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CAA71598 Vicia faba potassium channel
AAD16278 Samanea saman pulvinus inward-rectifying channel for potassium SPICK155

AAD39492 Samanea saman pulvinus inward-rectifying channel SPICK272

CAA70870 Solanum tuberosum putative inward rectifying potassium channel
BAD81033 Nicotiana tabacum potassium channel NKT2
BAA84085 Nicotiana paniculata potassium channel100

99

AT4G22200 = NP_567651 Q38898 AAA97865 AAA96153 AAA96154 CAA16770 CAB79175 AKT2; cyclic nucleotide binding/inward rectifier potassium channel /AKT2_ARATH Potassium channel AKT2/3/potassium channel /AKT3/AKT3 /potassium channel protein AKT3 /potassium
28

33

CAC05489 Populus tremula x Populus tremuloides potassium channel 2

55

XP_475262 Oryza sativa (japonica cultivar-group) AAS90668 AAV59417 putative potassium channel protein/putative potassium channel protein /putative potassium channel protein
CAB54856 Zea mays potassium channel protein ZMK2100

93

CAD90161 Zea mays putative inward rectifying potassium channel
NP_913283 Oryza sativa (japonica cultivar-group) BAD73027 BAD73049 unnamed protein product/putative K+ channel protein /putative K+ channel protein100

35

XP_464796 Oryza sativa (japonica cultivar-group) BAD19939 BAD27742 putative inward rectifying shaker K+ channel; ZmK2.1/putative inward rectifying shaker K+ channel; ZmK2.1 /putative inward rectifying shaker K+ channel; ZmK2.1
CAD18901 Zea mays inwardly rectifying potassium channel
AAR21352 Zea mays AAR21353 inward rectifying shaker K+ channel; ZmK2.1/inward rectifying shaker K+ channel; ZmK2.1100

100

NP_916178 Oryza sativa (japonica cultivar-group) BAD87503 putative potassium channel/putative K+ channel
81

25

BAD81035 Nicotiana tabacum potassium channel NtKC1
CAB62555 Daucus carota potassium channel77

AT4G32650 = NP_001031773 NP_974665 NP_194991 P92960 CAB05669 CAA18596 AAC98810 AAD00503 CAB79982 AAK97703 AAO23890 ATKC1 (ARABIDOPSIS THALIANA K+ RECTIFYING CHANNEL 1); cyclic nucleotide binding/inward rectifier potassium channel /ATKC1 (ARABIDOPSIS90

BAD45227 Oryza sativa (japonica cultivar-group) BAD46168 putative potassium channel/putative potassium channel
NP_916672 Oryza sativa (japonica cultivar-group) putative potassium channel protein100

100

CAC87141 Populus tremula x Populus tremuloides K+ channel protein
AAL24466 Vitis vinifera inward rectifying potassium channel
AAL09479 Vitis vinifera inward rectifying shaker-like K+ channel100

AAX19659 Brassica rapa subsp. pekinensis inward rectifying potassium channel
AT4G18290 = NP_193563 Q38849 AAA67070 CAA16801 CAB78831 CAC28122 KAT2; cyclic nucleotide binding/inward rectifier potassium channel /KAT2_ARATH Potassium channel KAT2/voltage-gated potassium channel/potassium channel protein KAT2 /potassium channel100
AT5G46240 = NP_199436 Q39128 AAA32824 AAC49113 CAA63601 BAB11079 BAD44268 BAD95094 KAT1; cyclic nucleotide binding/inward rectifier potassium channel /KAT1_ARATH Potassium channel KAT1 /potassium channel protein/potassium channel protein /K+ channel98

41

CAA56175 Solanum tuberosum K+ channel inward rectifying

21

60

AAF81250 Mesembryanthemum crystallinum putative potassium channel protein Kmt1p

89

AAF36832 Triticum aestivum AKT1-like potassium channel
NP_917226 Oryza sativa (japonica cultivar-group) Q8VYX2 Oryza sativa AAL40894 putative AKT1-like potassium channel/AKT1_ORYSA Potassium channel AKT1 (OsAKT1)/AKT1-like potassium channel68

CAI77627 Zea mays potassium uptake channel
CAA68912 Zea mays potassium channel100

54

XP_476807 Oryza sativa (japonica cultivar-group) BAC24865 putative AKT1-like potassium channel/putative AKT1-like potassium channel
73

AAF81249 Mesembryanthemum crystallinum putative potassium channel protein Mkt1p
AT2G25600 = NP_180131 SPIK; cyclic nucleotide binding/inward rectifier potassium channel/potassium channel
Q8GXE6 Arabidopsis thaliana AAD31377 CAC85283 AKT6_ARATH Potassium channel AKT6 (Shaker pollen inward rectifier K(+) channel) (Potassium channel SPIK)/putative potassium transporter/channel /shaker pollen inward rectifier K+ channel100
AT4G32500 = NP_194976 Q9SCX5 CAA22577 CAB64728 CAB79967 AKT5; cyclic nucleotide binding/inward rectifier potassium channel /AKT5_ARATH Probable potassium channel AKT5/potassium channel-protein /putative potassium channel /potassium channel-protein100

AT2G26650 = NP_180233 Q38998 AAA96810 CAA44693 AAB95299 AAP21250 AKT1 (ARABIDOPSIS K TRANSPORTER 1); cyclic nucleotide binding/inward rectifier potassium channel /AKT1_ARATH Potassium channel AKT1 /AKT1/Potassium tranporter /K+ transporter, AKT1 /At
CAA60016 Solanum tuberosum CAA65254 Lycopersicon esculentum potassium channel/potassium channel60

AAL25648 Eucalyptus camaldulensis AAL25649 inward-rectifying K+ channel/inward-rectifying K+ channel
CAG27094 Daucus carota inwardly rectifying potassium channel subunit49

BAD81034 Nicotiana tabacum potassium channel NKT128

CAA12645 Egeria densa inward potassium channel alpha subunit
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ZP_00674702 Trichodesmium erythraeum IMS101 EAO26345 Cyclic nucleotide-binding:Ion transport protein/Cyclic nucleotide-binding:Ion transport protein
XP_308045 Anopheles gambiae str. PEST CAA10110 Heliothis virescens EAA03692 Anopheles gambiae str. PEST AAQ16312 Apis mellifera ENSANGP00000006339/cyclic nucleotide and voltage-activated ion channel /ENSANGP00000006339 /hyperpolarization-activa

NP_001033947 Drosophila melanogaster NP_001033945 NP_001033946 AAD42059 EAL26463 Drosophila pseudoobscura AAX78393 Drosophila melanogaster AAX78394 AAX78395 ABC66058 ABC66059 ABC66060 CG8585-PB, isoform B/CG8585-PC, isoform C /CG8585-PD, isoform52
AAQ16311 Panulirus argus hyperpolarization-activated ion channel100

93

XP_422030 Gallus gallus PREDICTED: similar to potassium voltage-gated channel, subfamily H, member 7 isoform 1; potassium channel subunit HERG-3; ether-a-go-go related gene potassium channel 3; eag related protein 3
100

Smo_GORK_145_4
Smo_GORK_58_1100

XP_472643 Oryza sativa (japonica cultivar-group) CAD40970 OSJNBa0027P08.8/OSJNBa0027P08.8
CAC05488 Populus tremula x Populus tremuloides outward rectifying potassium channel

BAD45736 Oryza sativa (japonica cultivar-group) BAD45977 putative shaker-like potassium channel/putative shaker-like potassium channel
AAW82753 Zea mays potassium outward rectifying channel90

AT3G02850 = NP_186934 Q9M8S6 CAA11281 CAA11280 AAF26975 SKOR; cyclic nucleotide binding/outward rectifier potassium channel /SKOR_ARATH Potassium channel SKOR (Stelar K(+) outward rectifying channel)/stelar K+ outward rectifying channel /SKOR /stela
BAD81036 Nicotiana tabacum potassium channel TORK1

CAD35400 Vitis vinifera shaker-like potassium channel
CAC10514 Samanea saman outwardly rectifying potassium channel62

29

CAC17380 Arabidopsis thaliana guard cell outward rectifying K+ channel
AT5G37500 = NP_198566 Q94A76 GORK (GATED OUTWARDLY-RECTIFYING K+ CHANNEL); cyclic nucleotide binding/inward rectifier potassium channel/outward rectifier potassium channel /GORK_ARATH Potassium channel GORK (Guard cell outward rectifying K(+) channe100
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