Table S1. Sampling of temporally regulated genes in mouse intestine development

Mm. Gene
SAGE tag sequence  el2 el3 el5 P_12v13 P_13v15 Unigene symbol Gene description
Rib bic is gene ontology (GO):7046/protein biosynthesis GO:6412
GCAGAGTGCG 37 87 51 1.00E-05 0.00198 292504 Rps6 Ribosomal protein S6
GTGAACGTGC 39 43 16 0.47225 0.00037 14838 Rpl44 Ribosomal protein L44
TGGGCATCCA 27 44 6 0.04446 0 306548 Rpl26 Ribosomal protein L26
TTGGCTGCCC 138 59 60 0 0.4436 43778 Rps14 Ribosomal protein S14
GCCTTTATGA 77 90 212 0.28095 0 16775 Rps24 Ribosomal protein S24
CACCACCACA 60 80 26 0.08164 0 305750 Rpl27a Ribosomal protein L27a
CTGAACATCT 89 148 49 0.00039 0 324685 Arbp Acidic ribosomal phosphoprotein PO
AGGCAGACAG 321 392 182 0.02689 0 335315 Eeflal Eukaryotic translation elongation factor 1 alpha 1
GTTATGAGGA 2 3 17 0.5381 0.00107 133851 Mrpl12 Mitochondrial ribosomal protein L12
Cholesterol metabolism GO:8152/Transport GO:6810/Electron transport GO: 6118/Hydrogen transport GO: 6818
GGTAACCTAA 0 7 2 0.00977 0.09986 3213 Ldlr Low density lipoprotein receptor
CTGGAGACGC 6 1 30 0.05132 0 26743 Apoal Apolipoprotein A-I
AACTAGTCTT 0 0 13 na 9.0E-05 28398 Fabp2 Fatty acid binding protein 2, intestinal
AAGACCTATG 2 12 26 0.00967 0.01334 2785 Dbi Diazepam binding inhibitor
ACATTGGGCG 0 0 49 na 0 22126 Fabpl Fatty acid binding protein 1, liver
ATAGCAGCAC 4 17 15 0.00505 0.46336 180182 Cox5b Cytochrome ¢ oxidase, subunit Vb
CAGGAGGAGT 16 33 8 0.01581 7.3E-05 263177 Grp58 Glucose regulated protein
AATATGTGTG 29 14 56 0.01081 0 548 Cox6c Cytochrome c¢ oxidase, subunit VIC
GAAATATATG 37 43 92 0.39972 0 2966 Atp5g3 ATP synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 3
CCAGTCCTGG 42 36 81 0.2053 1.0E-05 298690 Atp5gl ATP synthase, H+ transporting, mitochondrial FO complex, subunit ¢ (subunit 9), isoform 1
Cell adhesion GO:7155/Cytoskeleton organization and biogenesis GO:7010
GACATCAAGT 0 14 19 5.30E-05 0.23044 273177 Krtl-19 Keratin complex 1, acidic, gene 19
GGCAGCTCCC 11 27 40 0.01035 0.05681 283283 Tagln Transgelin
CCATTGATCA 1 9 3 0.01419 0.07583 23693 Dncl2a Dynein, cytoplasmic, light chain 2A
GTGCATTTGT 35 15 10 0.0017 0.25332 14455 Tgfbi Transforming growth factor, beta induced
CGTTCATCTT 23 56 40 0.00027 0.0714 249555 Col3al Procollagen, type III, alpha 1
TGGAGGAAAC 0 1 13 na 0.0008 33402 Cdhl17 Cadherin 17
GGCTGGGGGC 67 76 18 0.33873 0 2647 Pfnl Profilin 1
Regulation of transcription GO:6355/mRNA splicing GO:6371
TGTTTTCTAC 7 0 5 0.00676 0.0268 228903 Rnfl14 Ring finger protein 14
GACCGTGGTG 8 17 4 0.07 0.00394 142822 Ewsh Ewing sarcoma homolog
AGCCACGGGG 12 15 4 0.39045 0.01128 3019 Tead2 TEA domain family member 2
AATGATGCCT 5 19 8 0.005 0.0308 15701 Trim28 Tripartite motif protein 28
TTCCCCACCC 21 8 2 0.00905 0.06133 334238 Maz MY C-associated zinc finger protein (purine-binding transcription factor)
GGTAGAGAAG 2 12 5 0.00967 0.08072 20358 Cdx2 Caudal type homeo box 2
CTCCTAATCT 14 21 3 0.21446 0.00019 216386 Snrp70 Ul small nuclear ribonucleoprotein polypeptide A
CTGTCATTTG 62 29 20 0.00014 0.14293 6787 Sfrs3 Splicing factor, arginine/serine-rich 3 (SRp20)
GATATTTTTT 13 13 1 0.61005 0.00113 277680 Fus Fusion, derived from t(12;16) malignant liposarcoma
ATGTTAAAAA 3 7 0 0.17867 0.00816 288451 Hnrpk Heterogeneous nuclear ribonucleoprotein K
ATCGTTGTAA 9 17 5 0.11144 0.01003 993 Ddx15 DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 15 (RNA helicase A)
DNA packaging GO:6323/DNA repair GO:6281/DNA replication GO:6260
TAATAAAAAT 59 37 11 0.00865 0.00012 2756 Hmgnl High mobility group nucleosomal binding domain 1
GGAGGAGCGA 7 0 3 0.00676 0.12074 157190 Hmga2 High mobility group AT-hook 2
TGCTTTGAAA 3 7 0 0.17867 0.00816 22700 Gtf2h1 General transcription factor IT H, polypeptide 1
TAGTTTGTAA 7 9 0 0.43384 0.00209 4619 Msh2 mutS homolog 2 (E. coli)
CTGCACTTTT 15 16 3 0.58481 0.00246 241714 Mcm7 Mini chromosome maintenance deficient 7 (S. cerevisiae)
Response to heat GO:9408/Protein folding GO:6457/Response to stress GO:6950
AACTTTTGTT 35 44 11 0.26906 3.34E-06 22708 Serpinhl Serine (or cysteine) proteinase inhibitor, clade H, member 1
TGTATAAAAA 27 25 8 0.3862 0.00243 87773 Tral Tumor rejection antigen gp96
TCTACAAGAA 77 116 57 0.00811 0.00001 2180 Hspcb Heat shock protein 1, beta
GATTGTCAAA 16 2 6 0.00045 0.14738 28480 Fkbp3 FK506 binding protein 3
CAAATGCTGT 12 27 8 0.02011 0.00116 20943 Fkbp9 FK506 binding protein 9
GTCTCTTCAC 4 13 1 0.02915 0.00113 258633 Stipl Stress-induced phosphoprotein 1
CCCAAGGAGA 9 17 5 0.11144 0.01003 296985 Cctd Chaperonin subunit 4 (delta)
GGTCTAATTT 19 31 12 0.08668 0.00335 247788 Cet2 Chaperonin subunit 2 (beta)
TCCTCTTCCC 19 25 6 0.31208 0.00055 278458 Fkbpla FK506 binding protein la

Classified in GO only by molecular function or cellular compartment
Galactose binding lectin GO:5531/Calcium ion binding GO:5509/Integral membrane protein GO:16021

GCGGCGGATG 49 181 126 0 0.00195 43831 Lgals1 Lectin, galactose binding, soluble 1
GATCGATTCA 2 7 33 0.1108 1.3E-05 210336 Lgals4 Lectin, galactose binding, soluble 4
GGTGGGCTCC 7 15 37 0.08782 0.00123 26934 Lgals2 Lectin, galactose-binding, soluble 2
TCATCTTTAA 10 23 4 0.02325 0.00023 1971 Calr Calreticulin

GCTAAGGGGC 18 46 17 0.0007 0.00018 265347 Anxa6 Annexin A6

TCTCTCAGTC 1 9 2 0.01419 0.0332 1620 Anxa5 Annexin A5

CTGCCGCCGC 4 13 3 0.02915 0.01219 25203 Nckapl NCK-associated protein 1

TGGTCTGGTC 14 32 6 0.0091 1.3E-05 199381 Ifitm31 Interferon induced transmembrane protein 3-like
GCTGTTTTCA 7 10 0 0.35195 0.00108 30246 Cd151 CD151 antigen

Assorted or no GO classifications

AAGTAAAGCG 39 15 21 0.00042 0.1838 250563 Sec6lg SEC61, gamma subunit (S. cerevisiae)
ATACAATAAA 9 15 4 0.17834 0.01128 306812 Nutf2 Nuclear transport factor 2

TGCTCTCCCT 15 24 6 0.12071 0.00083 30016 Arhgdia Rho GDP dissociation inhibitor (GDI) alpha
GGGGAAATCG 92 124 44 0.0456 0 3532 Tmsb10 Thymosin, beta 10

AGAGACAAGG 1 8 24 0.02696 0.00295 30837 Ndrl N-myc downstream regulated-like
AGTACTGAGG 0 0 28 na 0 290589 Defcr2 Defensin related cryptdin 2

TAAGTGCGGA 24 39 19 0.06098 0.00694 335639 Mest Mesoderm specific transcript
TCTGACGATG 0 1 10 na 0.00519 141646 Prapl Proline-rich acidic protein 1
GGGAGCGGGC 8 20 7 0.02506 0.0099 243234 Psmd2 Proteasome (prosome, macropain) 26S subunit, non-ATPase, 2
TAATACTCAA 27 9 9 0.00124 0.54751 29722 Usmg5 Upregulated during skeletal muscle growth 5
TGACCGCCCA 10 11 1 0.55936 0.0035 24540 Gemin7 Gem (nuclear organelle) associated protein 7
CAATAGAATT 32 26 5 0.22717 0.00011 148973 HnrpaO Heterogeneous nuclear ribonucleoprotein AO
GCCCACATCC 14 28 7 0.035 0.00034 261681 2510015F01Rik RIKEN c¢DNA 2510015F01 gene
TCTTTGCAAA 1 8 0 0.02696 0.00465 24685 2610024B07Rik RIKEN ¢DNA 2610024B07 gene




Table S2A. Information for RT-PCR analysis of human genes

SAGE tag Symbol Gene description Accession Number Forward primer Reverse primer Product (bp)
GTCCTTTCTG DTR Diphtheria toxin receptor NM_001945 CCACACCAAACAAGGAGGAG GGCACTTGAAGGCTCTGGTA 557
TGACCAGGCG PTHRI1 Parathyroid hormone receptor 1 * NM_000316 TGGAATCAGACAAGGGATGG ATGAAGGACAGGAACAGGTG 505
TTTTGTAGAG TP53 Tumor protein p53 (Li-Fraumeni syndrome) XM_058834 TGGCTCTGACTGTACCACCA CAGGCCCTTCTGTCTTGAAC 497
TTTCAGGCAG TRIP3 Thyroid hormone receptor interactor 3 * L40410 TCAAATGTAGCACCGTCGTC ACCCCAAGTCTGCCTGAAAC 640
AGTGTCTTAC GLI Glioma-associated oncogene homolog (zinc finger protein) NM_005269 CCAATCACAAGTCAGGTTCC AGAGGGAGGTGGGGTATGTC 365
CAGGAGGAGT GRP58 Glucose regulated protein, 58 kDa 749835 TGGAATTGTCAGCCACTTGA CTTTGCCACCATCATTACCC 499
TAGGTCAGGA PTP4A3 Protein tyrosine phosphatase type IVA, member 3 * NM_032611 CTTCCTCATCACCCACAACC GTCTTTGAACCGCAGCCTCT 433
GAGGGACTCC CHAFI1B Chromatin assembly factor 1, subunit B (p60) U20980 TCCATCACTCCTGCTGTCAA CACCTCCAGCTTTACCGTCT 401
TGCCTCTGCG CD151 CD151 antigen BC013302 GAGACCATGCCTCCAACATC CCTTCCAACCTGCATCTGAC 446
GATCCATAAT PLAGLI1 Pleiomorphic adenoma gene-like 1 NM_006718 GTTTGAGGACTTGCCTCTGC GGCACAATACATGCAGTTCG 570
TGCTTTGCTT GRB10 Growth factor receptor-bound protein 10 XM_033762 GTAGCCAAAGTCCCCTCCAC AGACCGCTTCTTCACTCCAG 429
CCCTGCCTTG MDK Midkine (neurite growth-promoting factor 2) NM_002391 CTCAGTGCCAGGAGACCATC GCTTCCCAGAATCCCTTGTC 294
GTGTGCAGGT BRD3 Bromodomain containing 3 NM_007371 CTCAGAATGAACTGGCTTCG CCAAATGACAAGGACAATGC 456
TCCAAAGTAA HDAC1 Histone deacetylase 1 NM_004964 CCAGTATTCGATGGCCTGTT TGAAGCAACCTAACCGATCC 523
TCTTCTCCCT HDGF Hepatoma-derived growth factor (high-mobility group protein 1-like) NM_004494 TGGAAGAGCCTGAACCAGAG CAGTAGCACCCAGACAGCAG 456
TCCATCGACT LLGLI Lethal giant larvae homolog 1 (Drosophila) * D50550 GTTACCACCCTGACCCTGCT GATGATGCGGGAAGTGAAGT 531
GGGGGTAACT FUS Fusion, derived from t(12;16) malignant liposarcoma BC002459 CTATGAACCCAGAGGTCGTG CGGCGAGTAGCAAATGAGAC 402
CCAATAAAGT RBP1 Retinol binding protein 1, cellular NM_002899 CTCCAGTCACTCCCGAAATG CTGATTGGTTGGGACAAGGT 459
CTCATCAGCT CAP Adenylyl cyclase associated protein NM_006367 ACTTGGCCTGGTATTCGATG CGTGGTTGAGCTGATATGGA 532
ACCGTCCACT PPIC Peptidylprolyl isomerase C (cyclophilin C) BC00267 GGCCAAGGTCTTCTTTGATG GATCGAGCAGTTGGTGAGTG 469
TGTACTACTT PAICS Phosphoribosylaminoimidazole carboxylase X53793 TGAGTGGGTTGCAGAGAGAG CTCGCAGTTTGCTCCATACC 464
GTGTGTTTGT TGFBI Transforming growth factor, beta-induced, 68 kDa NM_000358 GCGGCTAAAGTCTCTCCAAG GCACAAGGCTCACATCTCAT 438
GATTTAAAGA WSB1 SOCS box-containing WD protein SWiP-1 NM_015626 TCAGTCGGAGCCAGTAAAGC GAGAAGGCACAGCAAAGACC 389
GCTTTTTAGA HMGN1 High-mobility group nucleosome binding domain 1 NM_004965 AAGGAAGAGCCCAAGAGGAG AGAAGGGAGACAGGGACCAC 307
TGAGGGGTGA GPS1 G protein pathway suppressor 1 U20285 TCTCTGTTGATGGGCAAGG AGGAGGGGTCTGGGAAATG 443
GAATAAATGT FKBP9 FK506 binding protein 9, 63 kDa XM_030002 AATGCCTCACTTCTGGATGG GTTTGGCTTCCTGGTCTTTG 511
ATCCGTGCCC CALM3 Calmodulin 3 (phosphorylase kinase, delta) NM_005184 CAATGAGGTGGATGCAGATG GGAAGACGTGGATGGAAGAG 546
TACAAAATCG IGF2 Insulin like growth factor 2 (somatomedin A) * AF217977 CGTTGAGGAGTGCTGTTTCC GCCGAGGAGAGTAGCCTGTT 518
TCATCTTCAA CALR Calreticulin XM_032020 CACGCTTTTATGCTCTGTCG CTCCGTCCATCTCTTCATCC 564
TTATGGGGAG STIP1 Stress-induced-phosphoprotein 1 (Hsp70/Hsp90-organizing protein) NM_006819 GCCTGCTACACCAAACTCCT GCAATCAGACCCACATCCAT 419
ACAAATCCTT FKBPIA FK506 binding protein 1A, 12 kDa BC001925 ATGCCACTCTCGTCTTCGAT CTCAACAGCGCCTCAAATCT 539
CTGTCATTTG SFRS3 Splicing factor, arginine/serine-rich 3 AF107405 GCATCGTGATTCCTGTCCAT ACGGCTTGTGATTTCTCTCC 440
ATATCTGTAA DLL1 Delta-like 1 (Drosophila) AF003522 CATCTCAGTCAGCATCATCG CCTCCTCTTCAGCAGCATTC 460
B-Amyloid (Loading control) NM_001642 GGCTGTGTGTAAAGCGATGA CATGCTGGTAATGACGGATG 470




Table S2B. Information for RT-PCR analysis of mouse genes

SAGE tag sequence Gene symbol Gene description GenBank Accession Number Forward primer Reverse primer Product size (bp)
CTACAGAGGA Trp53 Transformation related protein 53 NM_011640 GTATCCCGAGTATCTGGAAGACAG TAACTCTAAGGCCTCATTCAGCTC 448
CAGGAGGAGT Grp58 Glucose regulated protein BC003285 CTAGCCGTAAAACCTTTAGCCA CAAACAGTGCAGCTAAGAAACAGT 744
GGCTTCCGCG Mdk Midkine M35833 CACCGAGGCTTCTTCCTTCTC CAAAAGGCACTGGTGGGTTATA 510
CCCCTCTTCC Hdgf Hepatoma-derived growth factor AF251787 CTCCCTTCCTATATACACCCTGTG AAGTAGATGAAGGCAGCAGGTCT 525
ATCCGCACCC Calm3 Calmodulin 3 AF233282 TCATACTCGCCCTCCTCATC TTGACTGACGTGTCCCAGAG 454
TCATCTTTAA Calr Calreticulin NM_007591 CCGATTTTGGCAAATTTGTCCTC GATCTAGGCCCAGTACAGCAA 822
ACTTATTATG Dcn Decorin NM_007833 GTCTCTCATACATTCGCATCTCAG CCGTCTGAGGGTTACTTGTAGTTT 490
GGGACCGAAA Rbpl Retinol binding protein 1, cellular NM_011254 ACGGGTACTGGAAGATGCTG AGGTTATCTCCTCGGGCTGT 421
CCCCTGGGGT Hdacl Histone deacetylase 1 NM_008228 CTGTCCGGTATTTGATGGCT CACGAACTCCACACACTTGG 569
TAATAAAAAT Hmgnl High mobility group nucleosomal binding domain 1 X53476 CTGACCAGCAAACCACAGAG GCCATGACCACAGACATCAC 557
GTGTAGCTGC Pitpn Phosphatidylinositol transfer protein NM_008850 CAATCCTGGCCTGCTCTTAC GATACACACATGCCCACAGC 454
GGCAGATGGA Pthrl Parathyroid hormone receptor 1 X78936 GTGACCTTCTTCCTCTACTTCCTG GGAGTTGAAGAGCATCTCATAGTG 495
CATTTTCTGG Igf2 Insulin-like growth factor 2 NM_010514 CACTTCTGCTTCCAGTGCAG CTGGATGACATGGACAGTGG 553
ACTGAAGTCA Llglh Lethal giant larvae homolog D16141 CTCCTGAGGACTCTGAGAAGAACT TACTAAGGTCCAGAGAGCTCCAGT 452
GTCTCTTCAC Stipl Stress-induced phosphoprotein 1 BC003794 CCTTACAGTGCTACTCTGAGG GTAGGTCATGTTGGTAGGGTC 716
AGCATTCTGG Ppic Peptidylprolyl isomerase C NM_008908 CAGGCGTCCGAAAACGAGGT GGGACCTCAACCACAAAGGG 550
GAAGGTTCTA Dtr Diphtheria toxin receptor NM_010415 GCTGGGTCCTATTTGCTCTG CTCCCACCAACCTTCCCTAT 527
CTGTCATTTG Sfrs3 Splicing factor, arginine/serine-rich 3 (srp20) NM_013663 AAGCCGTCTCGATCCTTCTC GCTTGTGTTCACAGCAGCTC 502
GGGAACAACT Capl Adenylyl cyclase-associated CAP protein homolog 1 BC005472 CAGTGACAGAAATCGCTGGA AGCTTTTGGTCGAGTGGAAG 493
AGGTGCCCAG Gli GLI-Kruppel family member GLI AB025922 CAGTCGCAGCAGGAATTGTT TGTTACCCACTGCCATGTTG 565
GTGCATTTGT Tgfbi Transforming growth factor, beta induced NM_009369 ATCTTCAAACAGGCGTCAGC GCAGGGCCAATATAGAAGCA 596
CAAATGCTGT Fkbp9 FKS506 binding protein 9 AF090334 GACAGGGACTCTACCTTCAATG CCTGAGGAACTCCCCACTCT 621
ACATTGGGCG Fabpl Fatty acid binding protein 1, liver BC009812 CTTCTCCGGCAAGTACCAATTG TCTCTTGCTGACTCTCTTGTAGA 370
GCAGTGTGCT Asc-pending Apoptosis-associated speck-like protein containing a CARD AB032249 GATGAAGCTGCTGACAGTGC TCATCTTGTCTTGGCTGGTG 401
TAACCGTTTT Grb10 Growth factor receptor bound protein 10 BCO16111 AAGCTGGCCCACAGTAGAGA TCGGCAAGGGAAGTACAAAG 547
CTGGAGACGC Apoal Apolipoprotein A-I NM_009692 CAGAGACTATGTGTCCCAGTTTGA GGTGTGGTACTCGTTCAAGGTAG 499
TCCTCTTCCC Fkbpla FK506 binding protein la BC004671 CTCGGGACAGAAACAAGCCTT AAGTTAACCCATCGCTTGTGCT 543
AACTAGTCTT Fabp2 Fatty acid binding protein 2, intestinal NM_007980 GTAGACCGGAACGAGAACTATG TAGCTTTGACAAGGCTGGAGAC 501
GGTTTTGTTT Wsb1-pending WD-40-repeat-containing protein with a SOCS box 1 NM_019653 CGACTGTTCTATGCTGTGTTCAGT ATATGTTGAAGGCTAGGGACTTGC 498
GGAACCAGCC Brd3 Bromodomain containing 3 NM_023336 TTTGAGACCCTGAAGCCAAC TTAGCATCCCAGGAGCAGTC 548
TAGTTCCGAC Gpsl G protein pathway suppressor 1 BC003350 CGAGATGTGGATCAGCGTAG ACATGGACAGGAAGGGTCTG 496
GCTGTTTTCA Cdl151 CD151 antigen NM009842 GCTGGTGTTGTTGTCATGGT GCTTGAGGCTTCGGTACAAG 550
AACTTGCCAG 2610036A20Rik RIKEN cDNA 2610036A20 gene AKO011686 AAGAGGACCAAGCAGCTCAC CCGGAGCCAACTGTTAATGT 559
TCTGACGATG Prapl Proline-rich acidic protein 1 NM_009475 GAGATCTACAGCTTCGCCATTC AAGGAGTGGAAGAGTGGTTAGG 527
TAACTGACAA Mt2 Metallothionein 2 K02236 ATGCAAATGTACTTCCTGCAAGA AAGGCTAGGCTTCTACATGGTCTA 318
GATATTTTTT Fus Fusion, Derived From T(12;16) Malignant Liposarcoma AF224264 ATACCATCTTCGTGCAAGGC CACGTCGATCATCTCCATAG 567
TAGCTCAGGC Ptp4a3 Protein Tyrosine Phosphatase 4a3 AF035645 TCTCACTGGACTTGGTGTGG GCTTAGGCCGGTACTTCTCC 549
ATAATGAATA DIkl Delta-Like 1 Homolog (Drosophila) NM_010052 TGAGCTTCGAGTGTCTGTGC CTCATCACCAGCCTCCTTGT 457
CACCTGCTTT Paics Phosphoribosylaminoimidazole Carboxylase NM_025939 GAGCCAGCAGAAGGACAAAC ACTGGGCAGTCGAAGAGATG 445
AGTACTGAGG Defer Defensin Related Cryptdin Peptide M33225 ATCCTAATCCATCCAGGTGACTC CTCAGTACTCATGCTCGTCTTGTT 352
TGATGTTGTT Plagll Pleiomorphic Adenoma Gene-Like 1 NM_009538 TACTCCCCAGAATGGCTTTG TTCCTCTGCTCCTTCCTCTG 400
Gapdh Glyceraldehyde-3-phosphate dehydrogenase (control) M32599 CTGCACCACCAACTGCTTAG CCTGCTTCACCACCTTCTTG 341
GAGAGTAACA Rbbp4 Retinoblastoma binding protein 4 NM_009030 AAGGTGGTGGATGCAAAGAC TGAACGAGTGTCCCAAATCA 135
ATTGTACCAG Crabpl Cellular retinoic acid binding protein I NM_013496 CTTCGAGGAGGAGACAGTGG CAGCTCTCGGGTCCAGTAAG 130
ATGGCTTAAT Ptp4al Protein tyrosine phosphatase 4al NM_011200 TCCAACCAGATTGTCGATGA AATGCTAGGGCAACAAGCAC 128
AGCGGAAGTG Gfral Glial cell line derived neurotrophic factor family receptor alpha 1 NM_010279 TTCCCACACACGTTTTACCA TTTGTGGTTATGTGGCTGGA 145
CCCGCCACCC Usf2 Upstream transcription factor 2 NM_011680 GCTCAGCACAATGAAGTGGA ACAGGATGCCCCCTTTACTT 130
TGAAATGGTT Bup Bmil upstream gene NM_147778 GGCGCTTGGAGTACCAGATA AAGTTTCCCCACCAAGTCCT 158
TACTAAATGC 6720484B16 Hypothetical protein 6720484B16 NM_172502 CACTTGGGGTCACCAGTTCT CTTCAGTGGGAGCTGGAAAG 128
TAGGCCAGAA Ccna2 Cyclin A2 NM_009828 ACAGAGCTGGCCTGAGTCAT TTGACTGTTGGGCATGTTGT 119
TATTTTGTTT Prnp Prion protein NM_011170 CGAGACCGATGTGAAGATGA ATCCCACGATCAGGAAGATG 170
TACGTCTATT Pitx1 Paired-like homeodomain transcription factor 1 NM_011097 CTGCCGGCTACTCCTACAAC GGCATGGTCATGGAAGAGAT 151
AGAAATTTAA Nr2f1 Nuclear receptor subfamily 2, group F, member 1 NM_010151 AAAGCCTGCAGGAGAAATCA GCTCGATGACAGAGGAGGAC 135
CGCTGTACAG Igfbp3 Insulin-like growth factor binding protein 3 NM_008343 CAGGCAGCCTAAGCACCTAC GCATGGAGTGGATGGAACTT 148
TAAATTCTAT Impal Inositol (myo)-1(or 4)-monophosphatase 1 NM_018864 CGGATCGTTCTCTCCAACAT GCAGTGGATTCCCATCTCAT 138
TATTAATAAA Tm4st2 Transmembrane 4 superfamily member 2 NM_019634 TTGGATGCTTTGCTACATGC AATCCAGAAATGCCAGCAAC 106




