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Gene name Promoter sequence
snRNA GACGGTGACG
Histone HIt ATATAAGGCC
HMG-14 GGAGGGGGAG
TNP1 ATACCCAGAC
PRM2 CTTTATATAC
p S14 TGACCCCCGT
ribosomal p. S19 CGACTTGTGC
keratin 67k TCTCTATGCT
fibronectin GTCCCATATA
P-glycoprotein 1 CTTCGCTCTC
1. 850 ASE AHECZEH g2 A9 E=4
gl= Z23H M.
dbEST Indenfier (GI) | Promoter sequence
26999372 TCTCGGACAC
26998814 TTTCATTGGC
20658968 TTGCAAAAGG
20495512 TTTTTTTTIT
20203307 CTAGTTGTAC
20203297 TGGGCGCCGG
20203164 CGCCGGCATC
20203157 TCATATTGGC
18086630 GGGGGCTACG
18086037 CCTGTCCTTT
o2 ANECZRH 22 Hete QWA est AL,

Gene name Promoter sequence
haptoglob Hp1F GCATAAAAAG
2'5"-oligoA synt. AGGAAACGAA

| DHFR | CACAAATAGG |
Thymidine kinase | GCCGTGGTTT
ADA | CCGTTAAGAA
TdT ir ATCAAAACCC
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TOP3 CTGTGGGGCG Promoter sequence | Results of Test
ASS TATAACCTGG ATATATACAG 0.62
Arginase liver TATAAATGGA ATAAATGCTT 1.52
OAT TTTAAGTTGC ATATACTATG 0.39
I 3 HASM MBE MBO2HE 22 oo == ATAAAGGCCT 1.00
K 9= D20H MG TAAATTCACC 0.76
TTAAAGAGCA 1.01
AAATTGCAGC 0
ATATAGGGCG 0.90
Gene name Promoter sequence ATAAATAAAA 2.00
Histone H1-C ATATATACAG TACTTAAAGG 0.47
Histone H2A.1 53 ATAAATGCTT
histone H2A 291A | ATATACTATG I 6. FY ZEILE NEE JIXD LEE HIAES
hist. H2A(A)-613 | ATAAAGGCCT 2k,
hist. H2A(B)-613 | TAAATTCACC
histone H2B 221 | TTAAAGAGCA AR g HANM 13 09 RO FFIA
histone H2B 291A | AAATTGCAGC = 73 H2E ARdA o] HHYE e @&
histone H2B 291B | ATATAGGGCG E 7 Sl ol & BEEFE HANA HE
histone H2B-143 ATAAATAAAA 22X EREDY YA BE 2 oL s &
histone H3.1-A TACTTAAAGG AR F2d) wWE T A9 TlRHL 223
T 4 F2EH 22 229 584 = ZZ22H A W Ez 23 A7 gEo] AlEE EE S99 BFHo2
= olglgt Aast UL ALE gFdErh
Gene name Promoter sequence Promoter sequence | Results of Test
HCMV IE-1 CTATATAAGC GCATAAAAAG 0.48
MCMV IE-I GGTATAAGAG AGGAAACGAA 1.03
HCMV IE gp/UL37 ATGTATATAA CACAAATAGG 0
HCMV IE gp/US3 CTATATATTC GCCGTGGTTT 0.02
HSV-1IE-I TGGGGTATAA CCGTTAAGAA 0.44
HSV-1IE-II GGTATAAGGA ATCAAAACCC 0
HSV-1 IE-II CTATATGAGC CTGTGGGGCG 0.59
HSV-2 [E-IV/V TCGCGCACAT TATAACCTGG 1.34
HCMV b'DNA POL| TGTTTATAAT TATAAATGGA 0
HCMV b'2.2 kb ATGTATAAAT TTTAAGTTGC 0
H 5 BIOIHAZRSE €2 Y940 SRE 8lE 222 g7 gzo Z2QH HYE IR A#E HAEQ
H HE. At
FAo Z2H AMEE 7MX3 A" HEE Zb
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Promoter sequence | Results of Test
CTATATAAGC 0.84
GGTATAAGAG 1.75
ATGTATATAA 0.95
CTATATATTC 0.69

i TGGGGTATAA 1.77
GGTATAAGGA 1.55
CTATATGAGC 0.59
TCGCGCACAT 0.77
TGTTTATAAT 0.53
ATGTATAAAT 0.46
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