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rKir2.2    MTAASRANPYSIVSSEEDGLHLVTMSGA-----NGFGNGKVHTRRRCRNRFVKKNGQCNI 55
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mKir2.2    EFANMDEKSQRYLADMFTTCVDIRWRYMLLIFSLAFLASWLLFGIISWVIAVAHGDLE-P 114
gpKir2.2   EFANMDEKSQRYLADMFTTCVDIRWRYMLLIFSLAFLASWLLFGVIFWVIAVAHGDLE-P 114
hKir2.2    EFANMDEKSQRYLADMFTTCVDIRWRYMLLIFSLAFLASWLLFGIIFWVIAVAHGDLE-P 114

ccKir2.2   AGDDNFTPCVLQVNGFIAAFLFSIETQTTIGYGFRCVTEECPLAVFLVVFQSIVGSIIDC 176
omKir2.2a  AGDDNFTPCVLQVNGFVAAFLFSIETQSTIGYGYRCVTEECPVAVFMVVFQSIISCIIDC 179
rKir2.2    AEGRGRTPCVLQVHGFMAAFLFSIETQTTIGYGLRCVTEECPVAVFMVVAQSIVGCIIDS 174
mKir2.2    AEGRGRTPCVLQVHGFMAAFLFSIETQTTIGYGLRCVTEECPVAVFMVVAQSIVGCIIDS 174
gpKir2.2   AENRGRTPCVMQVHGFMAAFLFSIETQTTIGYGLRCVTEECPVAVFMVVAQSIVGCIIDS 174
hKir2.2    AEGRGRTPCVMQVHGFMAAFLFSIETQTTIGYGLRCVTEECPVAVFMVVAQSIVGCIIDS 174
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omKir2.2a  PRITDEGEYIPLDQVDINVGFDKGLDRIFLVSPITIIHEINEDSPLYGIRKNDLDTADFE 299
rKir2.2    PRVTEEGEYIPLDQIDIDVGFDKGLDRIFLVSPITILHEIDEASPLFGISRQDLETDDFE 294
mKir2.2    PRVTEEGEYIPLDQIDIDVGFDKGLDRIFLVSPITILHEIDEASPLFGISRQDLETDDFE 294
gpKir2.2   PRVTEEGEYIPLDQIDIDVGFDKGLDRIFLVSPITILHEIDEASPLFGISRQDLETDDFE 294
hKir2.2    PRVTEEGEYIPLDQIDIDVGFDKGLDRIFLVSPITILHEIDEASPLFGISRQDLETDDFE 294
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omKir2.2a  IVVILEGMVEATAMTTQARSSYLATEVLWGYRFEPVLFEEKNLYKVDYSHFHKIYEVPST 359
rKir2.2    IVVILEGMVEATAMTTQARSSYLANEILWGHRFEPVLFEEKNQYKIDYSHFHKTYEVPST 354
mKir2.2    IVVILEGMVEATAMTTQARSSYLANEILWGHRFEPVLFEEKNQYKIDYSHFHKTYEVPST 354
gpKir2.2   IVVILEGMVEATAMTTQARSSYLANEILWGHRFEPVLFEEKNQYKIDYSHFHKTYEVPST 354
hKir2.2    IVVILEGMVEATAMTTQARSSYLANEILWGHRFEPVLFEEKNQYKIDYSHFHKTYEVPST 354
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omKir2.2a  PCCSAKDMVENKFL-VPTSNSFCYENELASLSRDEDEEEEVVGMGMGSGSFRALANLNSP 418
rKir2.2    PRCSAKDLVENKFL-LPSANSFCYENELAFLSRDEEDE-------VATD-----RDGRSP 401
mKir2.2    PRCSAKDLVENKFL-LPSANSFCYENELAFLSRDEEDE-------VATD-----RDGRSP 401
gpKir2.2   PRCSAKDLVENKFL-LPSANSFCYENELAFLSRDEEDE-------VEGDQDGCSRDGLSP 406
hKir2.2    PRCSAKDLVENKFL-LPSANSFCYENELAFLSRDEEDE-------ADGDQDGRSRDGLSP 406
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omKir2.1a  MGSVRTNRYSIVSTEEHGMKLATVAVPNGYG--KGKVHTRHQPQSRFVKKDGHCNVQFIN 58
hKir2.1    MGSVRTNRYSIVSSEEDGMKLATMAVANGFGNGKSKVHTRQQCRSRFVKKDGHCNVQFIN 60
gpKir2.1   MGSVRTNRYSIVSSEEDGMKLATMAVANGFGNGKSKVHTRQQCRSRFVKKDGHCNVQFIN 60
rKir2.1    MGSVRTNRYSIVSSEEDGMKLATMAVANGFGNGKSKVHTRQQCRSRFVKKDGHCNVQFIN 60
mKir2.1    MGSVRTNRYSIVSSEEDGMKLATMAVANGFGNGKSKVHTRQQCRSRFVKKDGHCNVQFIN 60
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rKir2.1    VGEKGQRYLADIFTTCVDIRWRWMLVIFCLAFVLSWLFFGCVFWLIALLHGDLDASKESK 120
mKir2.1    VGEKGQRYLADIFTTCVDIRWRWMLVIFCLAFVLSWLFFGCVFWLIALLHGDLDTSKVSK 120
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omKir2.1a  KCVSNVSSFTAAFLFSIETQTTIGYGYRYVTDECPVAVFVVVFQSIVGCIIDAFIIGAVM 176
hKir2.1    ACVSEVNSFTAAFLFSIETQTTIGYGFRCVTDECPIAVFMVVFQSIVGCIIDAFIIGAVM 180
gpKir2.1   ACVSEVNSFTAAFLFSIETQTTIGYGFRCVTDECPIAVFMVVFQSIVGCIIDAFIIGAVM 180
rKir2.1    ACVSEVNSFTAAFLFSIETQTTIGYGFRCVTDECPIAVFMVVFQSIVGCIIDAFIIGAVM 180
mKir2.1    ACVSEVNSFTAAFLFSIETQTTIGYGFRCVTDECPIAVFMVVFQSIVGCIIDAFIIGAVM 180

ccKir2.1   AKMAKPKKRNETLVFSHNATVAMRDNKLCLMWRVGNLRKSHLVEAHVRAQLLRSRTTAEG 238
omKir2.1a  AKMAKPKKRNETLVFSHNATVAMRDNKLCLMWRVGNLRKSHLVEAHVRAQLLKSRTTAEG 236
hKir2.1    AKMAKPKKRNETLVFSHNAVIAMRDGKLCLMWRVGNLRKSHLVEAHVRAQLLKSRITSEG 240
gpKir2.1   AKMAKPKKRNETLVFSHNAVIAMRDGKLCLMWRVGNLRKSHLVEAHVRAQLLKSRITSEG 240
rKir2.1    AKMAKPKKRNETLVFSHNAVIAMRDGKLCLMWRVGNLRKSHLVEAHVRAQLLKSRITSEG 240
mKir2.1    AKMAKPKKRNETLVFSHNAVIAMRDGKLCLMWRVGNLRKSHLVEAHVRAQLLKSRITSEG 240
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omKir2.1a  EFIPLDQVDIDVGFDSGVDRIFLVSPITIVHEISEDSPFYDMSKQQLETSEFEIVVILEG 296
hKir2.1    EYIPLDQIDINVGFDSGIDRIFLVSPITIVHEIDEDSPLYDLSKQDIDNADFEIVVILEG 300
gpKir2.1   EYIPLDQIDINVGFDSGIDRIFLVSPITIVHEIDEDSPLYDLSKQDIDNADFEIVVILEG 300
rKir2.1    EYIPLDQIDINVGFDSGIDRIFLVSPITIVHEIDEDSPLYDLSKQDIDNADFEIVVILEG 300
mKir2.1    EYIPLDQIDINVGFDSGIDRIFLVSPITIVHEIDEDSPLYDLSKQDIDNADFEIVVILEG 300
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gpKir2.1   MVEATAMTTQCRSSYLANEILWGHRYEPVLFEEKHYYKVDYSRFHKTYEVPNTPLCSARD 360
rKir2.1    MVEATAMTTQCRSSYLANEILWGHRYEPVLFEEKHCYKVDYSRFHKTYEVPNTPLCSARD 360
mKir2.1    MVEATAMTTQCRSSYLANEILWGHRYEPVLFEEKHYYKVDYSRFHKTYEVPNTPLCSARD 360
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hKir2.1    LAEKKYILSNANSFCYENEVALTSKEED-DSENG--VPESTSTDTPPDIDLHNQASVPLE 417
gpKir2.1   LAEKKYILSNANSFCYENEVALTSKEED-DSENG--VPESTSTDTPPDIDLHNQASVPLE 417
rKir2.1    LAEKKYILSNANSFCYENEVALTSKEEE-DSENG--VPESTSTDSPPGIDLHNQASVPLE 417
mKir2.1    LAEKKYILSNANSFCYENEVALTSKEEEEDSENG--VPESTSTDSPPGIDLHNQASVPLE 418
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