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SNRK2.1       -----MAAASTTNPDPLASEGTFHKIKDLGSGSFGHVALYSR-LGHDEP---VAVKCLPVR--VVDYNMVKREVRSHCSLNHPHVILFKRLGLTPDKRYLFMVMEYADCG  
SAC3/SNRK2.2  MAAANQKPGPAGRPEPLIGHPRYEKIKDLNSGTFGFVQLARD-KLTGET---WAVKFIERGDKITKY--VEREIINHRCLVHPHIVQFREVFLTP--THLCIVMEFAPGG  
SNRK2.3       ----MASAPSAPPNNPLSGQSGYQFVKALGTGAFGSVLLYRRQLTEGGPIEEVAVKVISRE-ECSDFNLVSREVHSHRILVHPHVIRFKRLGLTPDKRFLYMVMEYADRG  
SNRK2.4       -----MDNLSLQVVDPLLGNAQYCKVKDLGIGSFGSVALYTRNEGRGEP-SLCAVKFMNRSGPGVDINLIQREIQSHRVLRHPHVIRFKQLGLTP--THIFMCMEFADQG  
SNRK2.5       -------------------MERFQVIQSLGSGSFGTVRLVKD-VAAEKL---LAMKVLNRRD-ASKY--VEAEIVNHSLLRHPHIVHFREVFLTD--EHLCIVMEYANGG  
SNRK2.6       ---------MAAEPDPMRETGRYERVQSLGKGAFGFVQLGRN-LQNGEL---AAIKFLKRGD-VNKY--VESEILNHSVLRHPHVIQFKEVFLTS--EYIAIAMEYATGG  
SNRK2.7       --------MNAAAPDPLKGHGRYAKVQPLSSGSFGFVHLCKN-LQTGEL---VAIKFLERGERVNKY--VETEVLNHRMLRHPHVIEFKEVFLTP--EYICICMEYASGG  
SNRK2.8       -------------------MDKFEPVADLGSGNFGVAKLMRD-RASGQL---VAIKFIERGERVDRN--VEREICNHRMLNHPNIVAFMEVFLTP—SHLGIVMEYAAGG 
  
 
SNRK2.1       DLFKYVQQHGRLPEADARWFFQQIILGLDYCHRRGVVNRDLKLENLLLRSAAEVPPPPGQ--LEQPRNLHIKVADFGLCK-ASVNSLPKSRVGTLYYLAPEVLRASADRP  
SAC3/SNRK2.2  DMFEYVVRKNGLREDEARWFFQQLIVGLDYCHRMGVVNRDIKLENTLLD---------------SSPRPLVKICDFGYSKHEKFQSAPGSRVGTPAYLAPEVILTTKGKT  
SNRK2.3       DLLDYLRRRGRFREHEARWFFQQLVFGLDYCHQRGVVNRDLKPENLLLKRTPDARQELTQGDLEHPFNLHLKIADFGLSK-EGMHSQPKSRVGTVTYMAPEVLRAGPSRR  
SNRK2.4       DLLGFLRRKGPLPEADSRWLFQQIIFGLDYCHLKGVVNRDLKPENLLLK-----LTPEASKRHSNTFNLHIKIADFGLSK-RAAHSLPKTRVGTINYMAPEVLLAGPAQR  
SNRK2.5       SLFSMVRQQRRLKESMARWFFQQLILAVDYCHKRGVANRDIKLENLLLH------------LEEGLPHPLLKMCDFGYSK-ADFRSAAKSQVGTLSYMAPEVMKSCG-AY  
SNRK2.6       SLFHYVQKQTRLKEAVARWFFQQLIIGVDYCHKRGVANRDIKLENTLLQ------------KVNGLPLPLLKICDFGYSK-ADFKSAAKSKVG-----------------  
SNRK2.7       NLFGYVQRAVRLKEPAARWFFQQLCIGLDYCHRRGVVNRDIKLENTLLT------------MVPGLPLPLLKICDFGYSK-AHFMSAPKSKVGTLAYMAPEVIRAT--DQ  
SNRK2.8       ELFERIVRAGRFSEDEARYFFQQLISGVDYCHASGVCHRDLKLENTLLD---------------GNPAPRLKICDFGYSK-SAFDSQPKSTVGTPAYIAPEVLQR---KE 
  
 
SNRK2.1       YDAKLSDIWSVGVILYVLLFKAYPFGVI---SDRDNKAQRDAILRRIANAEWQLPAHPVIGEACRDLLSRILVSDPAKRITMEGIMSHSWFREDLPEGALEFNEGLVEEQ  
SAC3/SNRK2.2  YDGKIADIWSCGVMLYVMLVGAYPFERP---EDKHDNQKLQKMIQRILHVDYHIPPHVRASEDCKDLLAKILVADPHKRITVDGIYNHKWYLKGLPPGVREMNDRVQ---  
SNRK2.3       YDGNKADIWSAGIVLYVMLFARAPFDDP---LATTDKARRDATMQQILRGEWNVPASVPVAPECLDLLRGILSPDPNTRFTLAQIMSHPWFSVGLPPAALTMNTVLVRQQ  
SNRK2.4       YDGAKADIWSAGVVLYAMLFSRVPFE-----------------IQRILDGAWAVPPGMTVSPQVLHLLTQMLQPDPARRIPMSAIMEHPWFRAGLPPAALTMNTALVRQQ  
SNRK2.5       YDAKIADVWSCGVVLYVMLYGIYPFDNQGEDAGLSEAQKVRKMLERMENEAYALNPQVPVTEECIDMLRGLLKPAPESRFTIDKIMEHPWFNKKLPPQAREMNVYYLN--  
SNRK2.6       ----VADIWSCGVMLYVMFYGRYPFETP-AGSAMPKATEILAMLD---NMRYELSPHVEISDQGKDLLRKMLLPDPKQRITLEAVMTHPWFTTNLPPEAATMNDSYLR--  
SNRK2.7       YAGQAADIWSCGVMLYVMLFGAYPFESP-QSRHQQGKARMDSMMQRILRMEWSIPADVEVSPECRDLLCKLLVGDPRHRLTMAQIQQHPWFLTNLPPDALAMNDNFLAHT  
SNRK2.8       YNGQPADVWSCGVTLYVMLVGAYPFEDP---ADPRN---FRKTIQRIMNVKYSFPPQLAISAECADLIGRIFVANPAQRIAIADIRRHPWFLKNLPAELADPNN-FSRSP  
 
 
SNRK2.1       AADPPRCEQSM~~EEIDAILSAAEDPLHGGGLGAGLAGGGGAAGGGTAAGVMAMIGSSGIDDEIDELHAEHPSQFGMND--------------    
SAC3/SNRK2.2  ---PPP-EGLQSVEEIKRLIEEARHVG-VGAPGYVNPV---------------ETDEY-IDDAMDNMYDEGSLDYND----------------    
SNRK2.3       TAQPPPYE--QSVEDVNTVLEEATQ—-RPGHGQGGGLGGSEITDSGFMTMIADEMEEENRRHNAPYMVDPYPGQGQPGAGRP-GQP-AAPQQR  
SNRK2.4       AQQAA-------------------------------AGTATSGEQGG----------------------------------------------   
SNRK2.5       --LPVPPEYQR-PEQIKSLLEEARA---VGGR-------------------------------------------------------------    
SNRK2.6       AGFPAGHQVGQSPEDIKRIIEEAKGHRHT----------------------------------------------------------------    
SNRK2.7       DYTGV-----QSEEDIKKVLASAAIPAPMSKYAFAT-GGDDENY---------EDLDAAIDDEMGHAGAGCKPAAA---GRPAGNGGAAPG-R  
SNRK2.8       E-------PHQSLDEIRALIRAARTLGDTGPKPGGGPGGGGGHLPLEFN----------EDDYMDA—-DELA---------------------                       
 

Supplemental Figure 3. Alignment of SNRK2 protein family in Chlamydomonas. The predicted SNRK2 
proteins were aligned with BioEdit 7.0.5.3 software. The black and grey boxes indicate identical and similar 
amino acids, respectively. The extra loop segment present in SNRK2.1, SNRK2.3 and SNRK2.4 (dotted 
line), the conserved NLH motif (***), the putative phosphorylation sites present in this extra segment (red 
letters) and the conserved phosphorylated Ser (#) are noted. The sequences of SNRK2.4, 5, 6 and 8 may be 
incomplete or partially incorrect since the transcript sequences have not been confirmed and the genomic 
sequence information is not complete.  
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