
  
 

 

Mca1 1 --------MSHSWDGLGEIASVAQLTGLDAVKLIGLIVKAANTAWMHKKNCRQFAQHLKLIGNLLEQLKIS---EMKKYPETREPLEGLEDALRRSYLLVNSCRDR-SYLYLLAMGWNIV

OsMca1 1 ---------MASWENLGDVATVVQLTGLDAVRLISMIVKAASTARLHKRNCRRFAQHLKLIGGLLEQLRVS---ELKKYPETREPLEQLEDALRRAYLLVHSCQDR-SYLYLLAMGWNIV

Mca2 1 --------MANSWDQLGEIASVAQLTGIDALKLIGMIVNAANTARMHKKNCRQFAHHLKLIRNLLEQIKNS---EMNQRSEILEPLQGLDDALRRSYILVKSCQEK-SYLYLLAMGWNIV

tr¦Q654Z6¦Q654Z6_ORYSA 1 ------MESSSLWGVLGQASNVAQLVGVDALGLVSMVAQAALAARRHRDACRRLGQHAELVGGLLRELELA---ELMRREATRRPLEQLQGALRRCYALATACQEDGGYLHRLLLGARMA

tr¦Q2R001¦Q2R001_ORYSA 1 ---------MALWSGLGQAATVAQLVGADVGGLISMIMQAAMTAQQNKKECEQLARRVFTIAELLQHLQDP---DLLRRPEIRRPLTGLDDTLREAHELVLSCQDK-SAVYQLVMARRQA

tr¦Q2QZX6¦Q2QZX6_ORYSA 1 -----------MWSGLGQAATVAQLVGADVGSLISVIMQAAMTARQNK-ECEQLARRVFMIAELLPHLQDP---EVMRRPEVRRPLAGLDDALREAHELVASCQGR-AAAYRLVMAWRQA

tr¦Q2QZY3¦Q2QZY3_ORYSA 1 ---------MALWGGLGQAATVAQLVGADIGGLITMIMQAAMTAQQNKKECEQLARRVFTIAELLQHLQDP---EVLRRPEIRRPLTGLDDTLREAHELVLSCQDK-SAVYRLVMAGRQA

tr¦Q2QQC1¦Q2QQC1_ORYSA 1 ---------MALWSGLGQAATVAQLVGADVGSLISMIVQAAVTAQHNKKECEQLARRAFMIAELLPHLRDP---EVVCLPEIRRPLVGLDDTLREAHELVMSCQEK-SVMHRLVMAGRQA

tr¦Q2QZY4¦Q2QZY4_ORYSA 1 KEQNPDLSAIALWDVTGHAATVAQLVGADVGGLISMIMQAAMTAQQNKKECEQLARRVFTIAELLQHLQDP---EVLRRPEIRRPLTGLDDTLREAHELVLSCQDK-SAVYRLVMAGRQA

tr¦Q5VMJ7¦Q5VMJ7_ORYSA 1 ---------MAVWGGLGQAATVAQLVGADVGGLISSIIQAAATARQNKRECDQLARRVVMIADLLPHLQDP---EVMRRPEVRRPLAELGDTLREAHELVASCQGR-SAAYRFVMAGRLA

tr¦Q5Z661¦Q5Z661_ORYSA 1 ------MASG-LWGALGQASSVAQLVGVD--------------------ACRRLGQHVDLVGGLLRELELA---ELMRREATRRPLERLQGALRRCYALVRACQDDCGYLHRLLLGARMA

tr¦Q2QZT9¦Q2QZT9_ORYSA 1 ------MAS----EAVSMAANIAQLTGVDALGLITMIVEAAKAARRNKRTCLELARLVEQVGDLLRALQEQPGVTVMERPETSAPLRELQETLRRAHELVESCRRRGSYPRRLFAGKEQG

tr¦Q6ZB70¦Q6ZB70_ORYSA 1 ------MAAAVLN-ALAPAATVAQLAGADAAGLVSAILQAVRAARRNRRECRLLARRAMMVGDLLRLLPPES--ETMRRPEVRRALDGLGGALRQALELVESCQESGAVRGLMTAG-RQA

Mca1 109 YQFRKHQDEIDRFLKIIPLITLVDNARIRERFEYIDRDQR-

OsMca1 108 YQFRKAQNEIDNYLRLVPLITLVDNARVRERMEYIERDQC-

Mca2 109 NQFEKAQNEIDLFLKIVPLINMADNARIRERLEAIERDQR-

tr¦Q654Z6¦Q654Z6_ORYSA 112 DELRAAQHEIDMYIRLIPLIALVDSSSN-HRDK-------- Receptor protein kinase-like - Oryza sativa (japonica cultivar-group)

tr¦Q2R001¦Q2R001_ORYSA 108 DRFRDVQSRIDSYLLLVPVISLLDITRRLDRIYNILLPTN- Serine/threonine protein kinase - Oryza sativa (japonica cultivar-group)

tr¦Q2QZX6¦Q2QZX6_ORYSA 105 ERFREVQSKIDSYLLVFPFISHIDITRRLDRIYRVLLPNDT Protein kinase domain, putative - Oryza sativa (japonica cultivar-group)

tr¦Q2QZY3¦Q2QZY3_ORYSA 108 EKFRDVQSRIDSYLLLFPVISHMDITRRLDRIYNILLPND- Serine/threonine protein kinase - Oryza sativa (japonica cultivar-group)

tr¦Q2QQC1¦Q2QQC1_ORYSA 108 ERFREVQSRIDSYLLVFPFISHIDITRRLDRIYRVLLPNDH Protein kinase domain, putative - Oryza sativa (japonica cultivar-group)

tr¦Q2QZY4¦Q2QZY4_ORYSA 117 ERFRDVQSRIDSYLLVFPFISHIDITRRLDRIYNILLPTN- Serine/threonine protein kinase - Oryza sativa (japonica cultivar-group)

tr¦Q5VMJ7¦Q5VMJ7_ORYSA 108 DRFRDVQSKIDSYLIVFPFIAHIDITRRLDQIYRILAPNDT Cytokinin-regulated kinase-like - Oryza sativa (japonica cultivar-group)

tr¦Q5Z661¦Q5Z661_ORYSA 91 DELRAAQHEIDMYIRLIPLISLVDSSNNNRRVT-------- Receptor protein kinase-like - Oryza sativa (japonica cultivar-group)

tr¦Q2QZT9¦Q2QZT9_ORYSA 111 ESLREVQSKISIYLQLFPIICHIDGTRLLVRVI-------- Protein kinase domain, putative - Oryza sativa (japonica cultivar-group)

tr¦Q6ZB70¦Q6ZB70_ORYSA 111 EQFREVQGEINDYMLLFPVVSHIDITRRLDLIYGLLLPADS Receptor-like kinase CHRK1-like - Oryza sativa (japonica cultivar-group)

 


