
Primer 1: 3'TAAAGGCATCTGCCACCACC 5'

Calculations for Putative GR-beta Arising from Exon 8 or Intron 8
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C

Donor site predictions of mGRbeta in intron 8.
Start   End    Score     Exon   Intron
   38    52     0.71     agaaaaagtaggttg
   85    99     0.77     cacagaggtagagca
  154   168     0.84     gagatacgtaagaga
  246   260     0.60     aattagtgtatgtgt
  905   919     0.97     tgggagggtaagcca

Acceptor site predictions of mGRbeta in intron 8. 
Start   End    Score     Intron               Exon
  844   884     0.84     tattttattatcacctcttagaagcacaatctttttaataa

No splice site prections for Exon 8

Intron 8      
gtaagtaccaaacataaatccaaaacaacagcaaaaa
agaaaaagtaggttggggtggtggcagatgcctttaa
tcacagcagacacagaggtagagcaagtagatgtcta
tgagtctgaggctgctctacatagggaatgccaggac
agtcagagatacgtaagagatcctatctcaaaagccc
aaagacagagacagagagagacagagacagaagaaca
ttgtaggtcctaggttatggtttaattagtgtatgtg
tatagttatataccaatcagtcattatagtgattatt
caagataaataattttttacacatttctcttaagtct
tactagtctggtcatttgcgtaaagatgactctgtta
gtacagagttcagtagctcctgattttaagtatccct
gaagtacatgaatgagctatcagattacactagtttc
acctccctgtgtatcagtactggtgcagtctcctttg
agcctgctgcctcgtctcctgactgctgggatcacag
gcatgccaggcttcattctgcacacagtttaagatgc
cttttgttcttatgtgcttattttatttaaattattt
tcttatctgaggaattccaacaaagattggtatattt
gtgatcaaattgttaaaatggccagtagggcaggaat
gcaggatctatataccaggtcttctgtgtgtatatta
cgactttcagtttagtgtgtctgggattctggagtgt
gggaaccagtaggtccctgactcttgttcctgttctt
gggttctcctttttctctttgtcttttccaacaatat
gatggtttttattttattttgctatgttttattttat
tatcacctcttagaagcacaatctttttaataagagg
agaagttgagaggaactgggagggtaagccacaatca
agatacattacatgagaaaagaatttattttcagtaa
acaaaaaaatatgtcaagacttggtgtggggagccga
gagatatgagccattcgcagttatgctttgaagcctc
accattaccgtatcttctcttgcag

Primer 2: 3'CTGTCTTTGGGCTTTTGAGATAGG 5'

Primer 3: 3'CTTTGGGCTTTTGAGATAGGATC 5'

Red = branch point sequences

Blue = polypyrimidine tract


