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Fig. 2-2
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Fig. 3-1
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Fig. 4-2
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Fig. 4-4
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Fig. 5-1
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Fig. 5-3
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Fig. 6-3
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Fig. 6-4
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Fig. 7-1
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Fig. 8-4
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Fig. 10
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Fig. 11-2
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Fig. 14
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Fig. 15
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Fig. 16
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1 GACGGATCGG GAGATCTCCC GATCCCCTAT GGTGCACTCT CAGTACAATC TGCTCTGATG
61 CCGCATAGTT AAGCCAGTAT CTGCTCCCTG CTITGTGTIGTT GGAGGTCGCT GAGTAGIGCG
121 CGAGCAAAAT TTAAGCTACA ACAAGGCAAG GCTTGACCGA CAATTGCATG AAGAATCTGC

CMV promoter

181 TTAGGGTTAG GCGITTTGCG CTGCTICGCG ATGTACGGGC CAGATATACG CGTTGACATT
CMV promoter

241 GATTATTGAC TAGTTATTAA TAGTAATCAA TTACGGGGTC ATTAGTTCAT AGCCCATATA
CMV promoter

301 TGGAGTTCCG CGTTACATAA CTTACGGTAA ATGGCCCGCC TGGCTGACCG CCCAACGACC
CMV promoter

361 CCCGCCCATT GACGTCAATA ATGACGTATG TTCCCATAGT AACGCCAATA GGGACTTTCC
CMV promoter

421 ATTGACGTCA ATGGGTGGAC TATTTACGGT AAACTGCCCA CTTGGCAGTA CATCAAGTGT
CMV promoter

481 ATCATATGCC AAGTACGCCC CCTATTGACG TCAATGACGG TAAATGGCCC GCCTGGCATT
CMV promoter

541 ATGCCCAGTA CATGACCTTA TGGGACTTITC CTACTTIGGCA GTACATCTAC GTATTAGTCA
CMV promoter

601 TCGCTATTAC CATGGTGATG CGGTTITTGGC AGTACATCAA TGGGCGTGGA TAGCGGTTTG
CMV promoter

661 ACTCACGGGG ATTTCCAAGT CTCCACCCCA TTGACGTCAA TGGGAGTTTG TTTTGGCACC

CMV forward primer
CMV promoter

721 AAAATCAACG GGACTTTCCA AAATGTCGTA ACAACTCCGC CCCATTGACG CAAATGGGCG

CMV forward Erime

CMV promoter

781 GTAGGCGTGT ACGGTIGGGAG GTCTATATAA GCAGAGCTICT CTGGCTAACT AGAGAACCCA
T7 primer

CMV promoter

T7 promoter

841 CTGCTTACTG GCTTATCGAA ATTAATACGA CTCACTATAG GGAGACCCAA GCTGGCTAGT

Hindlll BamHI Kir6.2
VWMWY

+2 M L S R K G | I P E-

901 TAAGCTTGGT ACCGAGCTCG GATCCGCCAC CATGCTGTCC CGAAAGGGCA TTATCCCTGA
Kir6.2

+2 *EE Y V L T R L A E D P T E P R Y R T R E-

961 'GGAATAT-GTG 'CTG-ACCCGGIC TG.GCA'GAG.GA C.CCT'ACA'GAG 'CCC.AGG'TAC'C GT.ACTCGGGA
Kir6.2

+2 *ER R A R F V 8 K K G N €C N V A H K N | R

1021 GAGGAGGGCC CGCTTCGTGT CCAAGAAAGG CAACTGCAAC GTCGCCCACA AGAACATCCG
Kir6.2

+2 ‘RE Q@ G R F L @ b VvV F T T L V D L K W P H-

1081 XGAéCAdGGC .CGC-TTC.CTGnc AA'GAT'GTG'TT C'ACC'ACG'CTG ETG'GAE’CTCA AGTGGCCCCA'
Kir6.2

+2 *HT L L I F T M S F L €6 S W L L F A M VW

1141 CACGCTGCTC ATTTTCACCA TGTCCTTICCT GTGCAGCTGG CTGCTCTICG CCATGGTICTIG
Kir6.2

2 ‘WW L 1 A F A H GG D L A P G E G T N V PC-

1201 GTGGCTCATC GCCTTTGCCC AC'GGTGACTT GGCC'CCC.GGA GAGGGCACCA ATGTGCCCTG
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Kir6.2
+2 *CV T 8 I H §8 F S8 S8 A F L F S 1 E V Q V T-
1261 CGTCACAAGC ATCCACTCCT TTTCGTICTGC CTTCCTTTTC TCCATCGAGG TCCAGGTGAC
Kir6.2
+2 Tl G F G G R M Vv T E E C P L A 1 L 1 L 1I-
1321 CATTGGTTTC GGCGGGCGCA TGGTGACAGA GGAATGTCCC CTGGCCATCC TTATTCTGAT
Kir6.2
+#2 IV . Q@ N 1 VvV G L M I N A I M L G C | F MK-
1381 C-GTGCAG'AAT 'ATC.GTA.GGG'C TZ-{ATG'AT(;AA C'GCCATCATG CTGGGC-TGCA TC'TTC.ATG’AAI
Kir6.2
+#2 ‘KT A Q@ A H R R A E T L + F S8 K H A V | T-
1441 'A'ACG'G CA'CAG 'GC C'CAT'C GG'C GG'GCAGAAAC C'C TC'ATC'T TC 'AG C'AAG. CAT.G CC.GTGAT CAC
Kirg.2
+2 *TL R H GG R L € F M L R V GG D L R K 8 M I
1501 CCTGCGACAT GGCCGCCTGT GCTTCATGCT TCGCGTAGGG GACCTCCGAA AAAGCATGAT
Kir6.2
2 <18 A T }+ H M Q@ V V R K T T s P E G E V-
1561 CATTAGCGCC ACCATTCATA TGCAGGIGGT GCGCAAGACC ACCAGC'CCGG AdGGCGAGGT
Kir6.2
+2 *VV P L H Q@ V D I P M E N G V G G N S I F-
1621 TGTGCCTICTC CACCAGGTG.G Z-\C'ATC'CCC'AT G'GAG.AAC.GGT .GTG'GG;GGTA ACAGC'ATET—‘T
Kir6.2
+2 *FL Vv A P L | I Y H V | D S8 N S8 P L Y D L-
1681 TCTGGTGGCC CCACTCATCA TC'TACCACGT C.ATC'GAC'TCC 'AAC'AGC'CCG'C TC'TACGACCT'
Kir6.2
+2 ‘LA P s D L H H H Q@ D L E I} V | L E G V-
1741 éGCfCC{AGT GACCTGCACC ACCACCAGGA CCTGGAGATC ATTGTCATCT TGGAAGGTGT
Kir6.2
+2 VV E T T G | T T Q@ A R T S Y L A D E I L-
1801 GGTAGAAACC ACAGGCATTA CCACCCAGGC CCGCACCTCC TATCTGGCTG ACGAGATTCT
Kir6.2
2 ‘LW G Q@ R F Vv P 1 VvV A E E D G R Y S V DY~
1861 GTGGGGGCAG CGTTTTGTCC CCATCGTG.GC C.GAG:GAG'GAT .GGC-CGchAT'T CTGTG'GAC"TA'
Kir6.2
2 'YS K F G N T V K V P T P L € T A R Q L D
1921 CTCCAAATTC GGGAACACCG TTAAAGTGCC CACACCACTC TGCACAGCCC GCCAGCTTGA
Kir6.2
+2 ‘DE D R 8 L L D A L T L A S8 S8 R G P L R K-
1981 TGAGGACCGC AGCCTIGCTGG ATGCCCIGAC CCTCGCCTCG TCGCGAGGGC CCCTGCGCAA
Kir6.2
+2 ‘KR 8 VvV A V A K A K P K F s I s P D S L S-
2041 'G'CGC'AGT'GTG 'GCT'GTdGCZ-{A AG'GCC'AAG"CC CAAGTTTAGC ATCTCTCCGG ATTCCTTGTC
Kir6.2 Notl Xbal Sful
Xhol
+2 -8 *
2101 CTGATAGCGG CCGCTCGAGT CTAGAGGGCC CTTCGAACAA AAACTCATCT CAGAAGAGGA
Agel Pmel BGH.&&
2161 TCTGAATATG CATACCGGTC ATCATCACCA TCACCATTGA GTTTAAACCC GCTGATCAGC
BGH reverse prirr;
BGH pA
2221 CTCGACTGTG CCTTCTAGTT GCCAGCCATIC TGTTGITTGC CCCTCCCCCG TGCCTTCCTT

BGH reverse primer
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BGH pA
2281 GACCCTGGAA GGTGCCACTC CCACTGICCT TTCCTAATAA AATGAGGAAA TTGCATCGCA
BGH pA
2341 TTGTCTGAGT AGGTIGTCATT CTATTCIGGG GGGTIGGGGTG GGGCAGGACA GCAAGGGGGA
BGH pA
2401 GGATTGGGAA GACAATAGCA GGCATGCTGG GGATGCGGTG GGCTCTATGG CTTCTGAGGC
1 origin
2461 GGAAAGAACC AGCTGGGGCT CTAGGGGGTA TCCCCACGCG CCCTGTAGCG GCGCATTAAG
{1 origin
2521 CGCGGCGGGT GTGGIGGTTA CGCGCAGCGT GACCGCTACA CTTGCCAGCG CCCTAGCGCC
{1 origin
2581 CGCTCCTTTC GCTTICTTCC CTTCCTTITCT CGCCACGITC GCCGGCTTTC CCCGTCAAGC
f1 origin
2641 TCTAAATCGG GGGCTCCCTT TAGGGTTCCG ATTTAGTGCT TTACGGCACC TCGACCCCAA
f1 origin
2701 AAAACTTGAT TAGGGTGATG GTTCACGTAG TGGGCCATCG CCCTGATAGA CGGTTTTICG
{1 origin
2761 CCCTTITGACG TTGGAGTCCA CGTTCTTTAA TAGTGGACTC TTGTTCCAAA CTGGAACAAC
f1 origin
2821 ACTCAACCCT ATCTCGGICT ATTICTTTIGA TTTATAAGGG ATTTITGCCGA TTTCGGCCTA
1 origin
2881 TTGGTTAAAA AATGAGCTGA TTTAACAAAA ATTTAACGCG AATTAATTCT GTIGGAATGIG
SV40 early promoter
2941 TGTCAGTTAG GGTGIGGAAA GTCCCCAGGC TCCCCAGCAG GCAGAAGTAT GCAAAGCATG
SV40 early promoter
3001 CATCTCAATT AGTCAGCAAC CAGGTGTGGA AAGTCCCCAG GCTCCCCAGC AGGCAGAAGT
SV40 early promoter
3061 ATGCAAAGCA TGCATCTCAA TTAGTCAGCA ACCATAGTCC CGCCCCTAAC TCCGCCCATC
SV40 early promoter
3121 CCGCCCCTAA CTCCGCCCAG TTCCGCCCAT TCTCCGCCCC ATGGCTGACT AATTTTTTTT
SV40 early promoter
3181 ATTTATGCAG AGGCCGAGGC CGCCTCTGCC TCTGAGCTAT TCCAGAAGTA GTGAGGAGGC
SV40 early promoter
3241 TTTTTTGGAG GCCTAGGCTT TTGCAAAARAG CTCCCGGGAG CTTGTATATC CATTTTCGGA
Neo(R)
3301 TCTGATCAAG AGACAGGATG AGGATCGTIT CGCATGATTG AACAAGATGG ATTGCACGCA
Neo(R)
3361 GGTITCTCCGG CCGCTTGGGT GGAGAGGCTA TTCGGCTATG ACTGGGCACA ACAGACAATC
Neo(R)
3421 GGCTGCTCTG ATGCCGCCGT GTITCCGGCTG TCAGCGCAGG GGCGCCCGGT TCTTTTTGTC
Neo(R)
3481 AAGACCGACC TGTCCGGTGC CCTGAATGAA CTGCAGGACG AGGCAGCGCG GCTATCGTGG
Neo(R)
3541 CTGGCCACGA CGGGCGTTCC TTGCGCAGCT GTGCTCGACG TTIGTCACTGA AGCGGGAAGG
Neo(R)
3601 GACTGGCTGC TATTGGGCGA AGIGCCGGGG CAGGATCTCC TGTCATCTCA CCTTGCTCCT
Neo(R)
3661 GCCGAGAAAG TATCCATCAT GGCTIGATGCA ATGCGGCGGC TGCATACGCT TGATCCGGCT
Neo(R)
3721 ACCTGCCCAT TCGACCACCA AGCGAAACAT CGCATCGAGC GAGCACGTAC TCGGATGGAA
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Neo(R)
3781 GCCGGTCTTG TCGATCAGGA TGATCTGGAC GAAGAGCATC AGGGGCTCGC GCCAGCCGAA
Neo(R)
3841 CTGTTCGCCA GGCTCAAGGC GCGCATGCCC GACGGCGAGG ATCTCGTCGT GACCCATGGC
Neo(R)
3901 GATGCCTGCT TGCCGAATAT CATGGTGGAA AATGGCCGCT TTTCTGGATT CATCGACTGT
Neo(R)
3961 GGCCGGCTGG GTGTGGCGGA CCGCTATCAG GACATAGCGT TGGCTACCCG TGATATTGCT
Neo(R)
4021 GAAGAGCTTG GCGGCGAATG GGCTGACCGC TTCCTCGIGC TTTACGGTAT CGCCGCTCCC
Neo(R)
4081 GATTCGCAGC GCATCGCCTT CTATCGCCTT CTTGACGAGT TCTTCTGAGC GGGACTICTGG
4141 GGTTCGCGAA ATGACCGACC AAGCGACGCC CAACCTGCCA TCACGAGATT TCGATTCCAC
4201 CGCCGCCTTC TATGAAAGGT TGGGCTICGG AATCGTTTTIC CGGGACGCCG GCTGGATGAT
SV40 pA
4261 CCTCCAGCGC GGGGATCTCA TGCTGGAGTT CTTCGCCCAC CCCAACTTIGT TTATTGCAGC
SV40 pA
4321 TTATAATGGT TACAAATAAA GCAATAGCAT CACAAATTTC ACAAATAAAG CATTTTTTTC
SV40 pA
4381 ACTGCATTCT AGTTGTGGTT TGTCCAAACT CATCAATGTA TCTTATCATG TCTGTATACC
4441 GTCGACCTCT AGCTAGAGCT TGGCGTAATC ATGGTCATAG CTGTTTCCTG TGTGAAATTG
4501 TTATCCGCTC ACAATTCCAC ACAACATACG AGCCGGAAGC ATAAAGTGTA AAGCCTGGGG
4561 TGCCTAATGA GTGAGCTAAC TCACATTAAT TGCGTITGCGC TCACTGCCCG CTTTCCAGTC
4621 GGGAAACCTG TCGTIGCCAGC TGCATTAATG AATCGGCCAA CGCGCGGGGA GAGGCGGTTT
4681 GCGTATTGGG CGCICTTICCG CTTCCTCGCT CACTGACTCG CTGCGCTCGG TCGTTCGGCT
4741 GCGGCGAGCG GTATCAGCTC ACTCAAAGGC GGTAATACGG TTATCCACAG AATCAGGGGA
4801 TAACGCAGGA AAGAACATGT GAGCAAAAGG CCAGCAAAAG GCCAGGAACC GTAAARAGGC
pUC origin
4861 CGCGTTGCTG GCGTITTTTCC ATAGGCTCCG CCCCCCTGAC GAGCATCACA AAAATCGACG
pUC origin
4921 CTCAAGTCAG AGGTGGCGAA ACCCGACAGG ACTATAAAGA TACCAGGCGT TTCCCCCTGG
pUC origin
4981 AAGCTCCCTC GTGCGCTICTC CTGTTCCGAC CCTGCCGCTT ACCGGATACC TGTCCGCCTT
pUC origin
5041 TCTCCCTTCG GGAAGCGTIGG CGCTTTCTCA TAGCTCACGC TGTAGGTATC TCAGTTCGGT
pUC origin
5101 GTAGGTCGTT CGCTICCAAGC TGGGCTGTIGT GCACGAACCC CCCGTTCAGC CCGACCGCTG
pUC origin
5161 CGCCTTATCC GGTAACTATC GTCTTGAGTC CAACCCGGTA AGACACGACT TATCGCCACT
pUC origin
5221 GGCAGCAGCC ACTGGTAACA GGATTAGCAG AGCGAGGTAT GTAGGCGGTIG CTACAGAGTT
pUC origin
5281 CTTGAAGTGG TGGCCTAACT ACGGCTACAC TAGAAGAACA GTATTTGGTA TCTGCGCTCT
pUC origin
5341 GCTGAAGCCA GTTACCTTCG GAAAAAGAGT TGGTAGCTCT TGATCCGGCA AACAAACCAC
pUC origin
5401 CGCTGGTAGC GGTGGTTTTT TTGTITTGCAA GCAGCAGATT ACGCGCAGAA AAAAAGGATC

pUG origin
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5461 TCAAGAAGAT CCTTTGATCT TTTCTACGGG GTCTGACGCT CAGTGGAACG AAAACTCACG
pUC origin

5521 TTAAGGGATT TTGGTCATGA GATTATCAAA AAGGATCTTC ACCTAGATCC TTTTAAATTA

5581 AAAATGAAGT TTTAAATCAA TCTAAAGTAT ATATGAGTAA ACTTGGTCTG ACAGTTACCA

“Amp(R)

5641 ATGCTTAATC AGTGAGGCAC CTATCTCAGC GATCTGICTA TTTCGTTCAT CCATAGTTGC
Amp(R)

5701 CTGACTCCCC GTCGTGTAGA TAACTACGAT ACGGGAGGGC TTACCATCTG GCCCCAGTGC
Amp(R)

5761 TGCAATGATA CCGCGAGACC CACGCTCACC GGCTCCAGAT TTATCAGCAA TAAACCAGCC
Amp(R)

5821 AGCCGGAAGG GCCGAGCGCA GAAGTGGTCC TGCAACTTTA TCCGCCTCCA TCCAGTCTAT
Amp(R)

5881 TAATTGTTGC CGGGAAGCTA GAGTAAGTAG TTCGCCAGTT AATAGTTTGC GCAACGTTGT
Amp(R)

5941 TGCCATTGCT ACAGGCATCG TGGTGTCACG CTCGTCGTTT GGTATGGCTT CATTCAGCTC
Amp(R)

6001 CGGTTCCCAA CGATCAAGGC GAGTTACATG ATCCCCCATG TTGTGCAAAA AAGCGGTTAG
Amp(R)

6061 CTCCTTCGGT CCTCCGATCG TTGTCAGAAG TAAGTTGGCC GCAGTGTTAT CACTCATGGT
Amp(R)

6121 TATGGCAGCA CTGCATAATT CTCTTACTGT CATGCCATCC GTAAGATGCT TTTICTGTGAC
Amp(R)

6181 TGGTGAGTAC TCAACCAAGT CATTCTGAGA ATAGTGTATG CGGCGACCGA GTTGCTICTTG
Amp(R)

6241 CCCGGCGTCA ATACGGGATA ATACCGCGCC ACATAGCAGA ACTTTAAAAG TGCTCATCAT
Amp(R)

6301 TGGAAAACGT TCTTCGGGGC GAAAACTCTIC AAGGATCITA CCGCTIGTITGA GATCCAGTTC
Amp(R)

6361 GATGTAACCC ACTCGTGCAC CCAACTGATC TTCAGCATCT TTTACTTTCA CCAGCGTTTC
Amp(R)

6421 TGGGTGAGCA AAAACAGGAA GGCAAAATGC CGCAAAAAAG GGAATAAGGG CGACACGGAA
Amp(R)

6481 ATGTTGAATA CTCATACTCT TCCTTTTTCA ATATTATTGA AGCATTTATC AGGGTTATTG

bla promoter
Amp(R)

6541 TCTCATGAGC GGATACATAT TTGAATGTAT TTAGAAAAAT AARACAAATAG GGGTTCCGCG
bla promoter
6601 CACATTTCCC CGAAAAGTGC CACCTGACGT C
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Fig. 18-1

Kir6.1 overexpressed in Neuro2A cells
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Fig. 18-3
Kir 6.1 transfected
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Fig. 19-3
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Fig. 19-7
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Fig. 19-9
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Fig. 20

Amp(R)
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CMV forward primer
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BamHI (921)
BstXI(935)

pUC origin .
pcDNA3.1-Kir6.1 T Kir6.A
6733 bp
Notl (2211)
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1 GACGGATCGG GAGATCTCCC GATCCCCTAT GGTIGCACTCT CAGTACAATC TGCTCTGATG
61 CCGCATAGTT AAGCCAGTAT CTGCTCCCIG CTTGTGTIGTIT GGAGGTCGCT GAGTAGTGCG
121 CGAGCAAAAT TTAAGCTACA ACAAGGCAAG GCTTGACCGA CAATTGCATG AAGAATCTGC
CMV promoter
181 TTAGGGTTAG GCGTTITIGCG CTGCTTCGCG ATGTACGGGC CAGATATACG CGTTGACATT
CMV promoter
241 GATTATTGAC TAGTTATTAA TAGTAATCAA TTACGGGGIC ATTAGTTCAT AGCCCATATA
CMV promoter
301 TGGAGTTCCG CGTTACATAA CTTACGGTAA ATGGCCCGCC TGGCTGACCG CCCAACGACC
CMV promoter
361 CCCGCCCATT GACGTCAATA ATGACGTATG TTCCCATAGT AACGCCAATA GGGACTTTCC
CMV promoter
421 ATTGACGTCA ATGGGTGGAC TATTTACGGT AAACTGCCCA CTTGGCAGTA CATCAAGTGT
GCMV promoter
481 ATCATATGCC AAGTACGCCC CCTATTGACG TCAATGACGG TAAATGGCCC GCCTGGCATT
CMV promoter
541 ATGCCCAGTA CATGACCTTA TGGGACTITTC CTACTTGGCA GTACATCTAC GTATTAGTCA
CMV promoter
601 TCGCTATTAC CATGGTGATG CGGTTTTGGC AGTACATCAA TGGGCGTGGA TAGCGGTTTG
CMV promoter
661 ACTCACGGGG ATTTCCAAGT CTCCACCCCA TTIGACGICAA TGGGAGTTIG TTITGGCACC
CMV forward Erimer
CMV promoter
721 AAAATCAACG GGACTTTCCA AAATGTCGTA ACAACTCCGC CCCATTGACG CAAATGGGCG
CMV forward Erime
CMV promoter
781 GTAGGCGTGT ACGGTGGGAG GTCTATATAA GCAGAGCTCT CTGGCTAACT AGAGAACCCA
T7 primer
CMV promoter
T7 promoter
841 CTGCTTACTG GCTTATCGAA ATTAATACGA CTCACTATAG GGAGACCCAA GCTGGCTAGT
Kpnl BamHI Kir6.1
HindlIll BstXI
VWWWWWWAAAWY
+2 M L A R K S | I P E-
901 TAAGCTTGGT ACCGAGCTCG GATCCGCCAC CATGCTGGCC AGGAAGAGCA TCATCCCGGZ-\:
) Kir6.1
+2 ‘EE Y V L A R | A A E N L R K P R | R D R-
961 GGAGTATGTG CTGGCCCGCA TCGCGGCGGA GAACCTG-CGC AAACCGCGCA TCCGCGACCG
Kir6.1
+2 ‘RL P K A R F | A K S8 G A C N L A H K N I
1021 CCTCCCCAAA GCC.CGC'TTC'A T(;GCCAAGAG CGGAGCCTGC AACCTGGCTC ACAAG'AAC-AT‘
Kir6.1
+2 IR E Q G R F L @ D I F T T L V D L K WR:-
1081 CCGAGAGCAA GGTCGC'TTC"C TG"CAGGAClAT C-TTC'ACCACC TTGGTAGACC TGAAGTGG.CG'
Kir6.1
+2 *RH T L Voo F T M S F L C S W L L F A | M
1141 TCACACGCTG GTICATCTTCA CCATGTCCTT CCTCTGCAGC TGGCTGCTICT TCGCTATCAT
Kir6.1
+2 'MW W L V A F A H G D I Y A Y M E K G | T-
1201 GTGGTGGCTG GTIGGCCTTCG CCCACGGGGA CATCTATGCT TACATGGAGA AAGGCATCAC
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Kir6.1

+2 *‘TE K § G L E S A V € V T N V R S§ F T S A-

1261 GGAGAAGAGT GGCCTGGAG‘T CTGCCGTCTG TGTGACCAAT GTCAGGTCAT TCACTTICTGC
Kir6.1

+2 *AF L F S | E Vv Q VvV T |1 G F G G R M M TE-

1321 GTTTCTCTTC TCCATCGAGG TTCAAGTGAC CATTGGGTITT GGAGGGAGAA TGATGACTGA
Kir6.1

+<2 ‘EE ¢ P L A I T V L 1 L Q@ N 1 V G L I 1 N-

1381 GGAG.TGC.CCT 'CTGGCCATCA CG”GTT.TTG'AT T'CTG-CAG.AAC .ATT.GTGGGT.C TG:ATCATCAA
Kir6.1

+2 ‘NA Vv M L G € I F M K T A Q@ A H R R A E T

1441 'CGCG'GTC.ATG 'TTG'GGC.TGC'A TC'TTCE\TGAA GACGGCCCAG GCC.CACAGA.A GG.GCAGAG.ACI
Kir6.1

+2 TL |« F S8 R H A V I A V R N G K L € F M F-

1501 GCTGATTTTC AGCCGCCATG CTGTAATTGC GGTCCGTAAT GGCAAGCTGT GCTTCATGTT
Kir6.1

+2 ‘FR Vv G D L R K S M | I+ S8 A S V R | Q V V-

1561 CCGGGTGGGT GACCTGAGGA AAAGCATGAT CATTAGCGCC TCGGTGCGCA TCCAGGTGGT
Kir6.1

+2 VK K T T T P E G E V V P 1 H Q Q D | P V-

1621 CAAGAAAACC ACGACGCCA'G AA.GGArGAGGT G.GTG'CCT.ATT 'CAC"CAG.CAGG ACATCCCT'GT‘
Kir6.1

+2 VD N P 1 E S N N | F L Vv A P L | | C H V-

1681 GGATAATCCC ATCGAGAGCA ATAAC.ATC-TT C-CTA.GTGGCC CCTTTGATCA TCTIGCCATGT
Kir6.1

+<2 vI b K R 8 P L Y B | S8 A T D L VvV N Q D L-

1741 GATTGATAAG CGTAGCCCCC TGTACGATAT CTCAGCCACT GACCTTGTCA ACCAAGACCT
Kir6.1

+2 L E V I \Y | L E G V \ E T T G T T Q A R-

1801 GGAGGTCATA GTGATTCTC.G AG'GGC.GTG'GT G'GAA'ACCACG GGCATCACCA CGCAAGCGCG'
Kir6.1

+2 *RT 8§ Y | A E E 1 Q W G H R F V S | V TE-

1861 G.ACC'TCCTAC -ATTGCA.GAG'G AGATCCAG.TG G'GGA.CAC'CGC TTCGTGICGA TTGTG-ACT.GA
Kir6.1

+2 *EE E G V Y S8 VvV D Y S8 K F G N T V R V AA

1921 GGAGGAGGGA GTGTAC.TCTG TGGACTATTC TAAATTTGGT AATACT-GTGA GAGTG'GCG'GC'
Kir6.1

+2 ‘AP R C S8 A R E L D E K P S | L I Q T L Q-

1981 GCCA'AGA,TGC AGTGCCCGGG AGCTIGGACGA GAAACCTICC ATCTTGATTC AGACCCTCCA
Kir6.1

+2 QK 8 E L 8 H Q@ N S L R K R N S M R R N N-

2041 AAAGAGTGAA CTGTCGCACC AGAATICTICT G.AGGAAGCGC AACTCTATGA GAAGAAACAA
Kir6.1

+2 ‘NS M R R 8 N 8 | R R N N S§ S L M V P K V:

2101 CTCCATGAGG AGG.AGC.AACT CC'ATC.CGG.AG G.AAT'AAC'TCT -TCC'CTC'ATGG TG.CCC-AAGGT

Kir6.1 Notl
+#2 vQ F M T P E G N Q c P S E s
2161 GCAATTCATG ACTCCAGAAG GAAACCAGTIG C.CCATCA'GAA TCATGATAGC GGCCGCTCGA
Apal

Xbal Sful Agel

VWWWWWAWWWY YWWWWWAAMWWY WMWY

2221 GTCTAGAGGG CCCTTCGAAC AAAAACTCAT CTCAGAAGAG GATCTGAATA TGCATACCGG
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Agel Pmel BGH pA
2281 ?CATCATCAC CATCACCATT GAGTTTAAAC CCGCTGATCA GCCTCGACTG TGCCTTCTAG
BGH reverse primer
BGH pA
2341 TTGCCAGCCA TCTGITGTTT GCCCCTCCCC CGTGCCTTICC TTGACCCTGG AAGGTGCCAC
BGH pA
2401 TCCCACTGTC CTTTCCTAAT AAAATGAGGA AATTGCATCG CATTGTCTGA GTAGGTGICA
BGH pA
2461 TTCTATTCTG GGGGGTGGGG TGGGGCAGGA CAGCAAGGGG GAGGATTGGG AAGACAATAG
BGH pA
2521 CAGGCATGCT GGGGATGCGG TGGGCTCTAT GGCTTCTGAG GCGGAAAGAA CCAGCTGGGG
{1 origin
2581 CTCTAGGGGG TATCCCCACG CGCCCTGTAG CGGCGCATTA AGCGCGGCGG GTGTGGTGGT
1 origin
2641 TACGCGCAGC GTGACCGCTA CACTTGCCAG CGCCCTAGCG CCCGCTCCTT TCGCTTICTT
1 origin
2701 CCCTTCCTTT CTCGCCACGT TCGCCGGCTT TCCCCGTCAA GCTCTAAATC GGGGGCTCCC
{1 origin
2761 TTTAGGGTITC CGATTTAGTG CTTTACGGCA CCTCGACCCC AAAAAACTTG ATTAGGGTGA
1 origin
2821 TGGTTCACGT AGTGGGCCAT CGCCCTGATA GACGGTTTTT CGCCCTITGA CGTTGGAGIC
1 origin
2881 CACGTTCTTT AATAGTGGAC TCTTGITCCA AACTGGAACA ACACTCAACC CTATCTCGGT
{1 origin
2941 CTATTCTTTT GATTITATAAG GGATTTTGCC GATTTCGGCC TATTGGTTAA AAAATGAGCT
1 origin
3001 GATTTAACAA AAATTTAACG CGAATTAATT CTGTGGAATG TGTGTCAGTT AGGGTGTGGA
SV40 early promoter
3061 AAGTCCCCAG GCTCCCCAGC AGGCAGAAGT ATGCAAAGCA TGCATCTCAA TTAGTCAGCA
SV40 early promoter
3121 ACCAGGTGTG GAAAGTCCCC AGGCTCCCCA GCAGGCAGAA GTATGCAAAG CATGCATCTC
SV40 early promoter
3181 AATTAGTCAG CAACCATAGT CCCGCCCCTA ACTCCGCCCA TCCCGCCCCT AACTCCGCCC
SV40 early promoter
3241 AGTTCCGCCC ATTCTCCGCC CCATGGCTGA CTAATTTTTT TTATTTATGC AGAGGCCGAG
SV40 early promoter
3301 GCCGCCTCIG CCTCTGAGCT ATTCCAGAAG TAGTGAGGAG GCTTTTTTGG AGGCCTAGGC
SV40 early promoter
3361 TTTTGCAAAA AGCTCCCGGG AGCTTGTATA TCCATTTTICG GATCTGATCA AGAGACAGGA
Neo(R)
3421 TGAGGATCGT TTCGCATGAT TGAACAAGAT GGATTGCACG CAGGTTCTCC GGCCGCTTGG
Neo(R)
3481 GTGGAGAGGC TATTCGGCTA TGACTGGGCA CAACAGACAA TCGGCTGCTC TGATGCCGCC
Neo(R)
3541 GTGTTCCGGC TGTCAGCGCA GGGGCGCCCG GTTCTTTTTG TCAAGACCGA CCTGTCCGGT
Neo(R)
3601 GCCCTGAATG AACTGCAGGA CGAGGCAGCG CGGCTATCGT GGCTGGCCAC GACGGGCGTT
Neo(R)
3661 CCTTGCGCAG CTGTGCTCGA CGTTGTCACT GAAGCGGGAA GGGACTGGCT GCTATTGGGC
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Neo(R)
3721 GAAGTGCCGG GGCAGGATCT CCTGTCATCT CACCTTGCTC CTGCCGAGAA AGTATCCATC
Neo(R)
3781 ATGGCTGATG CAATGCGGCG GCTGCATACG CTTGATCCGG CTACCTGCCC ATTCGACCAC
Neo(R)
3841 CAAGCGAAAC ATCGCATCGA GCGAGCACGT ACTCGGATGG AAGCCGGTCT TGTCGATCAG
Neo(R)
3901 GATGATCTGG ACGAAGAGCA TCAGGGGCTC GCGCCAGCCG AACTGITCGC CAGGCTCAAG
Neo(R)
3961 GCGCGCATGC CCGACGGCGA GGATCTCGTC GTGACCCATG GCGATGCCTG CTTGCCGAAT
Neo(R)
4021 ATCATGGTIGG AAAATGGCCG CTTTITCTGGA TTCATCGACT GTGGCCGGCT GGGTGTGGCG
Neo(R)
4081 GACCGCTATC AGGACATAGC GTTGGCTACC CGTGATATTG CTGAAGAGCT TGGCGGCGAA
Neo(R)
4141 TGGGCTGACC GCTTCCTCGT GCTTTACGGT ATCGCCGCTC CCGATTCGCA GCGCATCGCC
Neo(R)
4201 TTCTATCGCC TTCTTGACGA GTTCTTCTGA GCGGGACTCT GGGGTICGCG AAATGACCGA
4261 CCAAGCGACG CCCAACCTGC CATCACGAGA TTTCGATTCC ACCGCCGCCT TCTATGAAAG
4321 GTTGGGCTTC GGAATCGITT TCCGGGACGC CGGCTGGATG ATCCTCCAGC GCGGGGATCT
SV40 pA
4381 CATGCTGGAG TTCTTCGCCC ACCCCAACTT GTTTATTGCA GCTTATAATG GTTACAAATA
SV40 pA
4441 AAGCAATAGC ATCACAAATT TCACAAATAA AGCATITTTT TCACTGCATT CTAGTTIGIGG
SV40 pA
4501 TTTGTCCAAA CTCATCAATG TATCTTATCA TGTCTGTATA CCGTCGACCT CTAGCTAGAG
4561 CTIGGCGTAA TCATGGTCAT AGCTGTTTCC TGIGTGAAAT TGTTATCCGC TCACAATTCC
4621 ACACAACATA CGAGCCGGAA GCATAAAGTG TAAAGCCTGG GGTGCCTAAT GAGTGAGCTA
4681 - ACTCACATTA ATTGCGTTGC GCTCACTGCC CGCTTTCCAG TCGGGAAACC TGTCGTGCCA
4741 GCTGCATTAA TGAATCGGCC AACGCGCGGG GAGAGGCGGT TTGCGTATTG GGCGCTCTTC
4801 CGCTTICCTICG CTCACTGACT CGCTGCGCTC GGTICGTITCGG CTGCGGCGAG CGGTATCAGC
4861 TCACTCAAAG GCGGTAATAC GGTTATCCAC AGAATCAGGG GATAACGCAG GAAAGAACAT
puC o:izﬁ
4921 GTGAGCAAAA GGCCAGCAAA AGGCCAGGAA CCGTAAAAAG GCCGCGTTGC TGGCGTTTTIT
pUC origin
4981 CCATAGGCTC CGCCCCCCTG ACGAGCATCA CAAAAATCGA CGCTCAAGTC AGAGGTGGCG
pUC origin
5041 AAACCCGACA GGACTATAAA GATACCAGGC GTTTCCCCCT GGAAGCTCCC TCGTIGCGCTC
pUC origin
5101 TCCTGTTCCG ACCCTGCCGC TTACCGGATA CCTGTCCGCC TTTCTCCCTT CGGGAAGCGT
pUC origin
5161 GGCGCTTTCT CATAGCTCAC GCTGTAGGTA TCTCAGTTCG GTGTAGGTCG TTCGCTCCAA
pUC origin
5221 GCTGGGCTGT GTGCACGAAC CCCCCGTTCA GCCCGACCGC TGCGCCTTAT CCGGTAACTA
pUC origin
5281 TCGICTTGAG TCCAACCCGG TAAGACACGA CTTATCGCCA CTGGCAGCAG CCACTGGTAA
pUC origin
5341 CAGGATTAGC AGAGCGAGGT ATGTAGGCGG TGCTACAGAG TTCTTGAAGT GGTGGCCTAA

pUC origin
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5401 CTACGGCTAC ACTAGAAGAA CAGTATTTGG TATCTGCGCT CTGCTGAAGC CAGTTACCTT
pUC origin

5461 CGGAAAAAGA GTTGGTAGCT CTTGATCCGG CAAACAAACC ACCGCTIGGTA GCGGTGGTITT
pUC origin

5521 TTITTGITTGC AAGCAGCAGA TTACGCGCAG AAAAAAAGGA TCTCAAGAAG ATCCTTTGAT
pUC origin

5581 CTITTTCTACG GGGTCTGACG CTCAGTGGAA CGAAAACTCA CGTTAAGGGA TTITTGGTCAT

pUC origin
5641 GAGATTATCA AAAAGGATCT TCACCTAGAT CCTTTTAAAT TAAAAATGAA GTTTTAAATC
5701 AATCTAAAGT ATATATGAGT AAACTTGGTC TGACAGTTAC CAATGCTTAA TCAGTGAGGC
Amp(R)

5761 ACCTATCTCA GCGATCTGTC TATTTICGTITC ATCCATAGTT GCCTGACTCC CCGTCGTGTA
Amp(R)

5821 GATAACTACG ATACGGGAGG GCTTACCATC TGGCCCCAGT GCTGCAATGA TACCGCGAGA
Amp(R)

5881 CCCACGCTCA CCGGCTCCAG ATTTATCAGC AATAAACCAG CCAGCCGGAA GGGCCGAGCG
Amp(R)

5941 CAGAAGTGGT CCTGCAACTT TATCCGCCTC CATCCAGTICT ATTAATTGIT GCCGGGAAGC
Amp(R)

6001 TAGAGTAAGT AGTTCGCCAG TTAATAGTTT GCGCAACGTT GTTGCCATTG CTACAGGCAT
Amp(R)

6061 CGTGGTGTCA CGCTCGTCGT TTGGTATGGC TTCATTCAGC TCCGGTTCCC AACGATCAAG
Amp(R)

6121 GCGAGTTACA TGATCCCCCA TGTTGTGCAA AAAAGCGGTT AGCTCCTITCG GTCCTCCGAT
Amp(R)

6181 CGTTGTCAGA AGTAAGITGG CCGCAGTGTT ATCACTICATG GTTATGGCAG CACTGCATAA
Amp(R)

6241 TTCTCTTACT GTCATGCCAT CCGTAAGATG CTTITCTGTG ACTGGTGAGT ACTCAACCAA
Amp(R)

6301 GTCATTCTGA GAATAGTGTA TGCGGCGACC GAGTITGCTCT TGCCCGGCGT CAATACGGGA
Amp(R)

6361 TAATACCGCG CCACATAGCA GAACTTTAAA AGTGCTCATC ATTGGAAAAC GTTCTTCGGG
Amp(R)

6421 GCGAAAACTC TCAAGGATCT TACCGCTGTT GAGATCCAGT TCGATGTAAC CCACTCGTGC
Amp(R)

6481 ACCCAACTGA TCTTCAGCAT CTTTTACTITT CACCAGCGTT TCTGGGIGAG CAAAAACAGG
Amp(R)

6541 AAGGCAAAAT GCCGCAAAAA AGGGAATAAG GGCGACACGG AAATGTTGAA TACTCATACT

bIapro‘r.n.c;t.;

Amp(R)

6601 CTTCCTTTTT CAATATTATT GAAGCATITA TCAGGGTTAT TGTCTCATGA GCGGATACAT
bla promoter

6661 ATTTGAATGT ATTTAGAAAA ATAAACAAAT AGGGGTTCCG CGCACATTTC CCCGAAAAGT

bla promoter
6721 GCCACCTGAC GTC
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