192 Rps18, Cpe, Ptprs, Eif6, App, Lmtk3, Eifib, Skpla, Rps5, Eif4g2, Encl, 96 3123 14977 1.548614447 1 0.991726 | 16.17488
Mapt, Syt4,
Ube2e3, Map4k4, Galnt7, Map1lc3a, Pum2, FbxI16, Ttl, Bzw2,A Cct3,
GOTERM_BP_ALL 0:0019538~protein metabolic process 32 27.12% | 0.009544 |Oub1, Eif4a2, Usp16, Cisd, Tubb5, Ccta, Nedds, Znrf1, Dnajc5, 96 3268 14977 | 1.527641779 1 0.989179 | 16.74149

Rps18, Cpe, Ptprs, Eif6, App, Lmtk3, Eif1b, Skp1a, Rps5, Eif4g2, Enc1,
Mapt, Syt4, Olfm1,
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Map4k4, Galnt7, Map1lc3a, Pum2, Sox4, Hnrpdl, Bzw2, Ttl, Fads2, FbxI16, Actléb, Rrp1, Nme2, Bcl11a, Eif4a2, Rbbp4, Usp16, Nola3, Drap1, Tubb5, Atp9a, Aldoc, Girx3,

Functional Group 5 Median: 0.0173 0%?%'3 Nedd8, Znrf1, Atp5h, Ppp1ria, HMGB1, Hmgn1, Atp11b, Eif6, Hprt1, Skp1a, Rps5, Ppa1, Enc1, Hmgb3, Nav1, Mapt, Syt4, Olfm1, Ube2e3, Prmt2, Prdx2, Nfix, Cct3, Otub1,
- H2afv. Ctsd. Cctéa. Foxa1. Snrpe. Dnaic5. Rps18. Cpe. Ndufb8. Ptprs. App. Lmtk3. Eif1b. Gucvia3. Atp6éviai. Eif4g2. Rbm9.
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni | Benjamini FDR
Map4k4, Galnt7, Map1ic3a, Pum2, Sox4, Hnrpdl, Bzw2, Ttl, Fads2,
FbxI16, Actl6b, Rrp1, Nme2, Bcl11a, Eif4a2, Rbbp4, Usp16, Nola3,
Drap1, Tubb5, Atp9a, Aldoc, GIrx3, Nedd8, Znrf1, Atp5h, Pppiria,
GOTERM_BP_ALL G0:0008152~metabolic process 64 54.24% | 0.008171 [HMGB1, Hmgn1, Atp11b, Eif6, Hprt1, Skp1a, Rps5, Ppa1, Enc1, 96 8036 14977 1.242492119 1 0.991199 | 14.50806
Hmgb3, Nav1, Mapt, Syt4, Olfm1, Ube2e3, Prmt2, Prdx2, Nfix, Cct3,
Otub1, H2afv, Ctsd, Cctba, Foxg1, Snrpe, Dnajc5, Rps18, Cpe, Ndufb8,
Ptprs, App, Lmtk3, Eif1b, Gucy1a3, Atpbv1g1, Eif4g2, Rbm9
Map4k4, Galnt7, Map1ic3a, Pum2, Sox4, Hnrpdl, Bzw2, Ttl, Fads2,
FbxI16, Actl6b, Rrp1, Nme2, Bcl11a, Eif4a2, Rbbp4, Usp16, Nola3,
Drap1, Tubb5, Aldoc, Nedd8, Znrf1, Atp5h, Ppp1ria, HMGB1, Hmgn1,
GOTERM_BP_ALL G0:0044237~cellular metabolic process 58 49.15% | 0.012975 |Eif6, Hprt1, Skp1a, Rps5, Enc1, Ppal, Hmgb3, Mapt, Syt4, Ube2e3, 96 7205 14977 1.255878441 1 0.985561 | 22.0822
Prdx2, Prmt2, Nfix, Cct3, Otub1, H2afv, Ctsd, Cct6a, Foxg1, Snrpe,
Dnajc5, Rps18, Cpe, Ptprs, App, Lmtk3, Eif1b, Gucy1a3, Atp6vig1,
Eif4g2, Rbm9,
Map4k4, Galnt7, Map1ic3a, Pum2, Sox4, Hnrpdl, Bzw2, Ttl, Fads2,
FbxI16, Actl6b, Rrp1, Nme2, Bcl11a, Eif4a2, Rbbp4, Usp16, Nola3,
Drap1, Tubb5, Aldoc, Nedd8, Znrf1, Atp5h, Ppp1ria, HMGB1, Hmgn1,
GOTERM_BP_ALL G0:0044238~primary metabolic process 57 48.31% | 0.021632 |Eif6, Hprt1, Skp1a, Rps5, Enc1, Hmgb3, Mapt, Syt4, Olfm1, Ube2e3, 96 7204 14977 1.234396689 1 0.987313 | 34.15309
Prmt2, Nfix, Cct3, Otub1, H2afv, Ctsd, Cct6a, Foxg1, Snrpe, Dnajc5,
Rps18, Cpe, Ptprs, App, Lmtk3, Eif1b, Gucy1a3, Atp6vig1, Eif4g2,
Rbm9,
Map4k4, Galnt7, Map1ic3a, Pum2, Sox4, Hnrpdl, Bzw2, Ttl, FbxI16,
Actléb, Rrp1, Bcll11a, Eif4a2, Rbbp4, Usp16, Nola3, Drap1, Tubb5,
G0:0043170~macromolecule metabolic o Aldoc, Nedd8, Ppp1iria, Znrf1, HMGB1, Hmgn1, Eif6, Skp1a, Rps5,
GOTERM_BP_ALL process 51 43.22% | 0.023892 Enci. Hmgb3, Mapt, Syt4. Olfm1, Ube2e3, Prmt2, Nfix, Otub1, H2afv, 96 6299 14977 1.263141967 1 0.984778 | 36.99872
Cct3, Ctsd, Cctba, Snrpe, Foxg1, Dnajc5, Rps18, Cpe, Ptprs, App,
Lmtk3, Eif1b, Eif4g2, Rbm9,
Functional Group 6 Median: 0.0179 0(3??56 Mtap1b, Tubb5, Ttl, Nav1, Mapt, Map1ic3a, App, Eif6,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_BP_ALL G0:0000226~microtubule cytoskeleton 5 424% | 0.001587 |Mtapib, Tubb5, Ttl, Nav1, Mapt, 96 79 14977 | 9.874077004 | 0.999738 | 0.872739 | 2.988895
organization and biogenesis
GOTERM CC ALL G0:0005874~microtubule 6 5.08% 0.009834 [Mtap1b, Tubb5, Map1ic3a, Ttl, Nav1, Mapt, 101 206 15845 4.569354994 | 0.999568 | 0.425026 | 14.04074
GOTERM_BP_ALL G0:0007017~microtubule-based process 6 5.08% 0.013017 |Mtap1b, Tubb5, App, Ttl, Nav1, Mapt, 96 220 14977 4.254829545 1 0.981715 | 22.14635
GOTERM_CC_ALL G0:0015630~microtubule cytoskeleton 7 5.93% 0.022868 |Mtap1b, Tubb5, Map1ic3a, App. Ttl. Nav1, Mapt 101 348 15845 3.155656083 1 0.6349 | 29.82336
GOTERM CC ALL G0:0044430~cytoskeletal part 8 6.78% | 0.078838 |Mtap1b. Tubb5. Map1ic3a. App. Ttl. Nav1, Mapt. Eif6. 101 589 15845 2.1308141 1 0.874673 | 71.55478
GOTERM_BP_ALL ggdc;ﬁgzgmcytoskemmn organization and 6 508% | 0.254538 |Mtap1b, Tubb5, App, Ttl, Nav1, Mapt, 96 537 14977 | 1.743133147 1 1 99.63478
Functional Group 7 Median: 0.0164 0%2%2 Atpbv1g1, Atp9a, Atp5h, Atp1b1, Atp11b, Reep5, Cacng4,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_MF_ALL 50:0042625~ATPase aclivity, coupled to 5 424% | 0.004645 |Atpbvigl, Atp9a, AtpSh, Atpb1, Atp11b, 105 106 16377 | 7.357142857 | 0.999997 | 0.792833 | 7.952796
transmembrane movement of ions
G0:0015662~ATPase activity, coupled to
GOTERM_MF_ALL transmembrane movement of ions, 4 3.39% 0.010807 |Atp6v1g1, Atp9a, Atp1b1, Atp11b, 105 72 16377 8.665079365 1 0.913651 | 17.58512
phosphorylative mechanism
GOTERM_MF_ALL 50:0042626-ATPase aciivity, coupled to 5 424% | 0.014019 |Atpbvig1, Atp9a, AtpSh, Atpb1, Atp11b, 105 146 16377 | 534148728 1 0.947000 | 22.2202
transmembrane movement of substances
GOTERM_MF_ALL  |80:0043492-ATPase actviy, coupled to 5 424% | 0.014019 |Atpbvig1, Atp9a, AtpSh, Atpb1, Atpiib, 105 146 | 16377 | 534148728 1| 0947000 | 222202
G0:0016820~hydrolase activity, acting on
GOTERM_MF_ALL acid anhydrides, catalyzing transmembrane 5 4.24% 0.016383 |Atp6v1g1, Atp9a, Atp5h, Atp1b1, Atp11b, 105 153 16377 5.097105509 1 0.938739 | 25.47306
movement of substances
GOTERM_MF_ALL | C0:0015399-primary active 5 424% | 0.018983 |Atpbvig1, Atp9a, AtpSh, Atpb1, Atpiib, 105 160 | 16377 | 4.874107143 1 0.94387 | 28.90283

transmembrane transporter activity
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G0O:0015405~P-P-bond-hydrolysis-driven

GOTERM_MF_ALL S 5 4.24% 0.018983 |Atp6v1g1, Atp9a, Atp5h, Atp1b1, Atp11b, 105 160 16377 4.874107143 1 0.94387 | 28.90283
transmembrane transporter activity
GOTERM_MF_ALL ﬁgggggg?ggﬁ;&’e transmembrane 6 5.08% | 0.086725 |Atpévigl, Atp9a, AtpSh, Atp1b1, Reep5, Atpib, 105 370 16377 | 2.529266409 1 0.99992 | 80.10512
GOTERM_BP_ALL G0:0006812~cation transport 6 5.08% 0.258141 |Atp6vig1, Atp9a, Atp5h, Atp1b1, Cacng4, Atp11b, 96 540 14977 1.733449074 1 1 99.66707
Functional Group 8 Median: 0.0225 Geo: 0.0274| Atp6v1g1, Hprt1, Atp5h, Nme2, Gucy1a3,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_BP_ALL ggégf;gm“““de"“de biosynthetic 5 424% | 0.014568 |Atp6v1g1, Hprt1, Atp5h, Nme2, Gucy1a3, 96 148 14977 | 5270622185 1 0.977843 | 24.45033
GOTERM_BP_ALL 32&2226164”“””5 nucleotide biosynthetic 4 3.39% | 0.016271 |Atp6vig1, Hprt1, AtpSh, Nme2, 96 84 14977 | 7.42906746 1 0.979176 | 26.90709
GOTERM_BP_ALL ggéc;ggmsypunne nucleotide metabolic 4 3.39% | 0.022493 |Atp6vig1, Hprt1, AtpSh, Nme2, 96 95 14977 | 6568859649 1 0.985278 | 35.25106
GOTERM_BP_ALL G0:0009117~nucleotide metabolic process 5 4.24% 0.049239 |Atp6vig1, Hprt1, AtpSh, Nme2, Gucyla3, 96 217 14977 3.594710061 1 0.997415 | 61.89111

G0:0055086~nucleobase, nucleoside and
GOTERM_BP_ALL nucleotide metabolic process 5 4.24% 0.059318 |Atp6v1g1, Hprt1, AtpSh, Nme2, Gucy1a3, 96 231 14977 3.376848846 1 0.998465 | 68.91191
Functional Group 9 Median: 0.04189 Geo: 0.0430| Sox4, Hmgb3, HMGB1, H2afv, Hmgn1, Zwint,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni | Benjamini FDR
GOTERM_CC_ALL G0:0000785~chromatin 5 4.24% 0.024851 [Sox4, Hmgb3, HMGB1, H2afv, Hmgn1, 101 175 15845 4.482319661 1 0.609181 | 31.97302
GOTERM_CC_ALL G0:0044427~chromosomal part 6 5.08% | 0.041889 |Sox4, Zwint, Hmgb3, HMGB1, H2afv, Hmgn1, 101 301 15845 3.127199763 1 0.752875 | 48.06149
GOTERM CC ALL G0:0005694~chromosome 6 5.08% 0.076187 [Sox4, Zwint, Hmgb3, HMGB1, H2afv, Hmgn1, 101 358 15845 2.629293656 1 0.873935 | 70.27549

Functional Group 10 Median: 0.0503 Geo: 0.0464|Gng2, Gnb1, Gnb2I1,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_CC_ALL f{;’r;g?:fg34~he‘er°t”me”c G-protein 3 254% | 0.02392 |Gng2, Gnb1, Gnb2I1, 101 38 15845 | 12.38535696 1 06129 | 30.97167
GOTERM_CC_ALL G0:0019897~extrinsic to plasma membrane| 3 2.54% 0.050291 |Gng2, Gnb1, Gnb2I1, 101 57 15845 8.256904638 1 0.801735 | 54.61314
GOTERM CC ALL G0:0019898~extrinsic to membrane 3 2.54% | 0.083227 |Gng2, Gnb1, Gnb2I1, 101 76 15845 6.192678478 1 0.881037 | 73.56049

. o : Rab6b, Sh3gl2, Fads2, Reep5, Hba-a1, Ywhaz, Tubb5, Atp9a, Foxg1, Nedd8, Atp5h, Cacng4, HMGB1, Atp11b, Vamp2, App, Sv2a, Rab14, Gnb2I1, Atp6v1g1, Ywhae, Scamp5,

Functional Group 11 Median: 0.0583 Geo: 0.0528] Atp1b1, Nav1, Rph3a, Clcn2, Elmod1, Syt4,
Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
Rab6b, Sh3gl2, Fads2, Reep5, Hba-a1, Ywhaz, Tubb5, Atp9a, Foxg1,
’ N . Nedd8, Atp5h, Cacng4, HMGB1, Atp11b, Vamp2, App, Sv2a, Rab14,
GOTERM_BP_ALL G0:0051179~localization 28 23.73% | 0.033675 Gnb2I1, Atpévig1, Ywhae, Scamp5. Atpib1, Nav1, Rph3a, Clen2, 96 3021 14977 1.445975394 1 0.990724 | 48.02911
Elmod1, Syt4
Rab6b, Sh3gl2, App, Fads2, Sv2a, Rab14, Reep5, Hba-a1, Ywhaz,
GOTERM_BP_ALL G0:0006810~transport 24 20.34% | 0.058301 |Atp6v1g1, Tubb5, Atp9a, Ywhae, Scamp5, Atp5h, Atp1b1, Cacng4, 96 2613 14977 1.432931496 1 0.998493 | 68.26332
Rph3a, HMGB1. Clcn2. Atp11b, EImod1, Syt4, Vamp2,
Rab6b, Sh3gl2, App, Fads2, Sv2a, Rab14, Reep5, Hba-a1, Ywhaz,
GOTERM_BP_ALL G0:0051234~establishment of localization 24 20.34% | 0.074862 |Atp6v1g1, Tubb5, Atp9a, Ywhae, Scamp5, Atp5h, Atp1b1, Cacng4, 96 2685 14977 1.394506518 1 0.998938 | 77.38813
Rph3a, HMGB1. Clcn2. Atp11b, Elmod1, Syt4, Vamp2
Functional Group 12 Median: 0.0406 Geo: 0.0538| Mtap1b, App, Foxg1, Hprt1, Ttl, Mapt, Nav1, Ube2e3, Bai1, Gucy1a3, Eif4g2, Prdx2,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM BP ALL G0:0031175~neurite development 6 5.08% | 0.011444 [Mtap1b. App. Foxg1. Hprt1, Ttl. Mapt, 96 213 14977 4.394659624 1 0.981386 | 19.74035
GOTERM_BP_ALL G0:0048666~neuron development 6 5.08% 0.018305 |Mtap1b, App, Foxg1, Hprt1, Ttl. Mapt, 96 240 14977 3.900260417 1 0.984555 | 29.74083
GOTERM_BP_ALL G0:0048699~generation of neurons 7 5.93% 0.022436 |Mtap1b. App. Foxg1, Hprt1, Ttl. Nav1, Mapt, 96 345 14977 3.165428744 1 0.987267 | 35.17987
GOTERM_BP_ALL So-004800T “euron morphogenesis during) 5 424% | 0.028078 |App, Foxg1, Hprt1, Ttl, Mapt, 96 181 14977 | 4.309680018 1 0.990156 | 41.96603
GOTERM BP ALL G0:0048812~neurite morphogenesis 5 4.24% | 0.028078 |App. Foxg1, Hprt1, Ttl, Mapt, 96 181 14977 4.309680018 1 0.990156 | 41.96603
GOTERM_BP_ALL G0:0022008~neurogenesis 7 5.93% 0.031277 |Mtap1b. App. Foxg1, Hprt1, Ttl. Nav1, Mapt, 96 373 14977 2.927809428 1 0.99103 | 45.50892
GOTERM_BP_ALL G0:0048858~cell projection morphogenesis 6 5.08% 0.040569 |Mtap1b, App, Foxg1, Hprt1, Ttl, Mapt, 96 297 14977 3.151725589 1 0.994724 | 54.67346
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GOTERM_BP_ALL G0:0032990~call part morphogenesis 5.08% | 0.040560 [Mtapib, App, Foxal, Hprtl, Til, Mapt, % 207 14977 | 3.151725589 7 0.094724 | 54.67346
GOTERM_BP_ALL f,fﬂ;?,?j’ffff;ge" projection organization 6 508% | 0.040569 |Mtap1b, App, Foxg1, Hprt1, Tti, Mapt, 96 207 14977 | 3.151725589 1 0.994724 | 54.67346
GOTERM_BP_ALL SO 0000904 cellular morphogenesis during) 5 424% | 0.040807 |App, Foxg1, Hprt1, Ttl, Mapt, 96 204 14077 | 3.823784722 1 | 0094202 | 54.88763
GOTERM BP_ALL G0:0030182-neuron differentiation 6 5.08% | 0.044004 [Miapib, App, Foxg 1, Hpril, Til. Mapt, 9% 304 14977 | 3.079152961 7 0095682 | 57.75149
GOTERM_BP_ALL GO:0007409~axonogenesis 4 3.39% | 0.093624 |App, Foxal, Ttl, Mapt, 9% 170 14977 |_3.670833333 1 0.099562 | 84.71279
GOTERM BP ALL G0:0000902~cell morphogenesis 7 5.93% 0.12111_|Ube2e3, Mtap1b, App. Foxg1, Hprt1, Ttl, Mapt, 96 531 14977 2.056634495 1 0.999897 | 91.51197
GOTERM_BP_ALL S}g;gggggfs;‘;e"“'a’ structure 7 593% | 0.12111 |Ube2e3, Mtap1b, App, Foxg1, Hprt1, Tti, Mapt, 96 531 14977 | 2.056634495 1 0.999897 | 91.51197
GOTERM_BP_ALL ﬁgggggg::;:natomlcal structure 9 7.63% | 0.486014 |Ube2e3, Mtap1b, App, Foxal, Hprtl, T, Bail, Mapt, Gucy1a3, 96 191 | 14977 | 1.178920025 1 1| 99.99971
GOTERM BP ALL G0:0048468~cell development 9 7.63% | 0.527178 |Mtapib, Eif4q2, App. Foxal. Prdx2. Hprtl, Ttl, Navi, Mapt, % 1233 | 14977 | 1.138762165 1 1| 99.99994
Functional Group 13 Median: 0.0729 Oggfb Atp6v1g1, Hprt1, Atp5h, Nme2,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment| Bonferroni | Benjamini FDR
GOTERM_BP_ALL ﬁg&gﬂg‘m“*p“""e nucleotide biosynthetic| 339% | 0016271 |AtpBvigl, Hprtl, AtpSh, Nme2, 96 84 14977 | 742006746 1 | 0979176 | 2690709
GOTERM_BP_ALL ﬁg&gﬂgmm*p“’i”e nucleotide metabolic 4 339% | 0.022493 |Atpévig1, Hprtl, AtpSh, Nme2, 96 95 14977 | 6568859649 1 0985278 | 3525106
GOTERM_BP_ALL ﬁgﬁ%ﬂgﬂlﬁf;&fﬁmﬁ'i‘r’sic‘lis 3 254% | 0.060591 |AtpBvig1, Atp5Sh, Nme2, 96 63 14977 | 7.42906746 1 0.998482 | 69.70586
GOTERM_BP_ALL ?nghgggﬂiff;l‘:)“s'\'/’[‘]fh“':t’]‘;";f)'gg:fe 3 254% | 0.060591 |Atp6vigl, AtpSh, Nme2, 96 63 14077 | 742006746 1 | 0.098482 | 69.70586
GOTERM_BP_ALL ggs:sgglgezﬁ?‘;r:;gz:c|eos|de triphosphate 3 254% | 0.062294 |Atp6vig1, Atp5Sh, Nme2, 96 64 14977 | 7.312088281 1 0.998375 | 70.73826
GOTERM_BP_ALL ggeg&ﬂf&’:ﬁ:;’s'de triphosphate 3 254% | 0.067501 |Atp6vigl, AtpSh, Nme2, 96 67 14077 | 6.085541045 1 | 0998793 | 7369111
GOTERM_BP_ALL ﬁgﬁ%ﬂgﬂi?f;‘L‘iﬁﬁi.{l"g&iﬂﬁ?s"’e 3 254% | 0.071049 |Atp6vig1, AtpSh, Nme2, 96 69 14977 | 6.783061594 1 0.998922 | 7553942
GOTERM_BP_ALL ﬁgﬁ%ﬂgﬂ;ﬁ:;ﬂ"e‘iggili"cuglggzgse 3 254% | 0.074657 |AtpBvig1, Atp5Sh, Nme2, 96 71 14977 | 6.591989437 1 0.999037 | 77.29222
GOTERM_BP_ALL ﬁg{gggf?g?;ii”“de"s'de‘”p“"sp“a‘e 3 254% | 0.074657 |Atp6vigl, AtpSh, Nme2, 96 71 14077 | 6501980437 1| 09099037 | 77.20222
GOTERM_BP_ALL 33532&1132&222 ribonucleotide 3 254% | 0.083926 |Atpévigl, AtpSh, Nme2, 96 76 14977 | 6158305921 1 | 0999351 | 8126837
GOTERM_BP_ALL ﬁg{gggrg:og“scs'e"s'det”ph"s"“a‘e 3 254% | 0.093524 |Atp6vig1, AtpSh, Nme2, 96 81 14077 | 577816358 1 | 0.999608 | 84.68036
GOTERM_BP_ALL gg;ggg”5°~”b°”uc'e°ﬁde biosynthetic 3 254% | 0.097449 |Atpbvigl, AtpSh, Nme2, 96 83 14977 | 5638930723 1 0.999554 | 8589924
GOTERM_BP_ALL ggggg?gsroo"c‘;‘;’;”e ribonucleotide 3 254% | 010142 |Atpévigl, AtpSh, Nme2, 96 85 14977 550625 1| 0999641 | 87 03850
GOTERM_BP_ALL ﬁg&gﬂggz‘r’g“'m””de°"de metabolic 3 254% | 0.121900 |Atp6vig1, AtpSh, Nme2, 96 95 14077 | 4.926644737 1 | 0999861 | 91.65821

Functional Group 14 Median: 0.0309 0%%%6 App, Hprt1, Sv2a, Cacng4, Rph3a, Syt4, Vamp2, Gnb1, Gucy1a3,

Category Term Count % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
GOTERM_BP_ALL G0:0019226~transmission of nerve impulse 7 5.93% 0.005546 |App, Hprt1, Sv2a, Cacng4, Rph3a, Syt4, Vamp2, 96 254 14977 4.299499672 1 0.983834 | 10.08035
GOTERM BP ALL G0:0007268~synaptic transmission 6 5.08% 0.011019 |App, Hprt1, Sv2a, Rph3a, Syt4, Vamp2, 96 211 14977 4.436315166 1 0.988029 | 19.07931
GOTERM BP_ALL GO:0007267~cell-cell signaling 7 5.93% | 0.030028 |App. Hprtl. Sv2a. Cacngd, Rph3a, Sytd, Vamp2., 9% 372 14977 _|_2.935679884 1 0.091749 | 45.13168
GOTERM_BP_ALL G0:0003008~system process 9 7.63% 0.92579 |App, Hprt1, Sv2a, Cacng4, Gnb1, Rph3a, Syt4, Gucy1a3, Vamp2, 96 1894 14977 0.741337777 1 1 100
GOTERM BP ALL G0:0050877~neurological system process 8 6.78% 0.936652 |App. Hprt1, Sv2a, Cacng4, Gnb1, Rph3a, Syt4. Vamp2 96 1745 14977 0.715234002 1 1 100
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A-5 Additional data file 4

RT-gPCR validation of DETs based on multiple comparisons between two developmental stages (E vs. Ad, PN1.5vs. Ad and E15.5vs. PN1.5).
Original version of this data file is accessible http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s4.xls.

Note 1 Any fold changes/enrichments less than 1 are presented in "negative fold changes/enrichements’ format.
Note 2 Adjusted p values were based on empirical bayesian moderated t-test with BH correction.
Note 3 Grey background denotes disagreement between RT-gPCR and SAGE analyses.
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RT-qPCR results for EvAd cerebral cortex analysis (based on canonical/reference gene)

substrate, Marcks

Fold-
. . . .| Pola-enrichment [adjusted p| . .| adjustea
cacE Refseq . E15.5/100,000 | E17.5/100,000 |Adult/100,000 tags| Fold-enri in | Fold-enri in| O t/Els. 5 e (mr.| enrichment in| SEIREEES sicity
tag accession Gene tags (SAGE) tags (SAGE) (SAGE) adult/E15.5 (SAGE) |adult/E17.5 (SAGE) dul val adult/E17.5 Seect:
(RT-gPCR) gPCR) (RT-gPCR)
(RT-gPCR)
gcttccccaccceectt WM 177407 |C3lcium/calmodulin-dependent protein kinase 0.00 0.00 44.65 Adult specific Adult specific 111.59 1.16E-13 54.74 5.90E-13 Adult
= II alpha, Camk2a
goatatgtggtatgtac | NM 007913 |early growth response 1, Egril 0-00 0.00 28.66 Adult specific Adult specific 108.47 1.22E-10 38.93 2.74E-09 Adulc
aaattattgggaaatcc | NM 011123 |proteolipid protein (myelin) 1, Plpl 3.15 0.00 90.63 28.77 Adult specific 103.15 5.16E-12 89.13 8.20E-12 Adulc
gtatttgcaaaaaaaaa NM 025451 |Calcium/calmodulin-dependent protein kinase 1.58 1.84 109.96 69.59 59.76 40.08 1.83E-13 21.46 1.77E-12 Adult
= II inhibitor 1, Camk2nl
gcttcatctccagggag | NM 009964 |crystallin, alpha B, Cryab 0-00 0.92 10.66 Adult specific 11.59 30.47 1.07E-10 20.58 6.73E-10 Adult
ttacca NM 022029 |neurogranin, Nrgn 1.58 4.60 38.98 24.67 8.47 43.67 9.30E-10 17.00 8.43E-09 Adult
ccteatttecectgtte Bo176089 |C51 form adult CS7BL/6 subfornical organ 0.00 0.00 8.33 Adult specific Adult specific 23.01 2.98E-08 8.91 1.66E-06 Adult
and postrema tissues
acccagctagtagtgaa | WM 011129 |septin 4, Septd 0.79 0.92 14.99 18.97 16.29 22.38 6.50E-12 12.9%6 9.51E-11 Adulc
ctcattataatcaagaa CD802535 if:s‘f‘:’m 27-32 days CSTHL/S hippocasgus 0.00 0.92 8.33 Adult specific 9.05 22.03 6.50E-12 13.25 9.27E-11 Adult
aataaagccaatctgac | NM 033610 |synuclein, beta, Sncb 2.36 6.44 49.31 20.89 7.66 18.20 6.28E-08 15.83 1.18E-08 Adulc
gottttgttaccatctc | NM 030689 |neuronal pentraxin receptor, Nptxr 3.15 3.60 56.31 17.88 12.24 15.02 3.20E-11 10.93 2.09E-10 Adulc
tein phosphat 1, lat, - .
tecctcecttagtatee NM 144828 |Provein phosphatase regulatory 0.00 0.00 21.66 Adult specific Adult specific 10.47 1.82E-08 6.88 1.64E-07 Adult
= (inhibitor) subunit 1B, Ppplrib
gccccttottcattgge | NM 0103568 |glutathione S-transferase, mu 1, Gstml 0.00 0.00 10.00 Adult specific Adult specific 5.87 7.00E-11 5.58 2.08E-09 Adulc
tgactagcgtgacctgt | NM 007694 |chromogranin B, Chgb 4.73 4.60 28.99 6.13 6.30 9.43 2.07E-10 7.22 1.17E-09 Adult
atttcttttetggatgg | NM_010585 ;:“;ml 1.4,5-triphosphate receptor 1, 0.79 1.84 11.33 14.34 6.16 9.29 5.08E-10 6.12 7.92E-09 Adult
- PT.
actttgagattgtacct | NM 009062 |regulator of G-protein signaling 4, Rgsd 1.58 0.92 19.33 12.23 21.01 8.64 2.52E-09 5.32 6.14E-08 Adult
aataattagccttaggt AK139402 |Mus musculus 10 days neonate cortex cDNA 0-00 0.00 16.99 Adult specific Adult specific 8.28 4.84E-08 7.55 8.56E-08 Adulc
ctagacagaggcattat | NM 019634 |tetraspanin 7, Tspan? 0.79 1.84 10.33 13.08 5.61 7.99 9.31E-11 5.38 1.17E-09 Adulc
tgtatacacacacgggt NM 007547 |signal-regulatory protein alpha, Sirpa 0.00 0.00 18.66 Adult specific Adult specific 7.18 3.71E-09 4.63 7.29E-08 Adult
tgacaagacactgtggc AU258168 |EST from mouse brain 0-00 0.00 10.66 Adult specific Adult specific 6.49 1.37E-07 3.58 1.47E-06 Adulc
tein phosphat 3, catalytic subunit, .
cttacctcaggtttcect NM 00go13 |PTOTSin Phosphatase catalytic subuni 0.00 1.84 10.00 Adult specific 5.43 5.48 3.51E-08 3.45 1.30E-06 Adult
- alpha isoform, Ppp3ca
a NM 007471 |amyloid beta (A4) precursor protein, App 19.69 28.53 78.30 3.98 2.74 1.56 4.18E-09 3.49 3.97E-08 Adult
o o ;
tttcagcagtgttgget NM 013556 |2V ine guanine ibosyl 4.73 3.68 32.65 6.90 8.87 3.45 1.71E-07 2.85 1.28E-06 Adult
- transferase 1, Hprtl
aggtatgtacaaagttt | NM 0l6sse |JlUTemate receptor, ionotropic, AMPA3 3.15 1.84 15.66 4.97 8.51 3.40 2.65E-06 1.81 2.68E-03 Adult
- (alpha 3), Gria3
tccaacttgtaactata | NM 009790 |calmodulin 1, Calml 5.51 7.36 23.32 3.23 3.17 3.24 6.38E-08 2.27 3.92E-06 Adult
cctcagcctggagtaga | NM 009983 |cathepsin D, Ctsd 8.66 14.72 29.99 3.46 2.04 3.22 2.94E-07 3.84 7.05E-08 Adulc
gcttcgtccacacagcg | NM 010777 |myelin basic protein, Mbp 0.79 0.92 159.94 202.46 173.85 3.19 1.92E-07 2.05 3.94E-05 Adulc
hosphatidi id phosphat Type 2B,
tattaaatgtgcttttt NM 080555 ‘;pc’szba idic acid phosphatase type 3.15 7.36 17.99 5.71 2.44 3.02 1.96E-06 2.76 5.37E-06 Adult
L ap.
cttatcctcacctcagc | NC 005089 |NADH dehydrogenase 6, mitochondrial, mt-ND6 0-00 0.00 19.66 Adult specific Adult specific 2.65 6.99E-06 2.13 9.73E-05 Adulc
caaacctccaaaaacca AK140219 |M28 musculus adult male corpora 27.56 43.25 805.35 29.22 18.62 2.63 1.04E-05 2.03 2.47E-04 Adult
quadrigemina cDNA
agtggctaattaggtgt | NM 009900 |chloride channmel 2, Clcn2 1.58 5.52 22.99 13.55 1.16 2.23 3.83E-04 2.18 5.05E-04 Adult
ttccgtgaaccaaaact AK154943 |Mus musculus NOD-derived CDiic +ve 7.09 9.2 36.99 5.22 4.02 1.76 3.19E-03 1.35 (NS) 8.63E-02 Adult
dendritic cells cDNA
ccagt NM 008453 |Kruppel-like factor 3 (basic), KL£3 0.00 17.48 0.33 Adult specific —52.97 (TS 6.47E-02 —1.27 (NS) 2.42E-01 Adult
eukaryotic translation initiation factor 2,
aagaaaacatttaaata | NM 012010 |subunit 3, structural gene X-linked, 10.24 13.80 1.33 -7.70 -10.38 -1.72 3.50E-03 -1.74 3.20E-03 Adulc
Eif2s3x
amyotrophic lateral sclerosis 2 (juvenile)
caccctgtgggagctca | NM 172656 |chromosome region, candidate 2 (human), 11.03 12.88 1.00 -11.03 -12.88 -1.75 2.14E-03 -2.48 2.81E-05 | Embryonic
a1s2crz
tyrosine 3-monooxygenase/tryptophan 5-—
cctccatcctttatact | NM 009536 |monooxygenase activation protein, epsilon 24.41 19.32 7.66 -3.19 -2.52 -1.82 1.27E-03 -2.66 1.41E-05 | Embryonic
polypeptide, Ywhae
neural precursor cell expressed,
tgtgcttccctgtctta | NM 008683 |developmentally down-regulated gene 8, 34.65 61.65 7.33 -4.73 -8.41 -1.83 7.59E-05 -1.86 5.63E-05 | Embryonic
Nedds
i itin— j i E2E 3, 4 .
ctcctgaaggcatagtt NM 009454 |UPiguitin-conjugating enzyme DBCArS 16.54 22.09 4.00 —4.14 -5.52 —2.51 1.81E-06 -3.22 1.28E-07 | Embryonic
= homolog (yeast), Ube2e3
gtgaaacta NM 009094 |ribosomal protein 5S4, X-linked, Rpsix 139.40 255.82 13.33 —10.46 —19.19 —2.76 1.76E-06 —3.35 2.63E-07 | Embryonic
aatgtttctgctttaca | NM 011045 |proliferating cell nuclear antigen, Pcna 18.90 11.04 1.33 “14.21 ~8.30 —3.09 6.28E-08 —2.62 4.00E-07 | Embryonic
cgtggatccctctgtca NM 009876 g:i“ﬂ’epe“de“t kinase inhibitor 1C (P57), 22.84 11.96 1.67 -13.68 -7.16 -3.39 1.13E-03 -3.30 1.36E-03 | Embryonic
= c
cctttgtgacagtggcc | NM 025635 |ZW10 interactor, Zwint 13.39 11.04 97.63 7.29 8.84 9.38E-06 8.40E-07 | Embryonic
NM 001033273 |RIKEN cDNA 5031439G07 gene, 5031439G07Rik 5.45 10.12 1 —9.10 —10.00 4.02E-07 1.28E-06 | Embryonic
gctg NM 010561 |interleukin enha binding factor 3, ILf3 0.00 0.00 13.99 Adult specific Adult specific 6.84-E08 1.48E-06 | Embryonic
acccotgaccccttgre | WM 016707 | Cell CLL/lymphoma 11A (zinc finger 23.63 16.56 3.00 -7.88 -5.52 -4.42 3.76E-08 -4.78 2.61E-08 | Embryonic
= protein), Bclila
cagtatcccccacctoc | WM 012015 |H2A histone family, member Y, H2afy 7.09 5.20 0.33 —21.48 —27.88 “a.62 1.40E-08 —3.70 8.18E-08 | Embryonic
cagttgcaataaaaata NM 010894 neurogenic differentiation 1, Neurodl 12.60 8.28 1.67 -7.54 —4.96 -5.62 2.70E-08 -5.10 5.93E-08 Embryonic
aagtttgcaagtctcca NM 008538 myristoylated alanine rich protein kinase C 33.08 15.64 1.33 -24.87 -11.76 -5.72 3.26E-100 -5.56 4.63E-97 | Embryonic
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ttgctggcttttataaa NM 053104 RNA binding motif protein 9, RbmS% 24.41 31.29 4.00 -6.10 -7.82 -6.50 2.70E-08 -5.97 5.22E-08 Embryonic
ggttttgtttgtttgac NM 019653 |[WD repeat and SOCS box-containing 1, Wsbl 7.88 11.96 1.00 -7.88 -11.96 -6.54 3.76E-08 -7.00 3.12E-08 Embryonic
tatattgattgtggcaa | NM 007569 |B °SIl translocation gene 1, anti- 10.24 11.04 0.67 -15.28 ~16.48 -6.93 1.72E-10 -5.58 9.31E-10 | Embryonic
- proliferative, Btgl

taagaaacct NM 019413 roundabout homolog 1 (Drosophila), Robol 9.45 5.52 0.33 -28.64 -16.73 -8.23 1.72E-08 -11.35 3.40E-09 Embryonic
gctttgactgttctctt AA122503 EST from M2 cells of skin melanoma 22.84 24.85 1.33 -17.17 -18.68 -9.88 1.17E-07 -10.15 1.13E-07 Embryonic
tggagcgttggctgtat NM 009870 [cyclin-dependent kinase 4, Cdk4 37.80 26.69 0.33 -114.55 -80.88 -14.77 2.77E-11 -10.00 3.12E-08 Embryonic
ctttccctgccaatgta NM 013834 |secreted frizzled-related protein 1, Sfrpl 5.51 11.96 0.00 Embryonic specific | Embryonic specific -16.48 5.08E-10 -16.37 7.80E-10 Embryonic

nha £ te he 1 2 (D hil

tgcagctttctgttcaa | NM 007971 :zhzncu of zeste homolog 2 (Drosophila), 21.26 11.04 2.00 -10.63 -5.52 -21.36 2.14E-10 -17.59 7.41E-10 | Embryonic
cacgacaccccccacce NM 009559 [zinc finger protein 57, Zfp57 30.72 42.33 1.00 -30.72 -42.33 -29.13 1.07E-10 -44.46 4.99E-11 Embryonic
tgtgtgaggtgttgtga NM 010025 |doublecortin, Dcx 59.07 78.22 1.33 -44.41 —-58.81 -73.76 1.46E-13 -91.10 1.48E-13 | Embryonic
cagagtgtagtgtgttg NM 009234 |SRY-box containing gene 11, Sox11l 9.45 13.80 0.00 Embryonic specific | Embryonic specific -140.05 1.38E-14 -120.35 2.14E-14 Embryonic

PCR results for PN1.5vAd cerebral

. Adult/100,000 Fold-enrichment in| Fold-enrichment in Adjusted p value e .
SAGE tag Accession Gene/EST ID tags (SAGE) adult (SAGE) adult (RT-qPCR) (RT-qPCR) Specificity
aaattattgggaaatcc NM 011123 proteolipid protein (myelin) 1, Plpl 2.33 90.63 38.9 43.33 7.49E-11 Adult
tetcageagtgtegger | WM 013556 | VPO hine guanine ibosyl transferase 1, 4.67 32.65 6.99 2.26 2.28E-05 Adult
actcggagccaccagac NM 009790 calmodulin 1, Calml 25.66 117.29 4.57 1.83 1.00E-04 Adult
gct NM 010777 myelin basic protein, Mbp 0 159.94 Adult specific 1.79 3.10E-04 Adult
tcccegtecat NM 026106 down-regulator of transcription 1, Drl 32.66 0 PN1.5 specific -1.46 1.3BE-02 PN1.5
gggaaactaagggagag NM 172503 zinc finger, SWIM domain containing 4, Zswim4 14 0.33 -42.42 -1.96 3.63E-03 PN1.5
gaacgcaagttcagccc NM 031404 actin-like 6B, Actléb 25.66 4.66 -5.51 -2.26 1.00E-04 PN1.5
gtgaaactaaaaaaaaa NM 009094 ribosomal protein 5S4, X-linked, Rpsé4x 62.98 13.33 -4.72 -2.27 2.25E-05 PN1.5
Nil NM 009726 ATPase, Cu++ transporting, alpha polypeptide, Atp7a Nil Nil Nil -2.91 1.24E-05 PN1.5
agaagtgtttggagttt NM 008253 high mobility group box 3, Hmgb3 20.99 1 -20.99 -3.53 4.88-e07 PN1.5
cctttgtgacagtggcc | NM 025635  |ZW10 interactor, Zwint 20.99 97.63 4.65 [ —a0a | 4.06E-06 PN1.5
B0177886 / C57BL/6 whole brain E15.5 (also known as embryonic
acagtctatgttggagg NM 010487 lethal, abnormal vision, Drosophila-like 3 (Hu 41.99 1 -41.99 -4.06 1.04E-07 PN1.5
- antigen C), Elavl3)
gatacttggaatgacta NM 007393 actin, beta, cytoplasmic, Actb 326.58 17.66 -18.49 -4.35 1.00E-04 PN1.5
ctggettett N 00853g  |TYristoylated alanine rich protein kinase C 23.33 0 PN1.5 specific -4.76 6.52E-81 PN1.5
= substrate, Marcks
Nil MM 025958 cullinfassociated and neddylation-dissociated 2 Nil Nil Nil _5.62 1.53E-08 PN1.5
— (putative), Cand2
tggagcgttggctgtat NM 009870 cyclin-dependent kinase 4, Cdk4 18.66 0.33 -56.55 -5.77 7.91E-09 PN1.5
gctttgactgttctctt AR122503 EST from M2 cells of skin melanoma 16.33 1.33 -12.28 -11.12 1.00E-07 PN1.5
gg NM 009238 |SRY-box containing gene 4, Sox4 27.99 0.89 -31.51 -11.74 1.35E-07 PN1.5
ctcagtaatg NM 007792 cysteine and glycine-rich protein 2, Csrp2 14 0 PN1.5 specific -26.10 1.4BE-11 PN1.5
cacgacaccccccacce NM 009559 zinc finger protein 57, Zfp57 16.33 1 -16.33 -32.74 1.60E-10 PN1.5
tgtgtgaggtgttgtga NM 010025 doublecortin, Dcx 32.66 1.33 -24.56 -82.11 2.06E-13 PN1.5
gPCR results for E15.5vPN1.5 cerebral cortex analysis (based on c
. E15.5/100,000 tags| PN1.5/100,000 |Fold-enrichment in| FOld-eRrichment in | ,55,.004 p value o
SAGE tag Accession Gene/EST ID (SAGE) tags (SAGE) E15.5 (SAGE) PN1.5 (RT-GPCR) Specificity
(RT-gPCR)
att tt NM 010838 Microtubule-associated protein tau, Mapt 15.25 83.98 5.51 1.53 1.11E-02 PN1.5
gcactgttaacaagtgt NM_009234 SRY-box containing gene 11, Sox11l 25.2 11.66 0.46 -3.32 1.14E-06 E15.5
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A-6 Additional data file 5

RT-gPCR validation of gene clustersbased on hierarchical clustering analysis.
Original version of this data file is accessible http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s5.xIs.

Note 1

Note 2
Note 3
Note 4
Note 5

The fold enrichment in SAGE was calculated by using the formula (X+0.5)/(Y +0.5), where X and Y represent the normalized combined
tag counts of groups that are being compared.

Adjusted p values were based on empirical bayesian moderated t-test with BH correction.

Sky-blue background denotes SAGE data.

Y ellow background denotes RT-gPCR data.

Bold p values denote a particular comparison is significant at p<0.05 level.



18¢

Combined normalized tag

Log2 normalized expression

RT-qPCR results for RvC analysis of E15.5 cerebral cortex quadrants
(against 3 housekeeping
)

counts (per 100,000) genes:
Refseq Normalized | Normalized | Normalized|] Normalized] Standard|  Fold- Fold- Fold- - Fold- N Fold- .
SAGE tag accession Gene ID Cluster | ntnl I b1 X | o= lfan1t]| exprassion | expreasion | expression | exprassion ||error of |lenctmmm—"t i i M:'“:lm enrichment | 237usted | o s ment M’“’mf
(sace) | (sace) | (sace) | (sace) | for E15.5 | for E17.5 | for PN1.5 | for Adult icie] in E17.5 | in EP1.5 | in Admit (?ujqrcu;) in PN1.5 ({’“iupg, in Adult "al:;m()m
(RT_qPCR) (RT—qPCR) (RT-qPCR) (RT-gPCR) nt (SAGE) (SAGE) (SAGE) (RT—qPCR) @ (RT_qPCR)
EMYOTTODNiC lateral — — o | —
sclerosis 2 (juvenile)
caccctgtgagagetca | NM_ 172656 [chromosome region, 1 11.03 | 12.88 7 1 2.1244 2.6335 2.8639 1.3210 0.1511 1.1605 0.6505 0.1301 1.4231 | 8.75E-02 | 1.6696 | 7.90E-03| 0.5730 | 2.14E-03
candidate 2 (human),
a1s2crz
tatattgattgtggcaa | NM 007569 [p-ce1x transiocation gene 1 10.24 | 11.04 | 2.33 | 0.67 4.5243 4.2125 4.0420 1.7311 0.0716 1.0745 0.2635 0.1089 0.8057 1.43E-01 0.7158 | 1.538-02| o0.1443 | 1.72E-30
- 1, antiproliferative, Brgl
Cyclin-dependent Kinase - - -
cgtggatcectetgtea | MM 009876 [T T OCPTRNL BRA e 1 22.84 [ 11.96 | 2.33 | 1.67 3.7967 3.7602 3.5940 2.0375 0.3770 0.5338 0.1213 0.0930 0.9750 | 9.56e-01 | o0.8690 | 6.89E-01] 0.2954 | 1.13E-03
ctcagtaatg NM_007792 ;zzz:i:eza“gsggcme’“d‘ 1 13.39| 7.36 0 1.67 4.1050 4.1457 4.0421 ~0.6637 0.1331 0.5659 0.0360 0.1562 1.0286 9.19E-01 0.9573 7.528-01] 0.0367 6.50E-12
tgcagctttotgttcaa | NM 007971 73’[‘2:5;:135“232““1"9 2 1 21.26 | 11.04 7 2 4.7558 4.4760 3.5977 0.3390 0.2010 0.5303 0.3447 0.1149 0.8237 4.23E-01 0.4481 1.278-03| o0.0468 2.14E-10
cggtgtcccccacctee | NM 012015 ;iZAH'Z‘;‘;;“e family, member 1 7.09 | 9.2 | 4.67 | 0.33 2.5224 2.2015 1.2976 0.3146 0.1072 1.2780 0.6812 0.1094 0.8006 1.82E-01 0.4278 | 5.02e-05| 0.2165 | 1.40E-08
cagttgcaataaaaata | NM 010894 'l’e“;:g:;‘; difrerentiation 1 12.6 | 8.28 | 4.67 | 1.67 0.3379 0.1979 ~0.4781 ~2.1540 0.1544 0.6702 0.3947 0.1656 0.9075 6.68E-01 0.5680 4.778-03| 0.1778 2.70E-08
aatgtttctgctttaca | NM 011045 gzzi;zi“;zg: cell nuclear 1 18.9 [ 11.04 | 4.67 | 1.33 2.0093 1.7744 1.2033 0.3828 0.0606 0.5948 0.2665 0.0943 0.8498 2.43E-01 0.5720 4.378-04| 0.3239 6.28E-08
gaagccagtgggecatc | 0010332 |RIKEN cDNA 5031439607 gene, 1 9.45 | 10.12 | 4.67 1 -0.0391 -0.2176 | -1.2283 -2.0868 | o0.1681 1.0673 0.5196 0.1508 0.8836 | 5.94E-01 | 0.4386 | 4.50E-04] o0.2419 | 4.02E-07
73 5031433G07Rik
taagaaacct NM_019413 ut homolog 1 1 9.45 | s.52 | 2.33 | o0.33 3.5569 4.0201 3.1720 0.5159 0.1966 0.6050 0.2844 0.0834 1.3786 | 1.74E-01 | o0.7658 |1.ssE-01| 0.1215 | 1.72E-08
L (Drosophila), Robol
ctttccctgecaatgta | NM 013834 ;izi:;:dlfx;:;fd’rﬂ“ed 1 s.51 | 11.96 | 2.33 0 4.2489 4.2392 3.4998 0.2061 0.1965 2.0732 0.4709 0.0832 0.9933 9.69E-01 0.5950 1.68-02| 0.0607 5.08E-10
cagagtgtagtgtgttg | NM 009234 :gz;”" containing gene 11, 1 18.31 | 32.51 | 2.33 | 0.33 6.7563 6.5376 5.4361 -0.3735 0.1371 1.7552 0.1505 0.0440 0.8593 4.59E-01 0.4005 | 2.638-05] o0.0071 1.38E-14
ggrretgrergtitgac | Mt o1gess [T TEPesr 2nd DO-S box 1 7.88 | 11.96 | 9.33 1 3.0108 3.1096 2.13903 0.3023 | o.1861 | 1.4869 1.1730 0.1790 1.0709 | 7.62e-01 | o0.5466 |6.63e-03| o0.1530 | 3.76E-08
gaacgcaagttcagece Z 1.63 | 25.¢66 | .66 1.6220 1.0737 1.7105 0.5320 0.1535 T-2020 Z-2053 0-237% 1.2760 Z.15E 01 1.0635 | 7.26EOL| 0.4608 | 1.67E 04
AlPase, Cuft LIansporting — — — -
Nil NM_009726 4 : 4 2 Nil N1 | wmi1 3.0221 3.2890 2.8290 1.2889 0.1664 Nil Nil 1.2032 | 3.76e-01 | 0.8747 | 4.84E-01] o0.3008 | 2.41E-06
alpha polypeptide, AtpTa
— - o grr—t—tr7s SRS TS SRS E—— E—— S———
cccaactrgraactaca } 2 BT P AR BT =0u2572 O ;9235 - L L.azes 1251602 . tot Lo e s 2y el S 30R NS ]
Lagtggcraattaggigt LM 009000 Jehlorade channel 2, Clcn2 2 s bz s lar ee [ W TEE JE D TEEs =S ] ZT1z r.smg_aua L e I Y o L2 e S P == L)
[.cgactagcgrgaccrge ) 2 R S ans o LUPAES LB D
agaagtgtttggagttt nigh mobility group box 3, 2 16.54 | 11.96 | 20.99 1 3.7721 3.6355 3.8398 2.0204 0.1330 0.7312 1.2612 0.0880 0.9096 6.51E-01 1.0480 7.a48-01| 0.2970 5.13E-07
hypoxanthine guanine
€ NM_013556 ibosyl se 2 4.73 | 3.68 | 4.67 | 32.65| -1.0870 -0.8138 -0.4744 0.6987 0.1128 0.7992 0.9885 6.3384 1.2085 | 2.54e-01 | 1.5200 | 9.82B-03] 3.4478 | 1.71E-07
1, Hprel
teecegteat N 026106 |2OWR Tegulator of 3 1.58 | 0.92 | 32.66 | o 1.5061 1.3192 1.2784 0.7307 0.1224 0.6827 15.9423 0.2404 0.8785 | 4.71E-01 | o0.8540 |3.06E-01] o0.58s2 | 1.22E-03
L transcription 1 , Drl
gggaaactaagggagag | N4 172503 [21RC_finger, SWIM domain 3 0.79 0 12 | 0.33 | 2.0056 1.2838 1.5983 0.2204 | 0.3876 11.2403 0.6434 0.6063 | 6.48802| o0.7541 |1.97e-01] o0.3882 | 1.95E-04
L containing 4, Zswimd
e COD LI 00T — — — — — I E—— ——
aataattagcottagqt | AKL39402 JAK139302 0 16.95 | —2.9847 =2.852 ~0.9637 2263 ~0000 ~0000 T.9800 -0958 T30E-01 2.0588 ~20E-05] 8.2759 _8AE_08
Laataactagecrragge ) 233 S22 25 57T =TT —r [EEL] SOE_CL o2 OE 00 i 200 et DA 06 ]
.cctearrrcoootgrre 1, 0ol 1e003 2 3332398 =Lol0 02838 23353 D D — L83 JOE D2 B 20 US 23 072 L2 Sun e |
lcccactaraaccaagaa L CDu02530 T e -oz02 i e SEED LU L T.oe00 Sae30 S = T me Bl e R ]
gcttcatctocagggag | NM 000964 aipha B, Cryvab 0.92 10.66 ] —3.7473 —3.161 —1.2528 ~2124 5100 0000 23200 -4604 16E_01 | 11.2704 46E_07] 30.4674 07E-10
1V growtn response 1 — —
ggatatgtggtgtgtac | NM 007913 car 4 4 0 0.92 0 28.66 -1.5593 -0.0810 0.8635 0.3210 2.8400 1.0000 58.3200 2.7861 1.398-02 5.3622 6.54E-05| 108.4736 | 1.22E-10
g1 receptor,
aggtatgtacaaagttt | NM 016886 |ionotropic, AMPA3 (alpha 3) 1 3.15 | 1.84 0 15.66 | 0.1469 1.0594 0.8645 1.9136 0.1741 0.6411 0.1370 1.4274 1.8824 | 1.39E-02| 1.6a45 |1.46E-02| 3.4029 | 2.65E-06
_ Gria3
atttcttttctggatgg | NM 010585 ;zz:;tgi i"'li;:il"h"s"h"ce 4 0.79 | 1.84 0 11.33| -3.0283 -2.4257 ~2.0953 0.1878 0.1362 1.8140 0.3876 9.1705 1.5185 | 3.60B-02| 1.9093 |1.06e-03] 9.29028 | 5.08E-10
gcttcgtocacacageg | WM 010777 To 3 0.75 ] 0.92 0 Ji50.53] -0.5076 =0.2710 =0.0766 0. 7665 0.0989 T-1008 0-367¢C T22.3721 1.5548 T.63E_02 T.7791 T18E-04]  3.1916 1.92E-07
hatidic acid — — — -~
tattaaatgtgctrttt | NM_080555 |PRO°P) 4 3.15 | 7.36 0 17.99 | -1.2052 -1.0749 | -o0.93%0 0.3889 0.1394 2.1534 0.1370 5.0658 1.0045 | 6.68E-01 | 1.2027 | 2.60e-01| 3.0101 | 1.96E-06
L phosphatase type 2B, Ppap2b
protein phosphatase 3,
ccctgcagctcaaaaaa | NM 008913 [catalytic subunit, alpha 1 3.04 | 1.84 0 11 -0.6816 -0.0134 0.1942 1.7724 0.1569 0.5270 0.1126 2.5901 1.5892 | 3.48E-02 | 1.8351 |3.178-03]| 5.4795 | 3.51E-08
isoform, Ppp3ca
acccggctagtagtgasa | N 011120 |septin 4, Septd T 5.70 | 0.92 T T3.95 | —4.2001 =3.4119 | -3.0548 02642 0-1210 T-1008 0-3676 T2.0078 17270 | 1.99E-02 | 2.2120 | 1.33E 04| 22.30625 | 6.50E-12
Ctagacagaggcattat | WM 015634 |tetraspanin 7, 1spany T 5.75 | 1.84 T T0.33 | —2.9835 | —2.4136 | -2.0821 | 0.0140 | 0.0727 | i.sid0 | ©0.367¢ | 6.3953 | 1.4645 | 1.6oE-02 | 1.6684 | 2.20E-04| 7.9883 | 9.31E-11
gatacttggaatgacta | NM 007393 :zz;"' beta, cytoplasmic, 5 238.63] 129.75| 326.58 | 17.66 5.2309 5.1727 6.0578 3.9376 0.3369 0.5447 1.3678 0.0759 0.9604 9.39E-01 1.7739 7.90E-02| 0.4080 4.94E-03
cullin-associated and
Nil NM_025958 [neddylation-dissociated 2 5 i1 | miz N1 | wmi1 6.6907 6.1651 5.8919 3.4002 0.1314 | #VALUE! $VALUE! #VALUE! 0.6947 | 6.42e-02 | 0.5748 |3.128-03] o0.1022 | 3.208-10
(putative), Cand2
gtgaaactaaaaaaaaa | NM_009094 fzﬁi:ﬁm;p‘;':i“el“ 54, X- 5 139.4 | 255.82| 62.98 | 13.33 1.6573 1.9364 1.3754 0.1926 0.1141 1.8322 0.4538 0.0989 1.2134 2.49E-01 0.8225 1.88E-01| 0.3623 1.76E-06
Thymosin, beta 4, X
ttggtgaaggaaaaaac | NM 021278 s |3s0.47] 283.43| 277.59 | 141.61] -1.0195 -0.3970 | -o0.5403 -0.1306 | o.2s52 0.8090 0.7923 0.4049 1.5396 | 1.33-01 | 1.3940 |1.82E-01] 1.8517 | 1.20E-02
- ] chromosome, Tmsbdx . 1
Gcttigactotictott | BALZ2503 |AA122503 T 72.84] 23.85 | 16.35 ] 1.33 Z.4560 2.4543 7.6261 =0.8485 | 0.2771 T-0561 07211 5.0754 T.0269 | 5.43E-0L | 1.1254 | 6.75E-01] 0.1012 | 1.17E-07
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C57BL/6 whole brain E15.5
(also known as embryonic

acagtctatgttggagg B$7U718:4637/ lethal, abnormal vision, 3 168.9 | 21.16 | 41.99 1 0.3771 0.7871 0.7179 -1.3032 | o0.1250 1.1165 2.1902 0.0773 1.3287 | 1.18e-01 | 1.2665 |1.31E-01] 0.3120 | 5.71E-07
B Drosophila-like 3 (Hu
antigen C), Elavl3)
Tin-dependent ki 3,
tggagcgttggetgtat | NM_009870 g;qm ependen nase 6 37.8 | 26.69 | 18.66 | 0.33 4.2613 3.6983 2.9051 0.3768 0.1133 0.7099 0.5003 0.0217 0.6769 3.48E-02 0.3906 | 2.968-05| o0.0677
Tgotgtgaggtottatga | NM 010025 Jdoublecortin . Dox 3 59.07 | 78.22 | 32-66 | 133 77633 B.0678 7.9180 T1.5585 0.1124 T.3215 0.5507 0.0307 1.2350 Z-11E-01 T.1132 7.84e_01] 0.0136
Mmyristoylated alanine rich
aagtttgcaagtcteca | MM 008538 fprotein kinase C substrate, 6 32.72 | 12.61 | 18.66 | 1.22 1.4250 1.3845 1.3374 -1.0905 | 0.0608 0.3945 0.5767 0.0517 0.9723 | 9.47E-01| o0.9411 |e6.8sE-01] 0.1749 |3.26E-100
Marcks
gggacctcgtggaagee | NM_009238 :‘:i;b‘”‘ containing gene 4, 6 69.11 | 30.95 | 27.99 | o0.89 5.1089 4.2920 3.2133 -0.3397 | 0.3209 0.4518 0.4093 0.0199 0.57 9.80E-02 0.27 2.10E-04 0.02 4.98E-10
inc T STy
cacgacaccccccacce | NM_009559 ;g;v Anger protein 6 30.72 | 42.33 | 16.33 1 4.8674 5.4775 5.0360 0.0031 0.2069 1.3719 0.5391 0.0480 1.5263 9.26E-02 1.1239 | s.98E-01] 0.03a3 1.07E-10
loid bet. £X)
atagctttctacacact | NM_007471 2’;';::; ;p:( ) precursor 7 19.69 | 28.53 | 41.99 | 78.3 0.3366 0.7228 0.9108 2.5261 0.0793 1.4378 2.1045 3.9029 1.3069 8.75E-02 1.4889 | 7.098-03| 4.s5613 4.1BE-09
B-cell CLL/lymphoma 11A
acccctgaccccttgtt | NM 016707 | (zinc finger protein), 7 23.63 16.56 7 3 4.4328 4.5481 3.9757 2.2898 0.1245 0.7070 0.3108 0.1450 1.0832 6.69E-01 0.7284 5.03E-02 0.2264 3.76E-08
Bcllla
[Cctcagoctaggataga | M 005563 Jcathepsin b, Cisd 7 G.ec | 1272 | 14 | 25.55| -1i.125% ~T.3755 | _-0.7925 05616 51103 T-ceic T.5630 3.326¢6 G.5383 | 2.89E 0L | 1.2585 | 1.22E01] 3.2195 | 2.94E-07 |
i tubule— ted
atttctttggtgatttt | NM 010838 |Tooros oo o aoSOCiate 7 14.96 | 38.65 | 83.98 | 7.66 6.1984 6.6246 6.8133 4.3586 0.1206 2.5323 5.4644 0.5278 1.3437 | 1.05e-01 | 1.5314 |1.11B-02] o0.2798 | 1.71E-07
— protein tau, Mapt
neural Drecursor ceil
d, devel 11
tgtgcttecctgtetta | MM 008683 |SXPressed, developmentally 7 34.65 | 61.65 | 4.67 | 7.33 1.1480 1.1769 1.2288 0.2791 0.0680 1.7681 0.1471 0.2228 1.0202 9.23E-01 1.0576 | 6.75E-01] 0.5476 7.59E-05
- down-regulated gene 8,
INedde
ttgctggcttttataaa | NM 053104 ENAFbl:dmg mOTif protein 7 24.41 ] 31.29 | 11.66 P 4.4245 4.3023 3.7870 1.7241 0.1754 1.2762 0.4882 0.1807 0.9188 7.19E-01 0.6429 | 2.628-02| 0.1539 2.70E-08
tyrosine 3-
monooxygenase/tryptophan 5-
ccteea ctact | M4 009536 activation 7 24.41 | 19.32 | 16.33 | 7.66 2.3220 2.8669 2.4051 1.4580 0.1525 0.7957 0.6756 0.3276 1.4580 | 7.49e-02 | 1.0586 |7.32E-01] o0.5491 | 1.27E-03
protein, epsilon
Ipolypep\:ide, Ywhae
ubiquitin-conjugating
ctcctgaaggeatagtt | MM 009454 |enzyme E2E 3, UBC4/5 7 16.54 | 22.00 7 1 1.4535 1.8128 1.9607 0.1252 0.0892 1.3257 0.4401 0.2641 1.2628 | 1.18E-01 | 1.4213 |1.60E-02| 0.3983 | 1.81E-06
homolog (yeast), Ube2e3
S 1. 20 — — — T ot — — — —
WMAUZEGIGB 8 0 0 4.67 10.6_6 -2.7713 -2.2700 -1.9205 -0.0731 0.2180 1. 10.3 . 1.415_5 1.74_]3—01 I.ED 1.37L|'l2 G.ﬂl 1.37&
calcium/calmodulin—
NM_177407 protein kinase II 8 0 0 2.33 | 44.65| -3.4525 -2.4250 | -1.6261 3.3496 0.1194 1.0000 5.6600 90.3000 2.0384 | 2.69E-03| 3.5466 |2.428-06| 111.5941 | 1.16E-13
alpha, Camk2a
calcium’ca].modulin—
gta NM_025451 protein kinase II 8 1.62 | 0.00 | 4.67 |108.33] -4.2087 -3.30712 | -2.6872 1.1163 0.1246 0.2362 2.4425 51.4142 1.8681 | 3.68E-03| 2.8709 | 5.30E-06| 40.08a5 | 1.83E-13
inhibitor 1, Camk2nl
gececttetteattgge | NM_010358 :i“:“g:::i S-transferase, 8 0 0 4.67 10 ~2.0706 -1.2468 -0.9544 1.2331 0.0924 1.0000 10.3400 21.0000 1.7700 5.64E-03 2.1677 6.54E-05| 9.8743 7.00E-11
NC_DDSOBQ NADH dehydrogenase 6, _ _ _ _ v o v
crratcorcacercase | (agi3n272) |t vochondrial, me-NDS 8 0 0 2.33 | 19.66 2.2899 1.9774 1.2902 0.8833 | 0.1368 1.0000 5.6600 10.3200 1.2419 | 2.438-01 | 1.9995 | 6.79E-0a] 2.6511 | 6.99E-06
Protein phosphatase 1,
teccteccttagtatec | NM_144828 |regulatory (inhibitor) 8 0 0 2.33 | 21.66| 2.5125 3.1178 2.6143 5.9001 0.2300 1.0000 5.6600 44.3200 1.5214 [ 1.18E-01 | 1.0731 | 7.39E-01] 10.4658 | 1.82E-08
subunit 1B, Ppplrlb
protein phosphatase 3,
cttacctcaggtttect | NM_008913 |catalytic subunit, alpha 8 0 1.84 | 2.33 | 10 -0.6816 -0.0134 0.1942 1.7724 0.1569 4.6800 5.6600 21.0000 1.5802 | 3.48E-02 | 1.8351 |3.17B-03| 5.4795 | 3.51E-08
isoform, Ppp3ca
aaattattgggaaatcc | NM 011123 pé;:iii)‘pid g;g:em 8 3.15 0 2.33 | s0.63] -s.s861 -5.3754 -4.3350 1.1025 0.2088 0.1370 0.7753 24.9671 1.1573 5.92E-01 2.3803 9.18-04| 103.1484 | 5.16E-12
1 f G- i
actttgagattgtacct | NM 009062 |FEIuLator of G-protein 8 1.58 | o.92 7 19.33 | -1.2477 -0.5141 -0.8612 1.8961 0.1629 0.6827 3.6058 9.5337 1.6628 | 2.69E-02 1.3072 | 1.37E-01| 8.8388 | 2.52E-09
- signaling 4, Rgs4
L -
tgtatacacacacgggt | NM 007547 :;g:: ;:%““y protein 8 0 0 2.33 | 18.66 | -1.1699 -0.5368 -0.4853 1.6741 0.1452 1.0000 5.6600 38.3200 1.5500 | 3.488-02| 1.6072 |1.05e-02] 7.1800 | 3.71E-09
)
Caamacctccasaaacca | AK140215 JAK140215 0 23.33 | 60535 -1.4382 —1.0636 | 0.cces —0.043. ~1445 1.5592 55453 26.7188 2565 BOE_0 7069 S0E 03] 2.6296 04E_05
accaatgaacaaaaaaa | AK154943 JAK154943 0 3.67 |517.46] -1.6172 —1.2325 | -0.8265 —0.601 ~1696 2.0306 0.5665 | 95.0363 3055 ~08E_0 7294 | 7.91E 03] 1.7607 T19E_03
Ttaccatactgggttgg | NM 022020 |Neurogranin, Nr 0 1.58 6 | 4665|3508 | 3 2890 —1.977a | 12002 ~0.883. ~1368 2.4515 22.6663 15.0280 2410 ~43E-0 -9995 T9E_04] 2. 6511 —99E_06
1 T i
gcttttgttaccatcte 2:‘;:::; p;:c;‘:’“" 10 3.15 | 4.6 | 20.99 | s6.31| 5.2414 5.7004 7.0775 9.1500 0.1203 1.3973 5.8877 15.5644 1.3746 | 8.61E-02 | 3.5703 |2.428-06] 15.0181 | 3.20E-11
[=atasagccaatctgac | WM 033610 |synuciein, beta, Snch 0 756 | 6.32 | 1i.66 | 4531 3.1351 3-3361 35611 73206 0.3425 7.426¢ T.2517 T7.4161 T.1455 | 7.10E 01| 1.3623 | 3.50E0L] 16.1964 | 6.26E-08
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A-7 Additional data file 6

RT-gPCR validation of DETs based on the Rostral vs. Caudal E15.5 cerebral cortex comparison.
Original version of this data file is accessible http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s6.xIs.

Note 1
Note 2
Note 3
Note 4
Note 5

Any fold changes/enrichments less than 1 are presented in "negative fold changes/enrichements' format.
Adjusted p values were based on empirical bayesian moderated t-test with BH correction.

Grey background denotes selected control genes based on published data or genes of interest.

Bold p values denote a particular comparison is significant at p<0.05 level.

SAGE expression profileis considered validated by RT-gPCR when both fold change value isin the same direction and has a
magnitude of > 1.3.



062

PCR results for RvC analy5|s of E15.5 cerebral cortex

E15.5 Fold-enrichment| Fold-enrichment| Adjusted
SAGE tag Refseq accession mstxal/loo 000|caudal/100,000 in E15.5 caudal|in E15.5 caudal| p value | Specificity
tags (SAGE) tags (SAGE) (SAGE) (RT-gPCR) (RT-gPCR)
bladder cancer associated
ttgttettecagt NM_016916 4.62 5.09 1.10 1.43 1.17e-01
gttgtbeticcagtegy protein homolog (human), Blcap
gatacttggaatgacta NM_007393 actin, beta, cytoplasmic, Actb 408.52 -1.32 1.32E-01

thymosin, beta 4, X chromosome,

Ltggtgaaggaaaaaac NM_021278 Tmsbdx 507.77 218.75 -2.14 7.33e-03
gtcatagctgttctgtg BC025816 EST sequence BC025816 0 38.15 Caudal specific 1.31 3.17E-01 Caudal

. kyrin repeat and zinc finger Rostral y Not

(R b xS g x g 17 . 16E-
Bpgetigacatttogas 102618 domain containing 1, Ankzfl | 2:31 0.00 specific 11 4,168-01 validated

SAGE tag

Refseq accession

Gene ID

E15.5
rostral/100,000
tags (SAGE)

E15.5

caudal/100,000| i

tags (SAGE)

Log2 normalized expmssuon for E15.5 oembld cortex (against 3

Fold-enrichment after normalized to E15.5 rostro-lateral cerebral cortex

keeping genes)
Fold: - Normalized | Normalized | Normalized| Normalized Fold- Fold- Fold-
in E15.5 caudal 1on on 1on 1on enrichment| . . usted | SOTLCHBED ,  nsted p| SRTIMENt | 4 iusted
SAGE for E15.5 | for E15.5 | for E15.5 | for E15.5 in E15.5 in E15.5 in E15.5
. ) tro- tto- uando- caudo- of tto— p value canio— valoe (RT- udo- P valne
ros ros ros! caudo-
lateral (RT megia |CoSfficient (RT-qPCR) GPCR) mediar | BRI-GECR)

| qatacttggaatgacta NM 007393 |actin, beta, cytoplasmic, Actb 408.52 155.16 -2.63 3.85 3.79 3.37 3.47 0.18 -1.04 | 8.82E-01| -1.39 | 3.37E-01 | -1.30 | 3.41E-01

ttggtgaaggaaaaaac NM 021278 ‘hym’:’m' beta 4, X chromosome, 507.77 218.75 -2.33 -2.57 -2.73 -3.97 -3.53 0.26 -1.12 | 8.49E-01| -2.64 | 1.50E-02| -1.95 | 8.57E-02
- Tmsb4x

ataatacataaaaaaaa WM 007807  |YPP Cytochrome b-245, beta 639.32 414.61 -1.54 -1.11 -3.57 -2.40 -1.97 -5.53 | 6.36E-05| -2.45 | 7.84E-02 | -1.83 | 1.05E-01

bladder cancer associated

i ﬁ 1de| CIbb

gttgttcttecagtegg NM 016916 5.09 1.10 0.03 0.40 0.69 0.78 0.24 1.30 | 7.426-01| 1.58 | 1.98E-01 | 1.69 | 1.05E-01
protein homolog (human), Blcap
gtcatagetgttotgty BC025816 _ |EST BC025616 0 38.15 Caudal specific| -1.74 1,31 1.33 0.94 0.32 1.34 | 7.428-01| 1.33 | 4.47E-01 | 1.74 | 1.0SE-01
aagcttgacatttggaa NM 026187  |CPiYFin repeat and zinc finger 2.31 0.00 Rostral -0.42 —0.21 -0.25 0.08 0.19 1.16 | 8.49E-01| 1.12 | 6.80E-01 1.41 | 2.76E-01
- domain containing 1, Ankzfl specific
aaccctaatassasasa | RLo2098 /  mRNA for cytochrome c oxidase 2.31 48.33 20.92 -1.17 -1.04 -1.00 -0.74 0.29 1.10 | 8.49E-01| 1.13 | 6.80E-01 | 1.35 | 3.41E-01
X55780 subunit I, Coxl
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A-8 Additional data file 7

Significantly represented genomic loci based on genomic clustering of tags.

Original version of this data file is accessible http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s7.xls.

Note 1
Note 2
Note 3
Note 4
Note 5
Note 6

Chromosome positions presented here were based on mouse assembly release February 2006.
Adjusted p values were based on empirical bayesian moderated t-test with BH correction.
Grey background denotes no RT-gPCRs were performed on these tags.

N.A.=Not determined.

Bold p values denote a particular comparison is significant at p<0.05 level.

The background colour for each cluster is meant to aid visualization of data across the table.
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A-9 Additional data file 8

List of primers, probes, clones and assays designed for RT-gPCR, RACE, Southern, Northern and ISH analysis.
Original version of this data file is accessible http://genomebiol ogy.com/content/supplementary/gb-2009-10-10-r 104-s8.xIs.

SECTION A: LIST OF RT-gPCR ASSAYSDESIGNED FOR GENOMIC CLUSTERS

Note 1 Primer sets are listed according to the SAGE tag position.
Note 2 NISP=Non-intron spanning primer; | SP=intron-spanning primer
Note 3 "F" in the primer name denotes forward primer whereas"R" denotes reverse primer.
Note 4 "SAGE tags' column provides information on genomic cluster tags where the corresponding primers were used to performed qPCR.
Note5 UPL Probe # refers to the Mouse Universal ProbeLibrary (Roche) Cat. No.: 04683641001 (4683641).
Note 6 Tm calculations were based on Breslauer et al, Proc Natl Acad Sci U S A 83 (1986) 3746-50.
Primer Length UPL Fab Tm T Amplicon
set Gene ID Primer Name Notes SAGE tags (mer) | Probe # Sequence 5-3 %GC ~o) size Amplicon sequence
1 Sox4 sox4_t4_F NISP sox4 tag10 18 99 GTTGGGGATGCAGAAGGA 56 60 73nt gttggggatgcagaaggacccggagcacagagggcegttgg
Sox4 sox4 t4 R NISP —tag 22 99 TTTGCACAGACCCCAGGCGGAG 64 73 ggttccecgggectcegectggagtcetgtgcaaa
2 Sox4 3671s4-3tgF NISP sox4 tag12 18 78 AGGCTGGCCTGCTACTCC 67 60 86nt gcaaggacaaggy jgtggggggaggaggaga
Sox4 3672s4-3tgR NISP —tag 18 78 GCTGGGCTTTCTCCTCCT 67 59 aagcccageccgggacttcgecagegtggagtttctecatgee
3 Sox4 3673s4-5F NISP sox4 tagi5 20 17 CTGAACCCCAGCTCAAACTT 50 59 92nt ctgaaccccagctcaaactttgagagcatgtcectgggeagttt
Sox4 3674s4-5R NISP —'ag 23 17 GGTTCGAAGTTAAAATCCAGGTC 50 60 cagctcctcatcggegctcgatcgggacctggattttaacttcg
% Sox4 3675s4-10F NISP P o, 20 79 ACAGCGACAAGATTCCGTTC 50 60 62nt acagcgacaagattccgttcatccaggaggeggageggcetg
Sox4 3676s4-10R NISP —tag 19 79 GTCAGCCATGTGCTTGAGG 58 60 cgcctcaagcacatggctgac
5 Sox11 sox11_t16_F NISP Sokt1 aatd 23 6 GTTGAATTCATACACTCCAATGT 35 56 o7nt gttgaattcatacactccaatgtctctttttgcaggagtttttcaca
Sox11 sox11_t16_R NISP —ag 20 6 GGAGATTGATCACACGATTT 40 55 gaggaatacatttgttcaaaagaccaataaaaatcgtgtgatc
6 Sox11 sox11_t3_F NISP sox11 tagi2 20 21 ATCCCGTGATGCTTTIGTITC 45 59 75nt atccegtgatgctttgtttcccgggacagagcecacctgaagtcet
Sox11 sox11_t3_R NISP -'ag 21 21 TGTTAACAGTGCCATGCTGAT 45 59 gagagtagttatcagcatggcactgttaaca
. Hmbs 3843_hmbs_F ISP endogenous 20 42 AAAGTTCCCCAACCTGGAAT 45 59 98nt aaagttccccaacctggaattcaagagtattcggggaaacctc
Hmbs 3844 _hmbs_R ISP control 20 42 CCAGGACAATGGCACTGAAT 50 60 aacacccgccttcggaagcetggatgagctgcaggaattcagt
8 Psmb2 3367_psmb2_F ISP endogenous 20 25 GAGGGCAGTGGAGCTTCTTA 55 59 71nt gagggcagtggagcttcttaggaagtgtctggaggagctcca
Psmb2 | 3368_psmb2_R ISP control 21 25 AGGTGGGCAGATTCAAGATG 50 60 gaagcgcttcatcttgaatctgecccacct
9 Pgk1 3365_pgk1_F ISP endogenous 18 108 |TACCTGCTGGCTGGATGG 61 60 65nt tacctgcetggetggatgggcttggactgtggtactgagageag
Pgk1 3366_pgk1_R ISP control 20 108 CACAGCCTCGGCATATTICT 50 60 L caagaaatatgccgaggctgtg
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SECTION B: LIST OF PRIMERS AND OLIGONUCLEOTIDE PROBESUSED IN 3 RACE AND SOUTHERN BLOTTING

Note 1 Primers are listed according to the Southern blot figure in the manuscript.
Note 2 Adaptor primer sequenceis TACGACGTCTGCTAGGACTG.
Note 3 "SAGE tags' column provides information on genomic cluster tags where the corresponding primers were used to perform 3' RACE.
Note 4 Oligonucleotide probes were end-labeled prior to hybridization (see manuscript for more information).
Southern Pn’mer used_ for | Orientation Length 3% . ™ Ollgqnyclgoude p_robe used for
blot number Gene ID| 3'RACE with of targeted | SAGE tags (mer) Sequence 5" %GC - hybridization during Southern
adaptor primer mRNA °c blotting (sequence 5™-3’)
: Sox4_tag10,
Fig. 7D.1 Sox4 3675s4-10F Sense tag15, tag16 20 ACAGCGACAAGATTCCGTTC 50 60 |GTCAGCCATGTGCTTGAGG
Fig. 7D.2 Sox4 3673s4-5F Sense tsa(;);“z—t:g% 20 CTGAACCCCAGCTCAAACTT 50 59 |GGTTCGAAGTTAAAATCCAGGTC
Fig. 7D.3 Sox4 s4_tg4_ota Sense Sox4_tag10 20 TGATGTTGGTGGTGGCTAAA 45 60 |GCTGGGCTTTCTCCTCCT
Fig.7D.4 Sox4 sox4_t4_R Antisense Z;’:g—ttaa %1114' 22 TTTGCACAGACCCCAGGCGGAG 64 73 |AGGCTGGCCTGCTACTCC
Fig.8D.1 | Sox11 | 3665s11-8F Sense s°":a1§:;918' 20 GTGGCGGTCAGGATAAAGAG 55 | 59 [TCTCAGCGCCACATCTCTC
Fig. 8D.2 Sox11 3669s11-4tgF Sense Sox;l;g_:asgm, 20 GCGTTGTGTGCATAGCAGTC 55 60 |GCACTCGAGTCTGTGAACTAGG
Fig. 8D.3 Sox11 sox11_t3_F Sense Sox::§1t3291 1. 20 ATCCCGTGATGCTTTGTTTC 45 59 |TGTTAACAGTGCCATGCTGAT
Fig. 8D .4 Sox11 3670s11-4tgR Antisense o :;5:3791 8 22 GCACTCGAGTCTGTGAACTAGG 55 59 |GCGTTGTGTGCATAGCAGTC
Failed Sox11 s11_tg5_ota Antisense Sox11_tag13 21 GCCAACTCTCAGAGAAACACG 52 60 |TTCCTGTTCGGACACATGTAAG
Failed Sox11 3663s11-9F Antisense Sox11_tag17 19 GGCCAAGGACTTTGCAACT 53 60 |AGGTTGCTCTCGGCTTCC
F;:g?g 73'355& Psmb2 | 3367_psmb2_F Sense N.A. 20 GAGGGCAGTGGAGCTTCTTA 55 59 |AGGTGGGCAGATTCAAGATG
F;:?g 73:')66& Psmb2 | 3368_psmb2_R Antisense N.A. 21 AGGTGGGCAGATTCAAGATG 50 60 |GAGGGCAGTGGAGCTTCTTA
F::gm 73[')77& Hmbs 3843_hmbs_F Sense N.A. 20 AAAGTTCCCCAACCTGGAAT 45 59 |CCAGGACAATGGCACTGAAT
F;?'g 73')88& Hmbs 3844_hmbs_R Antisense N.A. 20 CCAGGACAATGGCACTGAAT 50 60 |AAAGTTCCCCAACCTGGAAT
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Note 1
Note 2

These probes were double-digested from pGEMT clone, gel purified and sequenced prior to random labeling.

SECTION C: LIST OF DOUBLE-STRANDED DNA PROBE USED IN NORTHERN BLOTTING

The position of the probe is based on the Ref Seq canonical mRNA sequence.

Name of
probe

Size of
probe

Probe sequence

Target sequence
(Refseq)

The position of the probe on target
mRNA

Sox4 (C1)

614

TTGATGTTGGTGGTGGCTAAAAAAGCTACTTCGAGTTTCCTCCCCAATTTTGCTTGAAGAGACTCCCCCCCACCCCACCCTTCCAACGAGCT
TCCGGACTTGGTTGCACCCCCAGCAAGAAAAGAAGCCAAGCAAAGCTTCTAAAGACCGAAGGAATCTTTCCCTCACCCCCACCCCCTCGC
CTTGGTGATTTCTTGTTTGATTTTGCCTCATGGTCAAGAAAGGAGGGGGAAAATCCAGCGTGCCCCATCTCCTACCCACCCCCTCTTTGTATT
CTCTTTGTATTTTTCCCCTTCTTAAAATTTCTTTTTCTGCAATGAAGACAGAAAGAAGGCTCTGGGGTGATGCGTTTGGCATTTGTGTTGAGCT
TAGGGGAGCATTGGCATGGAGAAACTCCACGCTGGCGAAGTCCCGGGCTGGGCTTTCTCCTCCTCCCCCCACCTTTTTITCCCCTTGTCCTT
GCAGCTGGAGATGTGCTGGGAGTAGCAGGCCAGCCTCGGAAATGGACATGGGGACCTCGTGGAAGCCACAGCAACCTGGTTGGGGATGC
AGAAGGACCCGGAGCACAGAGGGCGTTGGGGTTCCCGGGCCTCCGCCTGGGGTCTGTGCAAAAAT

Sox4 (NM_009238)

2330-2943bp

Sox11 (C10)

950

CACCTGAACCAGCGTTCTCTTATTCTTTAAGCTGTGGAAATAATTTCCAGTTTCTACATTCTCGATATGCATCCTTATTAAAAAGATAATACGAAT
GAAAGGCAGTGTGCTTAAAGTGTGCTTTGCAAATACATGTTATGAATGACTACGGTCACTGGGCAAATTATTTGTAGAATGATTAGCCTTTAGC
TAGAAAAAAAAAATCATTGCAGCTCTTTTGGGCCTGGATGGTTCTTTTTAATGTTAATGGAGGGGAAGTGATTTAAATATGCATGCTCTTAGCA
GTCAGGATCTGACTTAGTTGTTTTGAGAGAAAAAAAAATCAAAAGGCAAGGTCTACTTTTTTTCTCTGGGAATTGAAACCACAATCATCTTGAT
ACTAGAACAGTGTAAGAAATGAACATTTGTTCTTCACTTCAGAATTCAAATGAGTTTTGCCCAAGGAATCTGGGAAATAAGGCAAATAAGTTGC
TCAATTTTCAAGTAGTCATTCAATAGAAATATACTCCATCACTCGGCTTTCTTATTCTCTGATGGGGTATTCTGTATAGTCTCACTGTTTTCTCCT
AATGGGCATATGTATCTTTGTGGACACTTGGAAGAGAGGTTTTCTTGTACTCTCTCATTTCTAGAATCTTTATACTCTTTTTCCTGCAAGGTTCT
CTGCTTTTAACAGATTTCTGAGGCAACTATATTTGTGCTTTTTTCTTATGTAGGAAGACCAGCGAAACTAGCTTACTGAGTTGTCGATTTTATCA
GTAGATAAAGAAACTTTGTTTATTACAGTTTCAGGGAAGGTTTTTCAGGATATTTCTCAGTTATTCTAAGGGCCAAATTTTATATATAAAAAAAAA
AAAACTTCATTAGGAATGTCAGTTTCAGATACCCTTTGTATAGCCTGTGGCCTGCAAGCACGACAGGACTGAGCCTTACATGTGTCCGAACA
GGAA

Sox11 (NM_009234)

4558-5507bp
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SECTIOND: LIST OF CLONESUSED TO GENERATE RIBOPROBE FOR IN SITU RNA HYBRIDIZATION (I1SH

Note 1 Clones were either obtained from NIA mouse 15k cDNA clone set or through PCR amplification and cloning procedure.
Note 2 The restrcition enzymes used were from Promega and their relevant buffer systems.
Note 3 "Comment" describes the position of the clone within the canonical mRNA transcript.
Promoter region Restriction ]
Gene Vector |used to generate the| enzyme used for| Sequencing result Estlr.naled Probe Comment MA USRS AN FDNA
. : et size clone accession
riboprobe linearization
Actb pSPORT1 1L Miul/Buff. D Confirmed +/- 1580bp Sense Full length H3018D10
Actb pSPORT1 SP6 EcoRI/Buff. H Confirmed +/- 1580bp Antisense Full length
BC025816 | pGEMT 17/ Sacl/Buff. J Confirmed +/- 911bp Antisense Mid BC02 Amplification by PCR
BC025816 | pGEMT SP6 Aatll/Buff. J Confirmed +/- 911bp Sense Mid BC02 followed by cloning
Blcap pSPORT1 T7 Miul/Buff. D Confirmed - only 965bp Sense 1/2 of Blcap till 3' H3008G10
Blcap pSPORT1 SP6 EcoRI/Buff. H Confirmed - only 965bp Antisense 1/2 of Blcap till 3'
Coup-if1 pSPORT1 T7 Miul/Buff. D Confirmed +/- 375bp Sense 3' of Ctf1 H3097D07
Coup-tf1 pSPORT1 SP6 EcoRI/Buff. H Confirmed +/- 375bp Antisense 3' of Ctf1
Cybb pSPORT1 Al Miul/Buff. D Confirmed +/- 1492bp Sense Mid Cybb H3060F 11
Cybb pSPORT1 SP6 Kpnl/Buff. J Confirmed +/- 1492bp Antisense Mid Cybb
D1ertd161e | pSPORT1 T7 BamHI/Buff. E Confirmed +/- 2460bp Sense Full length H3024H07
D1ertd161e | pSPORT1 SP6 Kpnl/Buff. J Confirmed +/- 2460bp Antisense Full length
Hba-a1 pSPORT1 T7 Miul/Buff. D Confirmed +/- >500bp Sense Full length H3045A12
Hba-a1 pSPORT1 SP6 Kpnl/Buff. J Confirmed +/- >500bp Antisense Full length
Rorb pGEMT 6 Spel/Buff. B Confirmed +/- 935bp Sense Mid Rorb Amplification by PCR
Rorb pGEMT SP6 Apal/Buff. A Confirmed +/- 935bp Antisense Mid Rorb followed by cloning |
Sox11 (C10) | pGEMT T Spel/Buff. B Confirmed +/- 950bp Antisense Mid Sox11 (3' UTR) Amplification by PCR
Sox11 (C10) [ pGEMT SP6 Aatll/Buff. J Confirmed +/- 950bp Sense Mid Sox11 (3' UTR) followed by cloning
Sox4 (C1) pGEMT T7 Spel/Buff. B Confirmed +/- 614bp Antisense 3' of Sox4 (3' UTR) Amplification by PCR
Sox4 (C1) pGEMT SP6 Aatll/Buff. J Confirmed +/- 614bp Sense 3' of Sox4 (3' UTR) followed by cloning
Tmsb4x | pSPORT1 I I 4 Miul/Buff. D Confirmed - only ~500bp Sense Full length H3143A02
Tmsb4x pSPORT1 SP6 EcoRI/Buff. H Confirmed - only ~500bp Antisense Full length
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SECTION E: LIST OF PRIMERSUSED IN STRAND SPECIFIC RT-PCR

Note 1 Please correspond the gel lane positionsin the table with Figure 6.
Note 2 For sense mMRNA=primer used to synthesize the first strand cDNA using sense mRNA as template.
Note 3 For antisense mMRNA=primer used to synthesize the first strand cDNA using antisense mMRNA as template.
Note 4 Tm calculations were based on Breslauer et al, Proc Natl Acad Sci U S A 83 (1986) 3746-50.
Gel Gene ID Primer Name Notes Length Sequence 5'-3' %GC m Amp_llcon Amplicon sequence
lane (mer) C) size
1 Sox4 3675s4-10F For antisense mRNA 20 ACAGCGACAAGATTCCGTTC 50 60 62nt acagcgacaagattccgttcatccaggaggcggageggcetg
Sox4 3676s4-10R For sense mRNA 19 GTCAGCCATGTGCTTGAGG 58 60 cgcctcaagcacatggcetgac
5 Sox4 sox4_t4_F For antisense mRNA 18 GTTGGGGATGCAGAAGGA 56 60 73nt gttggggatgcagaaggacccggagcacagagggcegttgg
Sox4 sox4_t4_ R For sense mRNA 22 TTTGCACAGACCCCAGGCGGAG 64 73 ggttcccgggcecteegectggggtctgtgcaaa
3 Sox4 3673s4-5F For antisense mRNA 20 CTGAACCCCAGCTCAAACTT 50 59 9ont ctgaaccccagctcaaactttgagagcatgtccctgggceagttt
Sox4 3674s4-5R For sense mRNA 23 GGTTCGAAGTTAAAATCCAGGTC 50 60 cagctcctcatcggegctcgatcgggacctggatittaacticg
4 Sox11 3665s11-8F For antisense mRNA 20 GTGGCGGTCAGGATAAAGAG 55 59 75nt gtggcggtcaggataaagaggatggtggggggagggggag
Sox11 3666s11-8R For sense mRNA 19 TCTCAGCGCCACATCTCTC 55 60 aagatgctcatggtcagagagatgtggcgctgaga
5 Sox11 sox11_t16_F For antisense mRNA 23 GTTGAATTCATACACTCCAATGT 35 56 o7nt gttgaattcatacactccaatgtctcttttigcaggagtttttcaca
Sox11 sox11_t16_R For sense mRNA 20 GGAGATTGATCACACGATTT 40 55 gaggaatacatttgttcaaaagaccaataaaaatcgtgtgatc
6 Sox11 3669s11-4tgF For antisense mRNA 20 GCGTTGTGTGCATAGCAGTC 55 60 69nt gcgttgtgtgcatagcagtctagcecggtigggtaccctgetectg
Sox11 3670s11-4tgR For sense mRNA 22 GCACTCGAGTCTGTGAACTAGG 55 59 tacctagttcacagactcgagtgc
7and8 Hmbs 3843_hmbs_F For antisense mRNA 20 AAAGTTCCCCAACCTGGAAT 45 59 98nt aaagttccccaacctggaattcaagagtattcggggaaacct
Hmbs 3844_hmbs_R For sense mRNA 20 CCAGGACAATGGCACTGAAT 50 60 caacacccgccttcggaagcetggatgagctgcaggaattcag
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Note 1
Note 2
Note 3
Note 4
Note 5

SECTION F: LIST OF RT-gPCR ASSAY SDESIGNED

Primer sets are listed in alphabetical order.

NISP=Non-intron spanning primer; | SP=intron-spanning primer.

"F" in the primer name denotes forward primer whereas "R" denotes reverse primer.

UPL Probe # refers to the Mouse Universal ProbeLibrary (Roche) Cat. No.: 04683641001 (4683641).
Tm calculations were based on Breslauer et al, Proc Natl Acad Sci U S A 83 (1986) 3746-50.
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Primer . Length | UPL v or o Tm | Amplicon .
set Gene ID Notes Primer Name (mer) | Probe # Sequence 5-3 %GC re) size Amplicon sequence
1 AA122503 | NISP AA122503_F 22 25 AGATGCTGCACACAGGTATCTC 50 59 60nt | agatgctgcacacaggtatcteccctectocaccecgaatgteacctaaaccaaactaga
AA122503 | NISP AA122503_R 25 25 TCTAGTTTGGTTTAGGTGACATTCG 50 60
2 Actb ISP 3361_actb_F 20 56 AAGGCCAACCGTGAAAAGAT 45 60 110nt aaggccaaccgtgaaaagatgacccagatcatgtttgagaccticaacaccccagcecatgtacgtagccate
Actb ISP 3362_actb_R 21 56 GTGGTACGACCAGAGGCATAC 57 59 caggctgtgctgtcectgtatgectetggtegtaccac
3 Actléb ISP actléb_F 19 104 AAGTTCAGCCCCTGGATTG 53 60 7int |aagttcagcecctggattggaggetocatetiggectcactgggeacaticcageagatgtggatctccaa
Actléb ISP actléb_R 20 104 TTGGAGATCCACATCTGCTG 53 59
4 AK138272 | NISP AK138272_F 20 102 GTTCGTCCGTACCATCATCC 55 60 105nt gttcgtccgtaccatcatccaattagtaggaaagatataattcccacccctictcagccaatgaaaagttgaaat
AK138272 | NISP AK138272_R 21 102 CATGCTTATCCTCACCTCAGC 55 59 atgttgttggctgaggtgaggataagcatg
AK139402 | NISP AK139402_F 20 56 TCTTCACCGTAGGTGCGTCT 55 60
S [AK130402 | NISP | AK139402 R 20 56 CATCAACATAGCCGTCAAGG 55 | 59 | ©ont |iettcacegtaggigegietagactgigtgetgtectticatgectigacggetatgtigatg
AK140219 | NISP AK140219_F 23 83 CCTCTTAGGGTTGGTAAATTTCG 43 60
6  AK140219 | NISP | AK140219 R 26 83 CGAAGATAATTAGTTTGGGTTAATCG | 43 | 60 | ©ont |ccicttagggtiggtaaatitcgtgecagecaccgeggteatacgattaaceeaaactaattateticg
7 AK154943 | NISP AK154943_F 19 69 GGCCCTAGCAATCGTTCAC 58 60 60nt 4 toatt toctcttoct N
AK154943 | NISP AK154943 R 20 69 CCTGTTGGGTTGTTTGATCC 58 | 60 nt | ggcecctageaategticaccice ccacgaaacaggalcaaacaacccaacagg
8 | hsor | 1P | aserR | 23 | 17 | CTOACTCATTCCATCAGGARAGT | 80 | 59| oM |clocttatggoctacggttcageaagcagetoctaaggacciactcctgatggaatgagigas
9 App ISP app_F 20 ] AGCACCCAGAGAGAATGTCL 2 ) 69nt  |agcaccgagagagaatgtcccaggtcatgagagaatgggaa cagagcgtcaagccaagaacttge
App ISP app_R 19 34 GCAAGTTCTTGGCTTGACG 55 | 59 geaccgagagagaalgicecaggicalgagagaalgggaagaggeagagegicaagecaagaaci
10 ﬁtts;: :§$ :g:;::; gg :; ?.g?.g’.?gg ;g g?.ﬁggéﬁg@g.ﬁ: :g gg 64nt | gagcagctgtaaccaaatattgcaaaaaggagctggacactgaaaccctgggtacctgtacaga
" AU258168 | NISP AU258168_F 19 62 CTTGGGAGGAGGAGACAGG 63 59 7ont cttgggaggaggagacaggggacacctgctgaccctggcctagcaggtgatgtaagcaggtgacacaget
AU258168 | NISP AU258168_R 20 62 GCAGCTGTGTCACCTGCTTA 63 60 gc
12 BC025816 ISP 3433cdnap1_F 19 83 CGCCGTAAACAGTGGATCA 53 60 122nt cgccgtaaacagtggatcaaggtggegtccatgaaccagegecgtgtggattictacctagcettccattgaaga
BC025816 ISP 3434cdnap1_R 20 83 GAAGACAGCGCTCCATTCTC 55 60 catgctggtggctgtcggtggccggaacgagaatggagegctgtcttc
Bcl11a ISP bcl11a_F 18 3 CCCCGCAGGGTATTTGTA 56 59
3 " Bofta | ISP bola_R 21 3 GAATGGCTGTTTGCAAGTTGT 56 | 60 | ©ont | ccecgeagggtatiigtaaagatgageccageagetacacatgtacaactigeaaacagecatte
14 Blcap ISP 3435blcap_F 19 74 AGCTAAGGTGGAGGCAAGC 58 59 116nt agctaaggtggaggcaagcagcggcggegacggegacagtggeggeagtgecatggtggggetcgeag
Blcap ISP 3436blcap_R 19 74 GCTGTGCTCTCTGGCTGTC 63 59 gatccctgetgecttggtgatccecgggetgacageccagagagcacage
15 Blcap NISP 3517blcap_F 20 32 GGACTCCAAGGTGGTTCAGA 55 60 62nt | ggactccaaggtggticagacaagacceaggggageagtegecateateatoocaccaggag
Blcap NISP 3518blcap_R 19 32 CTCCTGGTGGGAGGATGAT 58 59
BQ176089 | NISP BQ176089_F 23 99 TTCTTTTTAAATGCAGGGTCTGA 35 60
16 "BQ176089 | NISP | BQ176089 R 24 99 ACCTTCTCAATCACACCATATCAC 35 | 60 | 62t [ttciittaaatgcagggicigatiiccigtgeiocaigigatatpgigtgatipagaaggt
BQ177886 | NISP BQ177886_F 24 45 CACTTCAAGTTGCGTTAGACATTT 38 59
17 BQi77es6 | NISP | BQi77886 R 23 5 TCCCATGTAAAAGTCAGTTACCG 38 | 60 | /Int |cacticaagtigegttagacatitctiaccgageeccaggectggecgeggtaactgactittacatggga
18 Btg1 ISP btg1_F 18 17 CAAGTTCCTCCGCACCAA 56 60 107nt caagttcctccgcaccaaggggctcacgagcgagcegacagetgcagactttcagccagagectgcaggag
Btg1 ISP btg1_R 21 17 CTGGGAACCAGTGATGTTTGT 56 59 ctgctggcagaacattacaaacatcactggttcccag
19 Calm1 ISP calm1_F 20 89 GCTGCAGGATATGATCAACG 50 59 65nt o tataat taaatactaat N ttaactt tet
Calm1 ISP cami1_R 22 89 AGAACTCTGGGAAGTCAATGGT 50 | 59 nt  |gclgcaggataigatcaacgaagiggaigclgaiggcaaiggeaccatigacticeeagag
20 Camk2a ISP camk2a_F 20 75 CAGCCACTGTATCCAGCAGA 55 60 o7nt cagccactgtatccagcagatcttggaggctgtgctacactgtcaccagatgggggtggtgcatcgtgacctga
Camk2a ISP camk2a_R 20 75 GGCCAGCAACAGATTCTCAG 55 60 agcctgagaatctgtigetggee
21 Camk2n1 NISP camk2n1_{2_F 20 27 TGTGTGGGAACACTTGGAGA 50 60 12nt tgtgtgggaacacttggagagtctttictgttatttataggggttctcttaaggctcgccagetgectgttttgcatggt
Camk2n1 NISP camk2n1_t2_R 21 27 ATTCCTCACGCAAGAGGCATT 48 63 atttgcaaaaaaatgcctcttgcgtgaggaat
p | CE@ |l | Simiar | & | % | CIGCCAMCCIOMINC | 88| % | g copmpesniammoaromgmcossceciadsmasadseoiios
23 CD802535 | NISP CD802535_F 25 98 GCATGAGTTTATAGAGTCTCCCTGA 44 60 75nt gcatgagtttatagagtctccctgagactcgtctgtgectttggaacagctgtttacaacacagaacaggcaag
CD802535 | NISP CD802535_R 22 98 CCTTGCCTGTTCTGTGTTGTAA 44 60 g
24 Cdk4 ISP cdk4_F 20 13 TGCCAGAGATGGAGGAGTCT 55 59 109nt tgccagagatggaggagtctggagecgceagcetgcetactggaaatgctgacctitaacccacataagegaatcetc
Cdk4 ISP cdk4_R 20 13 TTGTGCAGGTAGGAGTGCTG 55 60 tgccttccgagecctgcagceactcctacctgcacaa




00€

25 Cdkn1c ISP cdknic_F 20 17 CAGGACGAGAATCAAGAGCA 50 59 118nt caggacgagaatcaagagcagcgcggcecaggagcetgaaggaccagcectetctcggggattccaggacgt
Cdknic ISP cdkinc_R 18 17 GCTTGGCGAAGAAGTCGT 50 59 cctgcacccgggactgetgecggecaatgegaacgacttcttcgccaage
26 Chgb ISP chgb F 19 79 ACGACTCGGAGGAGCAGAT 58 59 112nt acgactcggaggagcagatggggcctcaccaggaggcaaacgatgaaaaggccagggcetgaccagag
Chgb ISP chgb R 20 79 GCAGCCAAGTTCTCCAGTTC 58 59 agttctgacggcggaagagaaaaaggaactggagaacttggetge
27 Chn1 ISP 3490chn1_R 21 9 TGGAGTTGGCATATGGTATGG 48 60 88nt gccattggttictgatgcttgcacacacacacacataagcagtgccctggetgttacatcaccatcceccatacca
Chn1 ISP 3489chn1_F 20 9 GCCATTGGTTTCTGATGCTT 45 60 tatgccaactcca
28 g:zzg :gs g:g:g:; 2(1) : gg Gm%?@g:ég Eg Eggigc :g gg 71nt  |aaaaccatcaaccgcttcctcatgaggaaacggctgctcticccggeactggtgactetgeteatctecac
o SIS | St | 3| % | CWCCOHOSTGCMIA | £ 5| Tin |cssposltcspiapsningpogpesocscassgaose oo
30 Cox1 ISP 3475cox1_F 21 46 TCGAATGTGTGATATGGTGGA 43 59 94nt tcgaatgtgtgatatggtggagggcagcecatgaagtcattictaaatitgttgaggtatatgatactgatattacttct
Cox1 ISP 3476cox1_R 22 46 CCTTTGCTTCAAAACGAGAAGT 41 59 cgttttgaagcaaagg
31 Cryab ISP cryab_F 18 80 ACGGCAAGCACGAAGAAC 56 59 sont |a taacttcatct tt
Cryab ISP cryab_R 20 80 TCCGGTACTTCCTGTGGAAC 56 | 59 cggeaageacgaagaacgecaggacgaacatggeticatetecagggagticcacaggaagtaccgga
32 Csrp2 ISP csip2_F 18 106 GACCGCGGTGAGAGACTG 67 60 61nt 4 t tactcaacct o
Csip2 ISP csip2_R 20 106 TTGTCGTAGGCCTGTGAGGT 67 | 60 nt |gaccgeggigagagactgggeatcaageeagagagtgeteaaccteacaggectacgacaa
33 Ctsd ISP ctsd_F 20 64 TGAGCCAGGACACTGTATCG 55 59 125nt tgagccaggacactgtatcggttccatgtaagtctgaccagtcaaaggcaagaggtatcaaggtggagaaac
Ctsd ISP ctsd_R 20 64 CTTGGCTGCAACAAATACGA 55 59 agatctttggagaagccaccaagcagcectggaatcgtatttgttgcagccaag
34 gﬁ:g :gi m;gsg:; gg gg g?gg:ég&ﬁ%ﬁgﬁﬁgg gg gg 73nt  |tgccaacttcctcagctacaatatctaccttactggetgggatgaatetcaggecaatcactttgctgtgcac
35 Cybb ISP 3515¢cybb_F 19 108 CTGATCCTGCTGCCAGTGT 58 59 83nt ctgatcctgetgecagtgtgtcgaaatcetgctctectttctcaggggttccagtgegtgttgctcgacaaggatteg
Cybb ISP 3516¢cybb_R 21 108 TGTCTTCGAATCCTTGTCGAG 48 60 aagaca
36 D1Ertd161e| ISP 3443dier_F 20 7 CTCAGTGACCGGGAGAAGAG 60 59 6ont |cteagtgaccgagagaagagagetetggetgeagagegecgactigetgeecagtigggageceetage
D1Ertd161e| ISP 3444dier R 18 7 GCTAGGGGCTCCCAACTG 67 60
37 D1Ertd161e| ISP 3507dier_F 23 81 GGAGAAGAATCTTGATGCCTATG 43 59 7ant 9939 aagaatcttgatgcctatgattacaacaaggctcgggtgccagggcecattgactcaagaaatggagge
D1Ertd161e| ISP 3508dier_R 20 81 GGGCCTCCATTTCTTGAGTC 55 60 cc
38 Bzi :g:z g::_; gg g ﬁggi%ggi':g;cmiiéi gg gg 77nt  |acacccttgatggaaagcaggtcacctgtctccatgatttetitggtgatgatgatgtgttcattgcttgtggtect
39 Dr1 ISP dr1_F 23 102 CAACAGGAATTATTTGCAAAAGC 35 60 138nt caacaggaattatttgcaaaagctagacagcaacaagcagaattggcccaacaggaatggcttcaaatgca
Dr1 ISP dri_R 21 102 TGAAGATCCTGCTTGAGTGGA 35 60 gcaagcagctcaacaagcccagetggcetgcagectcagecagegegtccactcaagecaggatctica
40 Egr1 ISP egri_F 20 22 CCTATGAGCACCTGACCACA 55 59 90nt cctatgagcacctgaccacagagtcecttttctgacatcgctctgaataatgagaaggcgatggtggagacgagt
Egr1 ISP egrl R 20 22 TCGTTTGGCTGGGATAACTC 55 60 tatcccagccaaacga
1 Eif2s3x ISP eif2s3x_F 18 76 GAGCCCCGTCTCATTGTC 61 59 76nt gagccccgtctcattgtcatcaggtcatttgatgtcaacaaacctggetgtgaagtcgatgaccttaagggaggt
Eif2s3x ISP eif2s3x_R 20 76 CACCTCCCTTAAGGTCATCG 61 59 g
42 Eég :gg :::3:; %; gg Ggﬁ%ﬁ%?gfg%%%%%? 22 gg 66nt | gctctictgtcgacgatgttttaagtatgactgcttcctacateecttccatgcaacacccaacac
43 Foxg1 ISP foxg1_F 18 26 GAAGGCCTCCACAGAACG 61 59 14nt gaaggcctccacagaacgcacccaccgctcagccgeccccgetcgecgecctcageccagcttcacagee
Foxg1 ISP foxg1_R 21 26 CAAGGCATGTAGCAAAAGAGC 61 60 gagctcgccgegggecgcaggaagctcttttgctacatgecttg
a4 Gria3 ISP gria3_F 20 31 AGCCGTGTGATACGATGAAA 45 59 99nt agccgtgtgatacgatgaaagtiggtggaaatctggaticcaaaggctatggtgtggcaacccctaaaggcte
Gria3 ISP gria3_R 20 31 CAAGGTTTACAGGCGTTCCT 45 59 agcattaggaacgcctgtaaaccitg
45 Gstm1 ISP gstm1_F 20 106 GCAGCTCATCATGCTCTGTT 50 59 T7nt gcagctcatcatgctctgttacaaccctgactttgagaagcagaagccagagttcttgaagaccatccctgaga
Gstm1 ISP gstm1_R 21 106 TTTTCTCAGGGATGGTCTTCA 50 59 aaa
46 H2afy ISP h2afy F 24 47 TGACATTGACCTTAAAGATGACCT 38 59 T7nt tgacattgaccttaaagatgacctaggaaacacactggagaagaagggcggcaaggagtitgtagaagctg
H2afy ISP h2afy R 23 47 CCAGAACAGCTTCTACAAACTCC 38 59 ttctgg
47 Hmbs ISP 3843_hmbs_F 20 42 AAAGTTCCCCAACCTGGAAT 45 59 98nt aaagttccccaacctggaattcaagagtattcggggaaacctcaacaccegecttcggaagcetggatgagct
Hmbs ISP 3844 _hmbs_R 20 42 CCAGGACAATGGCACTGAAT 50 60 gcaggaattcagtgccattgtcctgg
48 Hmgb3 ISP hmgb3_F 20 84 ACCACTCTGGCTGTCTCCAC 60 60 108nt accactctggctgtctecactceegegtecttgecgecccectctecttetetgetgetaggtggecaagaaggaa
Hmgb3 ISP hmgb3 R 20 84 GGTCACCTTTAGCCATCCTG 60 59 gacgcaattcagtcaggatggctaaaggtgacc
49 Hprt1 ISP 3363_hprt1_F 19 95 TCCTCCTCAGACCGCTTTT 53 59 90nt tectectcagaccgctttttgccgegagecgaceggteecgtcatgccgaceegeagtcccagegtegtgatta
Hprt1 ISP 3364_hprt1_R 21 95 CCTGGTTCATCATCGCTAATC 48 59 gcgatgatgaaccagg




T0E

Iif3

iB_F

TGGGTACAGCAGCAATTCG

50 I3 ISP B3R 20 40 ATGCCCTCCATTGCTGTAGA 53 | 60 | Ot |tgggtacagcageaaticggecacageaggetacagteagtictacageaatggagggeat
51 Itpr1 ISP itpr1_F 20 88 TGGCCAGCTGTCAGAACTAA 50 59 105nt tggccagctgtcagaactaaaggaccagatgacagaacagaggaagcagaaacaaagaatcggcecttct
Itpr1 ISP itpr1_R 20 88 TGCTGTGGGTTGACATTCAT 50 59 aggacatcctcctcacatgaatgtcaacccacagea
52 KIf3 ISP kifs_F 19 2 TCGCACTTGAAAGCACACA 47 60 62nt |tcgcacttgaaagcacacagaagaactcatacaggagaaaagccgtacaaatgcacctggga
Kif3 ISP kif3_R 19 2 TCCCAGGTGCATTTGTACG 47 60
53 Mapt ISP 3521mapt_F 18 79 AGCAGGCATCGGAGACAC 61 59 92nt agcaggcatcggagacaccccgaaccaggaggaccaagccgctgggcatgtgactcaagetegtgtggee
Mapt ISP 3522mapt_R 21 79 CATTTCCTGTCCTGTCTTTGC 48 59 agcaaagacaggacaggaaatg
5| Mardke | NiSP | marcke R |21 |75 | GOAGOTTACATICCAGCTGT | 4 | 89| oM |geatcogitcegigttigtaaataciggaggagettgaccaatigacatagagoiggastgtaacytge
55 Mbp ISP mbp_F 22 16 CAGAGGACAGTGATGTGTTTGG 50 60 90nt cagaggacagtgatgtgtitggggaggcagatgcgatccagaacaatgggacctcggetgaggacacgge
Mbp ISP mbp_R 20 16 TGTGCTTGGAGTCTGTCACC 50 59 ggtgacagactccaagcaca
56 Nedd8 ISP nedd8_F 20 12 CAACCTGGGAAGAAGATGCT 50 59 73nt caacctgggaagaagatgctaattaaagtgaagacgctgactgggaaggagattgagatagacatcgaac
Nedd8 ISP nedd8 R 23 12 TGGGTTCGATGTCTATCTCAATC 50 60 cca
57 Neurod1 NISP neurod1_F 19 104 CGATAGCCATTCGCATCAT 47 59 Zant ta it teat tcatqaat cttaat ettt tta t
Neurod1 | NISP neurod1_R 20 104 TGACGTGCCTCTAATCGTGA 47 | 60 cgatagecaticgealcalgagegagiealgagigeecagetiaalgecactiicacgatiagaggeacgica
58 Npixr ISP nptxr_F 20 89 GTGGAGAAGGAGCTGAATGC 55 59 124nt gtggagaaggagctgaatgccctgcagggtcgegtggecgagetggagcacgggtectcggectacagtee
Nptxr ISP nptxr_R 21 89 GGGCGTACATGTAGTTGTTGC 55 60 ccctgatgcecticaaggtcagcatccccatccgecaacaactacatgtacgece
o N NS mmir | o SRSCOTCIOONOCTIC L% s smccoumcRams g0t
60 Olfm1 ISP 3493olfm1_F 19 91 CACCGAACTCACCCAAGTG 58 60 71nt caccgaactcacccaagtgttgcccaccaaccccgaggagagcetggcaggtgtacagetctgeccaggac
Olfm1 ISP 34940lfm1_R 19 91 TGTCCTGGGCAGAGCTGTA 58 60 a
61 Pcna ISP pcna_F 18 41 CTAGCCATGGGCGTGAAC 61 60 M4ant ctagccatgggcgtgaacctcaccagcatgtccaaaattctaaaatgtgctggtaatgaagacatcattacatta
Pcna ISP pcna_R 26 M GAATACTAGTGCTAAGGTGTCTGCAT 61 59 agggctgaagataatgcagacaccttagcactagtattc
62 Plp1 ISP plp1_F 22 53 TCAGTCTATTGCCTTCCCTAGC 50 59 91nt tcagtctattgccttccctagcaagacctetgecagtataggcagtetctgegetgatgccagaatgtatggtgttc
Plp1 ISP plp1_R 20 53 AGCATTCCATGGGAGAACAC 50 59 tcccatggaatgcet
5 Ppapsb | ISP | ppapsb R | 20 |40 | AGAGGTCOGACACGAAGARG |36 | so | 0" |caggatigoocaaggageliggiggectgcigoatagigtctoggiocgacett
64 Ppp1rib ISP pppirib_F 20 98 CCACCCAAAGTCGAAGAGAC 55 59 8ont ccacccaaagtcgaagagacccaacccctgtgcctatacgcccecatcactgaaagetgtgcagcacctge
Ppp1rib ISP pppirib_R 20 98 GCTAATGGTCTGCAGGTGCT 55 60 agaccattagc
65 Ppp3ca ISP 3497ppp3ca_F 20 4 CACAGTCAGAGGCTGTTCGT 55 59 86nt cacagtcagaggctgttcgtacttctacagttacccagcetgtgtgtgacttcctgcagcacaataatttgttgtccat
Ppp3ca ISP 3498ppp3ca_R 19 4 CGCGGAGTATGGACAACAA 53 60 actccgeg
% | pambs | ISP | 3360 pamb2t) | 21 | 75 | AGCTGGGCAGATTGARGATG | 50 | 60 | '™ |92999cagiggagetiaggaagigteiggaggageiccagaagogetcatoigaatigoocacct
67 Rbm9 ISP bm9_F 20 5 ACGGTGCTGACCTCTATGGT 55 59 113nt acggtgctgacctctatggtggatatgcagectacagatatgcacagectgctactgcaaccgcagccacage
Rbm9 ISP rbm9_R 18 5 GCCGTAACCGTCGCTGTA 55 60 tgctgcagcecgcetgcagecgcttacagegacggttacgge
68 Rgs4 ISP rgs4_F 23 4 TCCCTCAGTTAAACAAGATGTGC 43 60 78nt tccctcagttaaacaagatgtgcaaaggacttgcaggtctgecggcettectgectgaggagtgcaaaggacat
Rgs4 ISP rgs4 R 21 4 GTTTCATGTCCTTTGCACTCC 43 59 gaaac
69 Robo1 ISP robo1_F 19 98 AGGGAAGCCTACGCAGATG 58 60 106nt agggaagcctacgcagatgatcttccacccectccagtgecaccacctgetataaaatcgeccactgtccagt
Robo1 ISP robo1_R 18 98 CCATGACAGGCCGTACCT 58 59 ccaaggcacagctggaggtacggcctgtcatgg
70 Rorb ISP 3381_rorb_F 18 63 CACGTGTGAAGGCTGCAA 56 60 e5nt |cacgigtgaaggcipeaagggaticticaggaggagecageagaacaatgeciciiactectges
Rorb ISP 3382_rorb_R 20 63 GGCAGGAGTAAGAGGCATTG 55 59
71 Rps4x ISP rps4x_F 19 34 GTTGACTGGCGTGTTTGCT 53 59 114nt gttgactggegtgtttgctcctegtccatccactggtectcacaagetgagggaatgectgectcteateatittect
Rps4x ISP rps4x_R 21 34 TCATCTCCAGTCAGGGCATAC 53 60 aaggaacagacttaagtatgccctgactggagatga
72 Septd ISP septd_F 20 1 GGGATGCAGTCAACAACACA 50 60 6int |gogatgcagicaacaacacagaglgctagaageciglggeegaatacatcgaccageaght
Septd ISP septd_R 21 1 AACTGCTGGTCGATGTATTCG 50 60
7o | S plswlr | | COTCAGRCCTONGGTICT | %5 8 | 7o comspmoobmontodsspagescagieobsouaaieuagcasgeeagtocast
74 Sirpa ISP sirpa_F 19 46 AGGGAGCATGCAAACCTTC 53 60 127nt agggagcatgcaaaccttccctgataataatgctacccacaactggaatgtcttcatcggtgtgggegtggegt
Sirpa ISP sirpa_R 20 46 TTTGATCCGGAGGAGGTAGA 53 59 gtgctttgctegtagtcctgetgatggetgetetctacctectccggatcaaa




c0e

Sncb

ISP

sncb_F

TGGCTGCAGCTGAGAAAAC

tggctgcagcetgagaaaaccaagcagggggtcaccgaggcagcagagaagaccaaggaaggegtecte

84

75 Sncb ISP sncb_R 20 84 ACTCCACTGGTCTTGCTTCC 53 | 50 | ™ |imigicngasgeasgaccagtogagt

76 Sox11 NISP sox11_t16_F 23 6 GTTGAATTCATACACTCCAATGT 35 56 o7nt gttgaattcatacactccaatgtctctttitgcaggagtttttcacagaggaatacattigttcaaaagaccaataaa
Sox11 NISP sox11_t16_R 20 6 GGAGATTGATCACACGATTT 40 55 aatcgtgtgatcaatctce

77 Sox4 NISP sox4_t4_F 18 99 GTTGGGGATGCAGAAGGA 56 60 73nt gttggggatgcagaaggacccggagcacagagggegttggggttcccgggecteegectggggtetgtgca
Sox4 NISP sox4_t4 R 22 99 TTTGCACAGACCCCAGGCGGAG 64 73 aa

78 Tmsb4x ISP 3463tmsb4x_F 19 91 CACACATAAAGCGGCGTTC 53 60 12nt cacacataaagcggcgttcgccgegecccteccgacaatccgecageggcttctgagcagatcagactetect
Tmsb4x ISP 3464tmsb4x_R 20 91 GACATGGTTGCTGGAAGGAG 55 60 cgttcgcgceagctegeteggctecttccagcaaccatgte
Tspan7 ISP tspan7_F 20 89 TTGGATGCTTTGCTACATGC 45 59

7 " epan7 | ISP tspan7 R 20 89 GGGACAGGAACATGGCATAC 25 | 60 | oot |ttggatgctitgctacatgcogiggtagtecatggatgcigaaacigtatgecatgticotgtooe

80 Ube2e3 ISP ube2e3_F 20 109 GGGAGTCATCTGCCTGGATA 55 60 126nt gggagtcatctgcctggatattctgaaagacaactggagtcctgctttgactatttcaaaggttttgctctctatttgtt
Ube2e3 ISP ube2e3_R 19 109 ATGCTTCCGACCAGAGGAT 55 59 cccttttgacagattgcaaccctgeggatectetggtcggaagceat

o |Umle IS weief o | s | IGCGGCONSCIOTE 55 |90 | i |wogupeseadapacosaioagescapacgoetagegasatect

82 Wsb1 ISP wsb1_F 18 " GGCGCCAGTAAAGCAGTT 56 59 94nt ggcgccagtaaagcagttticctttggaatatggataaatacaccatgattaggaagcetggaaggtcatcacca
Wsb1 ISP wsb1_R 23 1 AGTCACAAGCTACAACATCATGG 56 59 tgatgttgtagcttgtgact

83 Ywhae ISP ywhae_F 20 102 GGCGAGTCCAAGGTTTTCTA 50 59 90nt ggcgagtccaaggttttctattataaaatgaaaggggactaccacaggtatctggetgagtttgccacaggaaa
Ywhae ISP ywhae_R 20 102 TGCCTCCTTCCTGTCATTTC 50 60 tgacaggaaggaggca

84 Zfp57 ISP zfp57_F 21 64 TGGCTAGAAGCAGTCTGGAAT 48 59 96nt tggctagaagcagtctggaatagaagtcaaacgcectaggaccagcectggcattaccaaacaatggcagceta
Zfp57 ISP zfp57_R 19 64 CTGGATGGCTGGGAAGACT 48 60 ggaaacagtcttcccagccatccag

85 Zswim4 ISP zswimd F 18 3 TGCAAGACAGCCACTCCA 56 60 112nt tgcagaataagctggtcatctctgagggcaaggctgaggacaaagatgtgaaagggcgageccttacagee
Zswim4 ISP zswimd_R 18 3 TGTCATCCGCATCACCTG 56 60 aaatccaaatctccttaaagggtgaaaacattgatgggtga

86 Zwint ISP zwint_F 22 73 TGCAGAATAAGCTGGTCATCTC 45 59 90nt tgcaagacagccactccagccagegcaccgccagacaccgtgetgetgggeategegetggageteggect
Zwint ISP zwint_R 21 73 TCACCCATCAATGTTTTCACC 45 60 gcaggtgatgcggatgaca
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