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C-2  Supplementary information 1 
 
ID   Sox4\gene\locus\-\Supplementary\Information\1 standard; DNA;    ; 5859 BP. 
DE   Sox4 gene locus of Mus musculus 
CC   LOCUS       13 8859 bp DNA HTG 22-APR-2008 
CC   DEFINITION  Mus musculus chromosome 13 NCBIM37 partial sequence 
CC               29037208..29046066 reannotated via EnsEMBL 
CC   ACCESSION   chromosome:NCBIM37:13:29037208:29046066:1 
CC   VERSION     chromosome:NCBIM37:13:29037208:29046066:1 
CC   KEYWORDS    . 
CC   SOURCE      house mouse 
CC     ORGANISM  Mus musculus 
CC               Eukaryota; Metazoa; Chordata; Craniata; Vertebrata;  
CC               Euteleostomi; 
CC               Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; 
CC               Sciurognathi; Muroidea; Muridae; Murinae; Mus. 
CC   COMMENT     This sequence was annotated by the Ensembl system. Please visit 
CC               the Ensembl web site, http://www.ensembl.org/ for more  
CC               information. 
CC   COMMENT     All feature locations are relative to the first (5') base of the 
CC               sequence in this file.  The sequence presented is always the 
CC               forward strand of the assembly. Features that lie outside of the 
CC               sequence contained in this file have clonal location coordinates 
CC               in the format: .:.. 
CC   COMMENT     The /gene indicates a unique id for a gene, 
CC               /note="transcript_id=..." a unique id for a transcript,  
CC               /protein_id 
CC               a unique id for a peptide and note="exon_id=..." a unique id for 
CC               an exon. These ids are maintained wherever possible between  
CC               versions. 
CC   COMMENT     All the exons and transcripts in Ensembl are confirmed by 
CC               similarity to either protein or cDNA sequences. 
CC   FEATURES             Location/Qualifiers 
CC        source          1..8859 
CC                        /organism="Mus musculus" 
CC                        /db_xref="taxon:10090" 
CC   BASE COUNT  2313 a 2235 c 2128 g 2183 t 
CC    
CC    
CC   This file is created by Vector NTI 
CC   http://www.invitrogen.com/ 
CC   VNTDATE|555084768| 
CC   VNTDBDATE|555084768| 
CC   LSOWNER| 
CC   VNTAUTHORNAME|Michael KH Ling| 
CC   VNTREPLTYPE|Chromosom 
CC   VNTEXTCHREPL|Animal/Other Eukaryotic 
FH   Key             Location/Qualifiers 
FH 
FT   misc_feature    2845..3458 
FT                   /vntifkey="21" 
FT                   /label=FISH\sense\probe 
FT   misc_feature    complement(1626..2387) 
FT                   /vntifkey="21" 
FT                   /label=FISH\antisense\probe 
FT   exon            complement(501..784) 
FT                   /vntifkey="61" 
FT                   /label=Sox4ot2-Exon2 
FT   intron          complement(785..1971) 
FT                   /vntifkey="15" 
FT                   /label=Sox4ot2-Intron 
FT   precursor_RNA   complement(501..2324) 
FT                   /vntifkey="55" 
FT                   /label=Sox4ot1 
FT   exon            complement(1972..2324) 
FT                   /vntifkey="61" 
FT                   /label=Sox4ot2-Exon1 
FT   polyA_signal    complement(3776..3781) 
FT                   /vntifkey="25" 
FT                   /label=AATGAA 
FT   polyA_signal    complement(4045..4050) 
FT                   /vntifkey="25" 
FT                   /label=AATGAA 
FT   polyA_signal    complement(4737..4742) 
FT                   /vntifkey="25" 
FT                   /label=AATGAA 
FT   polyA_signal    complement(3125..3130) 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
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FT   polyA_signal    complement(3940..3945) 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
FT   polyA_signal    complement(4276..4281) 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
FT   polyA_signal    complement(4745..4750) 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
FT   polyA_signal    complement(4890..4895) 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
FT   polyA_signal    complement(5618..5623) 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
FT   polyA_signal    complement(4196..4201) 
FT                   /vntifkey="25" 
FT                   /label=AATATA 
FT   polyA_signal    complement(4078..4083) 
FT                   /vntifkey="25" 
FT                   /label=GATAAA 
FT   polyA_signal    complement(3979..3984) 
FT                   /vntifkey="25" 
FT                   /label=TATAAA 
FT   polyA_signal    complement(3995..4000) 
FT                   /vntifkey="25" 
FT                   /label=TATAAA 
FT   polyA_signal    complement(4194..4199) 
FT                   /vntifkey="25" 
FT                   /label=TATAAA 
FT   polyA_signal    complement(4343..4348) 
FT                   /vntifkey="25" 
FT                   /label=TATAAA 
FT   polyA_signal    complement(4656..4661) 
FT                   /vntifkey="25" 
FT                   /label=TATAAA 
FT   polyA_signal    complement(4830..4835) 
FT                   /vntifkey="25" 
FT                   /label=TATAAA 
FT   polyA_signal    complement(4186..4191) 
FT                   /vntifkey="25" 
FT                   /label=ATTAAA 
FT   polyA_signal    complement(4757..4762) 
FT                   /vntifkey="25" 
FT                   /label=ATTAAA 
FT   polyA_signal    complement(4927..4932) 
FT                   /vntifkey="25" 
FT                   /label=ATTAAA 
FT   polyA_signal    complement(3114..3119 
FT                   /vntifkey="25" 
FT                   /label=AATACA 
FT   polyA_signal    complement(1372..1377) 
FT                   /vntifkey="25" 
FT                   /label=CATAAA 
FT   polyA_signal    complement(656..661) 
FT                   /vntifkey="25" 
FT                   /label=AATAAA 
FT   polyA_signal    complement(3874..3879) 
FT                   /vntifkey="25" 
FT                   /label=AATAAA 
FT   polyA_signal    complement(3907..3912) 
FT                   /vntifkey="25" 
FT                   /label=AATAAA 
FT   polyA_signal    complement(4090..4095) 
FT                   /vntifkey="25" 
FT                   /label=AATAAA 
FT   polyA_signal    complement(5022..5027) 
FT                   /vntifkey="25" 
FT                   /label=AATAAA 
FT   polyA_signal    complement(578..583) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(3147..3152) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(3035..3040) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(3580..3585) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(4014..4019) 
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FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(4054..4059) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(4074..4079) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(4095..4100) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(4099..4104) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(4105..4110) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(5014..5019) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   polyA_signal    complement(5026..5031) 
FT                   /vntifkey="25" 
FT                   /label=AAGAAA 
FT   primer_bind     712..733 
FT                   /vntifkey="28" 
FT                   /label=Probe#5298 
FT   misc_feature    complement(1475..1500) 
FT                   /vntifkey="21" 
FT                   /label=Sox4-sir3 
FT   misc_feature    1375..1598 
FT                   /vntifkey="21" 
FT                   /label=Sequence\used\for\hairpin\stem\loop\prediction 
FT   primer_bind     complement(1524..1542) 
FT                   /vntifkey="28" 
FT                   /label=Probe\#3676 
FT   primer_bind     complement(2365..2387) 
FT                   /vntifkey="28" 
FT                   /label=Probe\#3674 
FT   primer_bind     complement(3887..3908) 
FT                   /vntifkey="28" 
FT                   /label=Probe\#5292 
FT   primer_bind     complement(5050..5071) 
FT                   /vntifkey="28" 
FT                   /label=Probe\#5294 
FT   misc_feature    complement(501..2324) 
FT                   /vntifkey="21" 
FT                   /label=FANTOM-PET6 
FT   misc_feature    complement(2106..2912) 
FT                   /vntifkey="21 
FT                   /label=FANTOM-PET5 
FT   misc_feature    complement(1566..4779) 
FT                   /vntifkey="21" 
FT                   /label=FANTOM-PET2 
FT   misc_feature    complement(2838..4756) 
FT                   /vntifkey="21" 
FT                   /label=FANTOM-PET3 
FT   3'UTR           2500..5279 
FT                   /vntifkey="50" 
FT                   /label=3'\UTR\of\Sox4 
FT   5'UTR           485..1176 
FT                   /vntifkey="52" 
FT                   /label=5'\UTR\of\Sox4 
FT   TATA_signal     complement(3979..3984) 
FT                   /vntifkey="41" 
FT                   /label=TATAAA-NNN 
FT   TATA_signal     complement(3995..4000) 
FT                   /vntifkey="41" 
FT                   /label=TATAAA-NNN 
FT   TATA_signal     complement(4343..4348) 
FT                   /vntifkey="41" 
FT                   /label=TATAAA-NNN 
FT   TATA_signal     complement(4830..4835) 
FT                   /vntifkey="41" 
FT                   /label=TATAAA-NNN 
FT   TATA_signal     complement(4191..4199) 
FT                   /vntifkey="41" 
FT                   /label=TATAAA-AAA 
FT   TATA_signal     complement(4653..4661) 
FT                   /vntifkey="41" 
FT                   /label=TATAAA-AAA 
FT   misc_feature    complement(567..1217) 
FT                   /vntifkey="21" 
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FT                   /label=5'RACE-Amp2-L7 
FT   misc_feature    complement(567..917) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp1-L7 
FT   misc_feature    complement(1500..1650) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp1-L6 
FT   misc_feature    complement(2315..3315) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp5-L5 
FT   misc_feature    complement(2315..2815) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp4-L5 
FT   misc_feature    complement(2315..2765) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp3-L5 
FT   misc_feature    complement(2315..2595) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp2-L5 
FT   misc_feature    complement(2315..2515) 
FT                   /vntifkey="21" 
FT                   /label=5-RACE-Amp1-L5 
FT   misc_feature    complement(3766..4966) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp6-L3 
FT   misc_feature    complement(3766..4766) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp5-L3 
FT   misc_feature    complement(3766..4616) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp4-L3 
FT   misc_feature    complement(3766..4566) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp3-L3 
FT   misc_feature    complement(3766..4116) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp2-L3 
FT   misc_feature    complement(3766..4016) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp1-L3 
FT   misc_feature    complement(3766..5366) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp7-L3 
FT   misc_feature    complement(4375..5375) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp2-L2 
FT   misc_feature    complement(4375..5125) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp1-L2 
FT   misc_feature    complement(4954..5454) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp2-L1 
FT   misc_feature    complement(4954..5254) 
FT                   /vntifkey="21" 
FT                   /label=5'RACE-Amp1-L1 
FT   CDS             1177..2499 
FT                   /vntifkey="4" 
FT                   /label=CDS\of\Sox4 
FT                   /note="NM_009238" 
SQ   Sequence 5859 BP; 1430 A; 1464 C; 1512 G; 1453 t; 
     cctgggctga aaagaactaa taaaaataat cactcggctt ttaagcagaa agcttccatt        60 
     tacagtattt cacccttacc ccccctccaa gccccttgtt atctaacata atggctagaa       120 
     tacatttccg tctctcccct taataacttc atgcattaac atcctcttca cacatgcgcg       180 
     tgcgtgcgcg cgcgcgcgcg cgcacacaca cacacacaca cacagaggca aacgcgcgcg       240 
     cacccagcaa aaggcggagg tgggggggaa agaggcagca gaaatctcag ctgtacttct       300 
     agccctttta aaaagtttgc tctgtaaatt ggaatgaggt cagatttgga gcttctcatt       360 
     gcacgcggag attattattg catcgggttc caagccaatg ggaaggacgg gggaggggct       420 
     tggcacgagg aagcgttagt tacagcggct gattggctgt ctgagaaagg ataaagaagc       480 
     gcgaggcgga attggggtct gctctaagct gcagccagag aaacagagtg aggggaagag       540 
     ggccgtctcc ctcccggttt ccagttcttg cacgctgttt cttagagagt ctgcagtggg       600 
     ggaactctgc cggtaaccag ctccccttct tgcaggaggg agggagaaac atacatttat       660 
     tcatgccggt ctgttgcatg caagcttctt ggcttcctac cttgcaacaa aataattgca       720 
     ccaactcctc agcgccgatt ccgcccacag agagtcccgg agccagagtc gctttggctt       780 
     tgcactgcag gaaagggact taggcgctag agacgatgtc gctttcctga gctaccgcga       840 
     gctctcgtga actgcaatcg actgcttcag ggaaaggggt gggggaaaga cttgccccgg       900 
     aggcggcgag aaacttgcgt ttggaagata ctccggctac caacgtttgg agaaactcct       960 
     cgccgcggcc gactccagcc tcggtgcccg cagggagcac ttcagcggtg agggaggacg      1020 
     gagggcctcg gggactctag gttggcggcg ggaggcggcc gcccctggcc cgcgcgccgc      1080 
     tcaggggacc ctggtctccg ccccggggag cccgcagggc ccggcgaccg cgccgcgagc      1140 
     gtgtgagcgc gcgtgggcgc ccggcaagcc ggggccatgg tacaacagac caacaacgcg      1200 
     gagaacactg aggctctgct ggccggggag agctcggact cgggcgccgg cctggagctg      1260 
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     ggcatcgcgt cctccccgac gcctggctcc accgcgtcga cgggcggcaa ggcggacgac      1320 
     cccagctggt gcaagacgcc cagtggccac atcaagcggc ccatgaacgc ctttatggtg      1380 
     tggtcgcaga tcgagcggcg caagatcatg gagcagtcgc ccgacatgca caacgccgag      1440 
     atctccaagc ggctaggcaa acgctggaag ctgctcaagg acagcgacaa gattccgttc      1500 
     atccaggagg cggagcggct gcgcctcaag cacatggctg actaccctga ctacaagtac      1560 
     cggccgcgaa agaaggtgaa gtcgggcaac gcgggcgcgg gatcggcggc cacagccaag      1620 
     ccaggggaga agggcgacaa ggtcgcgggc agcagcggcc acgcgggaag cagccacgcg      1680 
     gggggtggcg cgggcggcag ctccaagccc gcgcccaaga agagctgtgg ccccaaggtg      1740 
     gcgggcagct cggtcggcaa gccccacgct aagctggtcc cggcgggcgg cagcaaggcg      1800 
     gctgcatcgt tctctccaga gcaagctgcc ctgctgcccc tgggggagcc cacggccgtc      1860 
     tacaaggtgc ggactcccag tgcggccact ccggccgcct cctcctcgcc gtccagtgcg      1920 
     ctggccaccc cagccaaaca ccctgccgac aagaaagtga agcgcgtcta cctgtttgga      1980 
     agcctgggcg cttcggcgtc tcccgtcggg ggcctgggag cgagcgccga ccccagtgat      2040 
     ccactggggt tgtacgaaga tggaggcccg ggatgctcgc ccgatggccg gagtctgagc      2100 
     ggccgcagca gcgcagcatc atcgccagcc gccagccgat cgcccgctga ccaccgcggc      2160 
     tacgccagcc tacgcgcagc ctcgcccgcc ccgtccagcg cgccctcgca cgcgtcctcc      2220 
     tcgctctcct cgtcctcttc ctcctcctcg ggctcttcgt cgtccgacga cgagttcgaa      2280 
     gacgacctgc tcgacctgaa ccccagctca aactttgaga gcatgtccct gggcagtttc      2340 
     agctcctcat cggcgctcga tcgggacctg gattttaact tcgaacccgg ctcaggctcc      2400 
     cacttcgaat tcccggacta ttgcacgccc gaggtgagcg agatgatctc gggagattgg      2460 
     ctggagtcca gcatctctaa cctggtcttc acctactgaa gggagcgcgg gccggggaga      2520 
     aggtgggcca agaggcagga gaggagagag ggaaaaaaga aaacaaaaaa caaacaaaca      2580 
     aaaaaacaaa caaaaaaatg ttaaaaagaa gaagaaagaa agaaacagaa aaaaaatgag      2640 
     ttaaaaagaa tagatggaga gtagaaggag aaaggggaaa agaaaaggaa gaaaaagtgc      2700 
     atagagctgg cctggaacac gtcccgccgt tggagaagga gcgcgggggc gttagtggac      2760 
     ccgcgctccc atcccccact ctcagggctg gggactcgaa ggaggcggag agtagacggg      2820 
     ggcgaccttt ttttgttgtt gttattgatg ttggtggtgg ctaaaaaagc tacttcgagt      2880 
     ttcctcccca attttgcttg aagagactcc cccccacccc acccttccaa cgagcttccg      2940 
     gacttggttg cacccccagc aagaaaagaa gccaagcaaa gcttctaaag accgaaggaa      3000 
     tctttccctc acccccaccc cctcgccttg gtgatttctt gtttgatttt gcctcatggt      3060 
     caagaaagga gggggaaaat ccagcgtgcc ccatctccta cccaccccct ctttgtattc      3120 
     tctttgtatt tttccccttc ttaaaatttc tttttctgca atgaagacag aaagaaggct      3180 
     ctggggtgat gcgtttggca tttgtgttga gcttagggga gcattggcat ggagaaactc      3240 
     cacgctggcg aagtcccggg ctgggctttc tcctcctccc cccacctttt ttccccttgt      3300 
     ccttgcagct ggagatgtgc tgggagtagc aggccagcct cggaaatgga catggggacc      3360 
     tcgtggaagc cacagcaacc tggttgggga tgcagaagga cccggagcac agagggcgtt      3420 
     ggggttcccg ggcctccgcc tggggtctgt gcaaaaataa agaattaaaa aaaaaaaaaa      3480 
     aatcagagag gtgaggctac ccagagccgg cgggaggaca ggagactgtg ggatgtggtc      3540 
     caggggccgc ggagtggttt gggggggaaa agagattttt ttcttctctt aatgggaatc      3600 
     gtgatggtgt tgagttattt cactggtggg gttaatatag catgttatcc tgtctatctt      3660 
     ttgaagattt ctgtataaga ctgttgagca gtttttaaaa tagtgtagga taatataaaa      3720 
     agcggataga tggcgctatg tttgattcct acaacgaacc gatcaccagc tccttttcat      3780 
     ttttaactct ttaaaaggat tcaaacgcaa ctcaaatctg tgctggactt ttgaaaaacc      3840 
     acaattcagg accaaatttt ttctccgtgt gtgtttattc cttataggtg taattgagaa      3900 
     gacccgttta tttttacccc ctcacggact ctccatcttt gtattttttt ttcccttgta      3960 
     aatgtaatca gatgccattt tatatgtgga cgtatttata ctggccaaac agttttctta      4020 
     ttttgtcccc cctttttttc ccttttcatt tgctttcttg tcttttaacc tcgtttcttt      4080 
     atcttctttt ttattttctt tctttttctt cgtttttttt ttttttctag tgttgttacc      4140 
     cacgccattt tacgtctcct tcactgaagg gctagagttt taacttttaa ttttttatat      4200 
     ttaaatgtag acttttgaca cttttaaaaa acaaaaaatg acaagagaga tgaaaacgtt      4260 
     tgattatttt ctcagtgtat ttttgtaaaa aatatataaa gggggtgtta atcggtgtaa      4320 
     atcgctgttt ggatttcctg attttataat agggtggctg gttaatatct cacacagttt      4380 
     gaaaaatcag cccctggttt ctccatgttt acacttcaat ctgcaggctt cttaaagtga      4440 
     cagtatccct taacctgcca ccggtttcca cctttcaacc ccctggtctt ataaggggag      4500 
     gagagttcag cccagcacca taatgcttta aaaaaaaaaa tttttttttt ttaacgaatt      4560 
     gctgttctgt ccagaggttt ttaaaactgg tgcattcaca gcaaaaaggg attctgtagc      4620 
     tttaacttgt aaaccacatc ttttttgcac ttttttttat aaagcaaaaa cgtgccgttt      4680 
     aaaccactgg atctatctaa atgccgattt gagttcgcga cacaatgtac tgcgttttca      4740 
     ttcttgtatt tgactattta atcctttcta cttgtcgcta aatataattg tttcagtcct      4800 
     atggcatggt gatagcatat gtgttcaggt ttatagctgt tgtgtttaaa gattgaaaaa      4860 
     agtggaaaac atctttgtac atttaagtct gtattataat aagcaaaaag attgtgtgta      4920 
     tgtatgttta atataacatg acaggcacga ggacgcctgc cttttaagag gcagttccgt      4980 
     taagggtttt tgttttaaaa ctcttttttt tcctttcttt ttttatttct ttttttttaa      5040 
     ccatccatcc tgtgcaatat gccgtgtaga atatttgtct taaaattcaa ggccacaaaa      5100 
     aaaagcaaaa aaaaaaaaac aaaaaaaaaa acaaaaaaca atatttgggg gaagagaaaa      5160 
     agaaaaaaaa tcatgccagc taatcctgtc cgtcactgcc tgtcaggttg ttcctatata      5220 
     ccttctgtaa ataacttttt ttgagaagga aataaaatca gctggaactg aaccctaaat      5280 
     cttgactttt gtcatcctta ttcctgggat ctctcctttc actgcaggct gctgctttgc      5340 
     tgctttgcag cttcgcggtg gcatggaagc tggtgctgat tcagttaagc catcttaatg      5400 
     gcaaacccta agttcctctt ggccagattt cgcaggcctg accccgagtg atggcattgg      5460 
     ccacgtgtgt gtcaaccctc cctccgcacg ccagccttcg aggaattctc tgcgtctact      5520 
     gtacatcagc aggcaccctt tgtctggaaa ttgcaaagag gggggagggg caggcttctc      5580 
     tgctctcaat ccagccggca ggctgaactt ttttaaatgt attttttgct tttgtgtctc      5640 
     taagccacca tcccctttac acaccaagat ttgttttgca cagaccaaga agaacaaatg      5700 
     agcctgttaa attattaggt cttctaggag aaaagccttc catagttaca agatgggaaa      5760 
     accaaaatca acttaggctt gctttgttgg ggtggggtgg aggagtcccc ttaaatgcaa      5820 
     aggtcagtag ggtgtggtgt aatccaagta cttgagagg                             5859 
 
// 
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C-3  Supplementary information 2 
 

 

 
 
Figure S1 Overexpression analysis of PET6-(unspliced) and PET6-

(spliced) in NIH/3T3 cells. 
NIH/3T3 cells were transfected with different constructs to 
determine the effect of spliced and unspliced variants of PET6 on 
the Sox4_sir3 expression level.  
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Figure S2 Ingenuity Pathway Analysis and DIANA-microT v3.0 analyses. 

The panel on the left shows the screenshot from the Ingenuity 
Pathway Analaysis (IPA) analysis on associated known 
neurological disorders with Sox4_sir3 downstream target genes as 
predicted by DIANA-microT 3.0 web-based program. The panel of 
the right shows the most conserved predicted target sites in Creb1 
and Itsn1 for Sox4_sir3. Chromosomal position of the predicted 
target site was based on the mm9 mouse genome (July 2007). 
Conservation information of these sites was derived from the 
comparison of various genomes; bosTau3 = Cow genome (August 
2006), calJac1 = Common marmoset (June 2007), dasNov1 = 
Armadillo genome (May 2005), equCab1 = Horse genome 
(January 2007), felCat3 = Cat genome (March 2006), hg18 = 
Human genome (May 2006), loxAfr1 = Elephant genome (May 
2005), ornAna1 = platypus genome (March 2007), oryCun1 = 
Rabbit genome (May 2005), panTro2 = Chimpanzee (March 
2006), rn4 = Rat genome (November 2004), sorAra1 = Shrew 
genome (January 2006), xenTro2 = Frog (Xenopus tropicalis) 
genome (August 2005). 
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C-4  Supplementary information 3 
 

Table S1: List of predicted target sites for Sox4_sir3 
based on DIANA-microT v3.0 prediction. 
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APPENDIX D 
 

Additional information for Chapter 6. 
 

D-1. Authors’ declaration. 

D-2. Additional files 1-12 in an electronic form in a compact disc (CD). 

Original files are accessible at   

http://www.biomedcentral.com/1471-2164/12/176/additional/. 

D-3. Additional file 13. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s13.xls. 

D-4. Additional file 14. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s14.doc. 
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D-1 Authorsʼ declaration 

  
                                      NOTE:   
    Statements of authorship appear in the print copy of  
    the thesis held in the University of Adelaide Library.
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D-2  Additional files 1-12 
 

Additional files 1-12 are provided in the DVD presented at the back of the thesis. 
Following are the description for each file: 
 
1. Additional file 1 - List of 413,494 unique tags. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s1.zip 

2. Additional file 2 - List of unique tags mapped to repetitive elements and 

ncRNAs based on the 3’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s2.txt 

3. Additional file 3 - List of unique tags mapped to repetitive elements and 

ncRNAs based on the 5’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s3.txt 

4. Additional file 4 - List of unique tags mapped to miRNAs, pre-miRNAs or 

miRNA-star based on 3’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s4.txt 

5. Additional file 5: List of unique tags mapped to RefSeq sequences based on 

3’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s5.txt 

6. Additional file 6 - List of unique tags mapped to RefSeq sequences based on 

5’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s6.txt 

7. Additional file 7 - List of unique tags mapped to redundant mouse ESTs 

based on 3’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s7.txt 

8. Additional file 8 - List of unique tags mapped to redundant mouse ESTs 

based on 5’ end sequences. Original file is accessible at 
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http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s8.txt 

9. Additional file 9 - List of unique tags mapped to a single locus in the mouse 

genome based on 3’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s9.txt 

10. Additional file 10 - List of unique tags mapped to a single locus in the mouse 

genome based on 5’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s10.txt).  

11. Additional file 11 - List of unique tags mapped to multiple loci in the mouse 

genome based on 3’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-

s11.txt 

12. Additional file 12 - List of unique tags mapped to multiple loci in the 

mouse genome based on 5’ end sequences. Original file is accessible at 

http://www.biomedcentral.com/content/supplementary/1471-2164-12-176-s12.txt
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D-3  Additional file 13 

 

Table S1: List of known miRNAs in the E15.5 developing mouse brain. 
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D-4  Additional file 14 
 

Supplementary figures and data for statistical analysis. 

 

 

 
 

 

Figure S1 Pipeline for sequence annotations and discovery of novel miRNA. 
The pipeline involves sequence generation and clustering followed 
by annotation of unique sequences and prediction of novel 
miRNAs. 
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The figure continues on next page… 
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Figure S2 Non-validated predicted pre- and mature miRNAs for 
mm_br_e15_276138 (A), mm_br_e15_331608 (B), 
mm_br_e15_255873 (C) and mm_br_e15_363469. These 
sequences were rejected due to either one or combination of the 
following features: a large internal loop (A), branching stemloops 
(B) or an oversize precursor structure (A-D). Northern blot 
analysis for all predicted pre- and mature miRNAs did not validate 
the existence of these putative miRNAs. 
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Statistical information and analysis results of miR-3099 expression  
 
Experiment (A): Expression of miR-3099 in mouse embryonic stem cells: 
 
Purpose: To determine if DICER1 enzyme activity effects the expression levels 
of miR-3099 in embryonic stem cells. 
 
Experimental Treatments: Embryonic stem cells with (wild type) and without 
(knock out) DICER1 enzyme activity. 
 
Statistical methods:  !"#$%&'$("&)'*+*$,-$.&/+&"0#.  
 
Results:  Based on three replicates in each group, there was a significant 
difference in the expression levels in the stem cells with and without DICER1 
activity (P12324).  Wild type cells had a higher expression level (-2.86 ± 2356) 
than the knock out cells (-8.16 ± 0.52).   
 
 
Experiment (B): Expression of miR-3099 in embryogenesis: 
 
Purpose: To determine if the expression levels of miR-3099 vary throughout 
embryogenesis. 
 
Experimental Treatments: Embryonic day 3 blastocysts, and day 7 embryos. 
 
Statistical methods:  !"#$%&'$("&)'*+*$,-$.&/+&"0#.  
 
Results:  Based on three replicates in each group, there was a significant 
difference in the expression levels in the blastocysts and day 7 embryos 
(P<0.001).  The blastocysts had a higher expression level (-3.45 ± 0.46) than 7-
day old embryos (-6.69 ± 0.16).  
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Experiment (C): Expression of miR-3099 in whole brains at different 
developmental stages: 
 
Purpose: To determine if there were differences in the whole brain expression 
levels of miR-3099 in the brain during development. 
 
Experimental Treatments:  Whole brains of mice were taken at embryonic age 
11.5, 13.5, 15.5 and 17.5 days, and postnatal days 1.5 and 150. 
 
Statistical Methods: One way Analysis of Variance. 
 
Results:  There was a significant difference in the miR-3099 expression levels in 
whole brains obtained from different ages (P=0.02). Whole brains at embryonic 
day 11.5 had significantly less expression than at any other age. There were no 
significant differences among the expression levels at the other ages. The LSDs 
are: 1) 1.31 for comparing postnatal Day 1.5 with any other age, and 1.44 for 
comparing any other ages. The means and standard errors for the whole brain 
expression at each age are given in the table below. 
  

AGE NUMBER OF 
REPLICATES MEAN SE 

Embryonic Day 11.5 2 -1.97 0.43 

Embryonic Day 13.5 2 0.30 0.43 

Embryonic Day 15.5 2 -0.39 0.43 

Embryonic Day 17.5 2 0.27 0.43 

Postnatal Day 1.5 3 0.86 0.35 

Postnatal Day 150 2 -0.12 0.43 
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Experiment (D): Expression in different brain regions of mature mice: 
 
Purpose: To determine if there are differences in expression levels of miR-3099 
among the different brain regions in adult mice. 
 
Experimental Treatments: The following brain regions were excised from adult 
mice (postanatal day 150): cerebellum; olfactory bulb; cerebrum; medulla; 
thalamus; and hippocampus. 
 
Statistical methods:  One way Analysis of Variance.  
 
Results:  There was no significant difference in the expression levels among the 
brain regions (P=0.45). The mean log2 normalized expression level is given in the 
following table for each brain region. For each region there are 2 replicates, and 
the standard error is 0.79. 
 
BRAIN REGION MEAN 

Cerebellum -3.28 

Olfactory bulb -2.95 

Cerebrum -2.56 

Medulla -1.62 

Thalamus -1.44 

Hippocampus -1.38 
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Experiment (E): Expression in different organs in adult mice: 
 
Purpose: To determine if there are differences in expression levels of miR-3099 
among the different organs in adult mice. 
 
Experimental Treatments: The following organs were taken from adult mice 
(postnatal day 150): spleen; stomach; liver; skeletal muscle; skin; ovary; testes; 
brain; kidney; small intestine; heart; large intestine; thymus and pancreas. 
 
Statistical methods:  One way Analysis of Variance.  
 
Results:  There was a significant difference in expression levels among the organs 
(P<0.001). The mean log2 normalized expression level is given in the following 
table for each organ.   
 
ORGAN MEAN GROUP 

Spleen -4.88 A 

Stomach -4.33 A 

Liver -3.57 B 

Skeletal muscle -2.69 A 

Skin -1.77 B 

Ovary -1.21 B 

Testes -0.13 B 

Brain -0.12 B 

Kidney -0.01 A 

Small intestine 0.32 B 

Heart 1.48 A 

Large intestine 1.98 B 

Thymus 2.69 B 

Pancreas 7.03 B 

 
Group A organs have three replicates, and their standard error is 0.88, whereas 
group B organs have two replicates, and their standard error is 1.08.  The least 
significant differences (LSDs) are: 2.61 when comparing two organs from group 
A; 3.19 when comparing two organs from group B; and 2.91 when comparing a 
group A organ with a group B organ. 
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Experiment (F): Expression in different cell stages in P19 cells: 
  
Purpose: To determine if there is a difference in expression levels of miR-3099 
between P19 neurodifferentiating and proliferating cells. 
 
Experimental Treatments: P19 cells were treated to differentiate of proliferate. 
 
Statistical methods:  One way Analysis of Variance.  
 
Results:  There was a significant difference in the expression levels in the 
different cell types (P=0.04).  Differentiating cells had a higher expression level 
than the proliferating cells. The mean log2 normalized expression level is given in 
the following table for each cell stage.   
 
CELL TYPE NUMBER OF 

REPLICATES 
MEAN SE 

Differentiating 3 -2.72 0.21 

Proliferating 2 -3.85 0.26 
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