
KIR1.1 --------------MNASSRNVFDTLI---------RVLTESMFKHLRKW--VVTRFFGHSRQRARLVSKDGRCNIEFGNVEAQSRFIFFVDIWTTVLDLKWRYKMTIFITAFLGSWFFFGLLWYAVAYIHKDLPE--FHP-------------SANHTPCVENINGLTSAFLFSLETQVTIGYGFRCVTEQCATAIFLLIFQSILGVIINSFMCGAILAKISRPKKRAKTITFSKNAVISKRGGKLCLLIRVANLRKSLLIGSHIYGKLLKTTVTPEGETIILDQININFVVDA--GNENLFFISPLTIYHVIDHNSPFFHMAAETLL-QQDFELVVFLDGTVESTSATCQVRTSYVPEEVLWGYRFAPIVSKTKEGKYRVDFHNFSKTVEVE-TPHCAM-CLYN-EKDVRARMKRGY----DNP---------------NFILSEV----------NETDDTKM---------------------------------------------------------------------------------------------------------- 
KIR2.1 ----------MGSVRTNRYSIVSSEEDGMKLATMAV----------ANGFGNGKSKVHTRQQCRSRFVKKDGHCNVQFINVG-EKGQRYLADIFTTCVDIRWRWMLVIFCLAFVLSWLFFGCVFWLIALLHGDLDASK------------------EGKACVSEVNSFTAAFLFSIETQTTIGYGFRCVTDECPIAVFMVVFQSIVGCIIDAFIIGAVMAKMAKPKKRNETLVFSHNAVIAMRDGKLCLMWRVGNLRKSHLVEAHVRAQLLKSRITSEGEYIPLDQIDINVGFDS--GIDRIFLVSPITIVHEIDEDSPLYDLSKQDID-NADFEIVVILEGMVEATAMTTQCRSSYLANEILWGHRYEPVLFE-EKHYYKVDYSRFHKTYEVPNTPLCSARDLAE----KKY----IL-----SN---AN-----SFCYENEVALTSKE---------EDDSENGVPESTS-TDT---------------------PPDIDLHNQASVPLEPRPLRRESEI-------------------------------------------------- 
KIR2.2 ---------MTAASRANPYSIVSSEEDGLHLVTMSG----------ANGFGNGK--VHTRRRCRNRFVKKNGQCNIEFANMD-EKSQRYLADMFTTCVDIRWRYMLLIFSLAFLASWLLFGIIFWVIAVAHGDLEPAEGR----------------GRTPCVMQVHGFMAAFLFSIETQTTIGYGLRCVTEECPVAVFMVVAQSIVGCIIDSFMIGAIMAKMARPKKRAQTLLFSHNAVVALRDGKLCLMWRVGNLRKSHIVEAHVRAQLIKPRVTEEGEYIPLDQIDIDVGFDK--GLDRIFLVSPITILHEIDEASPLFGISRQDLE-TDDFEIVVILEGMVEATAMTTQARSSYLANEILWGHRFEPVLFE-EKNQYKIDYSHFHKTYEVPSTPRCSAKDLVE----NKF----LL-----PS---AN-----SFCYENELAFLSRD---------EEDEADGDQDGRS-RDGLSPQ----------------ARHDFDRLQAGGGVLEQRPYRRESEI-------------------------------------------------- 
KIR2.3 ----------------------------------------------MHGHSRNGQAHVPRRKRRNRFVKKNGQCNVYFANLS-NKSQRYMADIFTTCVDTRWRYMLMIFSAAFLVSWLFFGLLFWCIAFFHGDLEASPGVPAAGGPAAGGGGAAPVAPKPCIMHVNGFLGAFLFSVETQTTIGYGFRCVTEECPLAVIAVVVQSIVGCVIDSFMIGTIMAKMARPKKRAQTLLFSHHAVISVRDGKLCLMWRVGNLRKSHIVEAHVRAQLIKPYMTQEGEYLPLDQRDLNVGYDI--GLDRIFLVSPIIIVHEIDEDSPLYGMGKEELE-SEDFEIVVILEGMVEATAMTTQARSSYLASEILWGHRFEPVVFE-EKSHYKVDYSRFHKTYEVAGTPCCSARELQE----SKI----TVLPAPPPP---PS-----AFCYENELALMSQE---------EEEMEEEAAAAAAVAAGLGLEAGSKEEAGIIRMLEFGSHLDLE-RMQASLPLDNISYRRESAI-------------------------------------------------- 
KIR2.4 MGLARALRRLSGALDSGDSRAGDEEEAGPGLC--------------RNGWAP-APVQSPVGRRRGRFVKKDGHCNVRFVNLG-GQGARYLSDLFTTCVDVRWRWMCLLFSCSFLASWLLFGLAFWLIASLHGDLAAPP------------------PPAPCFSHVASFLAAFLFALETQTSIGYGVRSVTEECPAAVAAVVLQCIAGCVLDAFVVGAVMAKMAKPKKRNETLVFSENAVVALRDHRLCLMWRVGNLRRSHLVEAHVRAQLLQPRVTPEGEYIPLDHQDVDVGFDG--GTDRIFLVSPITIVHEIDSASPLYELGRAELA-RADFELVVILEGMVEATAMTTQCRSSYLPGELLWGHRFEPVLFQ-RGSQYEVDYRHFHRTYEVPGTPVCSAKELDE----RAEQASHSLKSSFPGS---LT-----AFCYENELALSCCQ---------EEDEDDETEEGNGVETE----DGAASPRVLTPTLALTLPP------------------------------------------------------------------------- 
KIR2.6 ---------MTAASRANPYSIVSLEEDGLHLVTMSG----------ANGFGNGK--VHTRRRCRNRFVKKNGQCNIAFANMD-EKSQRYLADMFTTCVDIRWRYMLLIFSLAFLASWLLFGVIFWVIAVAHGDLEPAEGH----------------GRTPCVMQVHGFMAAFLFSIETQTTIGYGLRCVTEECLVAVFMVVAQSIVGCIIDSFMIGAIMAKMARPKKRAQTLLFSHNAVVALRDGKLCLMWRVGNLRKSHIVEAHVRAQLIKPRVTEEGEYIPLDQIDIDVGFDK--GLDRIFLVSPITILHEIDEASPLFGISRQDLE-TDDFEIVVILEGMVEATAMTTQARSSYLANEILWGHRFEPVLFE-EKNQYKIDYSHFHKTYEVPSTPRCSAKDLVE----NKF----LL-----PS---AN-----SFCYENELAFLSRD---------EEDEADGDQDGRS-RDGLSPQ----------------ARHDFDRLQAGGGVLEQRPYRRGSEI-------------------------------------------------- 
KIR3.1 ---MSALRR----KFGDDYQVVTTSSSGSGLQPQGPGQD--------------PQQQLVPKKKRQRFVDKNGRCNVQHGNLG-SETSRYLSDLFTTLVDLKWRWNLFIFILTYTVAWLFMASMWWVIAYTRGDLNKAHVG----------------NYTPCVANVYNFPSAFLFFIETEATIGYGYRYITDKCPEGIILFLFQSILGSIVDAFLIGCMFIKMSQPKKRAETLMFSEHAVISMRDGKLTLMFRVGNLRNSHMVSAQIRCKLLKSRQTPEGEFLPLDQLELDVGFST--GADQLFLVSPLTICHVIDAKSPFYDLSQRSMQ-TEQFEIVVILEGIVETTGMTCQARTSYTEDEVLWGHRFFPVISL-EEGFFKVDYSQFHATFEVP-TPPYSVKEQEE----MLLMSSPLIAPAITNS---KE-RHNSVECLDGLDDITTKLPSKLQKITGREDFPKKLLRMSSTT------SEKAYSLGDLPM-------KL--QRISS-----VPGNSEEKLVSKTTKMLSDPMSQSVADLPPKLQKMAGGAARMEGNLPAKLRKMNSDRFT 
KIR3.2 ---MAKLTESMTNVLEGD---SMDQDVESPVAI-HQPKLPKQARDDLPRHISRDR----TKRKIQRYVRKDGKCNVHHGNVR--ETYRYLTDIFTTLVDLKWRFNLLIFVMVYTVTWLFFGMIWWLIAYIRGDMDHIEDP----------------SWTPCVTNLNGFVSAFLFSIETETTIGYGYRVITDKCPEGIILLLIQSVLGSIVNAFMVGCMFVKISQPKKRAETLVFSTHAVISMRDGKLCLMFRVGDLRNSHIVEASIRAKLIKSKQTSEGEFIPLNQTDINVGYYT--GDDRLFLVSPLIISHEINQQSPFWEISKAQLP-KEELEIVVILEGMVEATGMTCQARSSYITSEILWGYRFTPVLTL-EDGFYEVDYNSFHETYETS-TPSLSAKELAE----LASRAELPLSWSVSSK---L------N--------QHAEL--------ETEEEEKNLEE-------------QTERNGDVA-----------------------NLENESKV-------------------------------------------------- 
KIR3.3 --------------------------------------MAQENAAFSP-----GQEEPPRRRGRQRYVEKDGRCNVQQGNVR--ETYRYLTDLFTTLVDLQWRLSLLFFVLAYALTWLFFGAIWWLIAYGRGDLEHLEDT----------------AWTPCVNNLNGFVAAFLFSIETETTIGYGHRVITDQCPEGIVLLLLQAILGSMVNAFMVGCMFVKISQPNKRAATLVFSSHAVVSLRDGRLCLMFRVGDLRSSHIVEASIRAKLIRSRQTLEGEFIPLHQTDLSVGFDT--GDDRLFLVSPLVISHEIDAASPFWEASRRALE-RDDFEIVVILEGMVEATGMTCQARSSYLVDEVLWGHRFTSVLTL-EDGFYEVDYASFHETFEVP-TPSCSARELAE----AAARLDAHLYWSIPSR---L------DEKVEEEGAG--------------EGAGGEAGA-------------DKEQNGCLP-----------------------PPESESKV-------------------------------------------------- 
KIR3.4 --------------MAGDSRNAMNQDMEIGVTPWDPKKIPKQARDYVPIATDRTRLLAEGKKPRQRYMEKSGKCNVHHGNVQ--ETYRYLSDLFTTLVDLKWRFNLLVFTMVYTVTWLFFGFIWWLIAYIRGDLDHVGDQ----------------EWIPCVENLSGFVSAFLFSIETETTIGYGFRVITEKCPEGIILLLVQAILGSIVNAFMVGCMFVKISQPKKRAETLMFSNNAVISMRDEKLCLMFRVGDLRNSHIVEASIRAKLIKSRQTKEGEFIPLNQTDINVGFDT--GDDRLFLVSPLIISHEINQKSPFWEMSQAQLH-QEEFEVVVILEGMVEATGMTCQARSSYMDTEVLWGHRFTPVLTL-EKGFYEVDYNTFHDTYETN-TPSCCAKELAE----MKREGRLLQYLPSPPL---L------GGCAEAGLDAEAEQ--------NEEDEPKGLGG-------------SREARGSV---------------------------------------------------------------------------------- 
KIR4.1 ----------------------MTS-------------VAKVYYSQTTQT--ESRPLMGPGIRRRRVLTKDGRSNVRMEHIA-DKRFLYLKDLWTTFIDMQWRYKLLLFSATFAGTWFLFGVVWYLVAVAHGDLLE--LDP-------------PANHTPCVVQVHTLTGAFLFSLESQTTIGYGFRYISEECPLAIVLLIAQLVLTTILEIFITGTFLAKIARPKKRAETIRFSQHAVVASHNGKPCLMIRVANMRKSLLIGCQVTGKLLQTHQTKEGENIRLNQVNVTFQVDT--ASDSPFLILPLTFYHVVDETSPLKDLPL-RSG-EGDFELVLILSGTVESTSATCQVRTSYLPEEILWGYEFTPAISLSASGKYIADFSLFDQVVKVA-SPSGLRDSTVRYGDPEKLKLEESL----REQ---AEK----EGS--ALSVRIS----------NV---------------------------------------------------------------------------------------------------------------- 
KIR4.2 ----------------------MDA-------------I-HIGMSSTPLV--KHTAGAGLKANRPRVMSKSGHSNVRIDKVD-GIYLLYLQDLWTTVIDMKWRYKLTLFAATFVMTWFLFGVIYYAIAFIHGDLEP--GEP-------------ISNHTPCIMKVDSLTGAFLFSLESQTTIGYGVRSITEECPHAIFLLVAQLVITTLIEIFITGTFLAKIARPKKRAETIKFSHCAVITKQNGKLCLVIQVANMRKSLLIQCQLSGKLLQTHVTKEGERILLNQATVKFHVDS--SSESPFLILPMTFYHVLDETSPLRDLTPQNLK-EKEFELVVLLNATVESTSAVCQSRTSYIPEEIYWGFEFVPVVSLSKNGKYVADFSQFEQIRKSP-D------CTFYCADSEKQQLEEKY----RQE---DQR----ERELRTLLLQQS----------NV---------------------------------------------------------------------------------------------------------------- 
KIR5.1 -----------MSYYGSSYHIINADAK-------------------YPGY-PPEHIIAEKRRARRRLLHKDGSCNVYFKHIF-GEWGSYVVDIFTTLVDTKWRHMFVIFSLSYILSWLIFGSVFWLIAFHHGDLLNDP------------------DITPCVDNVHSFTGAFLFSLETQTTIGYGYRCVTEECSVAVLMVILQSILSCIINTFIIGAALAKMATARKRAQTIRFSYFALIGMRDGKLCLMWRIGDFRPNHVVEGTVRAQLLRYTEDSEGRMTMA-FK----DLKL--VNDQIILVTPVTIVHEIDHESPLYALDRKAVA-KDNFEILVTFIYTGDSTGTSHQSRSSYVPREILWGHRFNDVLEV-KRKYYKVNCLQFEGSVEVY-APFCSAKQLDW----KDQQLHIEKAPPVRESCTSDTKARRRSFSAVA-IVSSCENPE-------------ETTT--SATHEY---RETPYQKAL-------------------LTLNRISV--ESQM-------------------------------------------------- 
KIR6.1 --------------MLARK-----------------SIIPEEYVLARIAAENLRKPRIRDRLPKARFIAKSGACNLAHKNIR--EQGRFLQDIFTTLVDLKWRHTLVIFTMSFLCSWLLFAIMWWLVAFAHGDIYAYMEKS--------GMEKSGLESTVCVTNVRSFTSAFLFSIEVQVTIGFGGRMMTEECPLAITVLILQNIVGLIINAVMLGCIFMKTAQAHRRAETLIFSRHAVIAVRNGKLCFMFRVGDLRKSMIISASVRIQVVKKTTTPEGEVVPIHQLDIPVDNPI--ESNNIFLVAPLIICHVIDKRSPLYDISATDLA-NQDLEVIVILEGVVETTGITTQARTSYIAEEIQWGHRFVSIVTE-EEGVYSVDYSKFGNTVKVA-APRCSARELDE----KPSILIQTLQKSELSHQNSLR-KRNSM-RRNNSM-----------------------RRNNSIR--------RNNSSLMVPKVQFMTPEGN-------------QNTSES---------------------------------------------------- 
KIR6.2 --------------MLSRK-----------------GIIPEEYVLTRLAE-DPAEPRYRARQRRARFVSKKGNCNVAHKNIR--EQGRFLQDVFTTLVDLKWPHTLLIFTMSFLCSWLLFAMAWWLIAFAHGDLAPS-----------------EGTAEPCVTSIHSFSSAFLFSIEVQVTIGFGGRMVTEECPLAILILIVQNIVGLMINAIMLGCIFMKTAQAHRRAETLIFSKHAVIALRHGRLCFMLRVGDLRKSMIISATIHMQVVRKTTSPEGEVVPLHQVDIPMENGV--GGNSIFLVAPLIIYHVIDANSPLYDLAPSDLHHHQDLEIIVILEGVVETTGITTQARTSYLADEILWGQRFVPIVAE-EDGRYSVDYSKFGNTIKVP-TPLCTARQLDE----DHSLLEALTLAS---ARGPLR-KRSVP-MAKA-------------------------KPKFSIS--------PDSLS------------------------------------------------------------------------------------- 
KIR7.1 -------------------------------------------MDSSNCK--VIAP--LLSQRYRRMVTKDGHSTLQMDGAQ--RGLAYLRDAWGILMDMRWRWMMLVFSASFVVHWLVFAVLWYVLAEMNGDLELDHDAP-------------PENHTICVKYITSFTAAFSFSLETQLTIGYGTMFPSGDCPSAIALLAIQMLLGLMLEAFITGAFVAKIARPKNRAFSIRFTDTAVVAHMDGKPNLIFQVANTRPSPLTSVRVSAVLYQ-----ERENGKLYQTSVDFHLDGISSDECPFFIFPLTYYHSITPSSPLATLLQ-HEN-PSHFELVVFLSAMQEGTGEICQRRTSYLPSEIMLHHCFASLLTRGSKGEYQIKMENFDKTVPEF-PTPLVS------KSPNRTDLDIHI----NG------------QSIDNFQISET----------GLTE-------------------------------------------------------------------------------------------------------------- 
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Residues which mutation is associated with trafficking defects 
Mutations in residues with non-described, or conflicting, effect on trafficking, homology might suggest trafficking defect of the channel in response to the mutation 
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