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Figure S1. Multiple sequence alignment of K. phaffii Gsyl and its orthologues in S. cerevisiae. ScGsyl, S. cerevisiae glycogen
synthase 1 (YFRO15C); ScGsy2, S. cerevisiae glycogen synthase 2 (YLR258W); KpGsyl, K. phaffii glycogen synthase 1
(XP_002493014.1). Color code of amino acid residues: red — high consensus, blue — low consensus, black — neutral. The alignment
was generated using MultAlin software [32]. Alignment parameters: Blosum62 — 12 — 2 (symbol comparison table — gap penalty at
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1 |
HARDLOHHLLFEYATEYTHRYGGIYSYLKSKAPYTYANYGDHY TLLGPLNKATYESEYEKLDHEDESIFPEELLPIOKTLHSHREKGYHFYYGHHLIEGAPRYILFELDSYRHFLHEHKADLHSLYGIPS
HSROLOMHLLFETATEYANRYGGIYSYLKSKAPITYADYKOHYHLIGPLNKATYOHEYDILDHKKPEAFSDENRPYOHALOTHESRGYHFYYGRHLIEGAPKYILFDLDSYRGYSHEHKGDLHSLYGIPS
HGKDITHHLLFETATEVANRYGGIYSYLKSKAPYTYAEYKDRYTLIGPLHANSANYEYEELPYLDPY ———————— LKRTLDSHSGRGIRYLYGRHLIEGAPRYILFDIGSAAGYLHEHKSDLHHIAGYPT
H,rD1qHHLLFE, ATEYaNRYGGIYSYLESKAP ! TYA#YkD, YELiGPLNkaty# EV4,Ldw,dp..f..e..p.q.tL.sH, .rG! . ZvYGrHLIEGAPrYTILF #1dSwrg# 1NEHK . DLHs1vG! Ps

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 |
PEHDHETHDATLL GYYYYHFLGEYSKLDS-SHATTGHFHEML AGYALPLCRKKRIDYYTIF TTHATLLGRYLCAAGDYDF YHHLOYFDYDOEAGKRGIYHRYCIERAAAHTADVFTTYSOITALEAEHLL
PEHDFETHDAILLGYTVYAHFLGEYAHLDS-OHATYAHFHEHLAGYALPLCRKRRIDYYTIF TTHATLLGRYLCASGSFOF YHCLESYDYDHEAGRFGIYHRYCIERARAHSADVFTTYSAITAFEAEHLL
PEHDYETHDAILL GYLYAHFLGEL YHHDGHKRAIICHAHEHL ARYCLPLCRKRKIDYTTYF TTHATLLGRYLCA-GSYDF YHHLDKFDYDAEAGKRGIYHRYCIERARAHSADYFTTYSHITAYEAEHLL
PEhD .ETHDAILLGY,VaHFLGEv.hlDs, .hAI! .HFHEHLAgYaLPLCRKrrIDYwT!FTTHATLLGRYLCA, GsvDF YHnL # ., fDYD . EAGkrGIYHRYCIERAARAHsADVFTTYSqITAL.EAEHLL

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
KRKPDGILPHGLHYYKFAAYHEF QHLHALKKDKINDFYRGHFHGCFODFDLDNTYYFFIAGRYEYKHEGADHF IESLARLNYRLKYSGSKKTYYAFLINPAK THSF TYEALKSOATYKSLENTYNEYTAST
KRKPDGILPHGLHYIKFOAFHEFOHLHALKKEKIHDFYRGHFHGCFDFDLDNTLYFFIAGRYEYKHEGADHF IEALARLHYRLKYSGSKKTYYAF TYHPAKNHSF TYEALKGOAEYRALENTYHEYTTSI
KRKPDGYLPHGLHYIKFORYHEF OHLHAEKKEKINEF IRGHF YGOLDFKLHHTLYFFIAGRYEYRHKGYDFFIESLARLHHRLKASHSHHTYYAF ITHPAKTHS Y TYETLKGORVIKOLENTINDIEALY
KRKPDG ! LPHGLHY ! KFAAYHEF OHLHALKK #KIN4F ' RGHFhGef DF L #HT1YFFIAGRYEYKHKGaDnFIESLARLHYRLKwSeSkkTYYAF 1 ! HPAKEHSATYEaLKgOA, 'k LENT ! n#tas!

391 400 410 420 430 440 450 460 470 430 490 500 510 520
| |
GKRIFEHTHRYPHNGLESELPT-HLDELLKSSEKYLLKKRYLALRRPYGEL PPYYTHHHCDOANDP ILHATRHYRLFHOSSORYKYIFHPEFLHARHPTLGLDYDEFYRGCHLGYFPSYYEPHGY TPAEC
GKRIFDHAIRYPHHGLTTELPT-DLGELLKSSDKYHLKRRILALRRPEGOLPPIY THHHYDDANDL ILHKIRAYOLFHSPSORYKHIFHPEFLHANHPILGLDYDEFYRGCHLGYFPSYYEPHGY TPAEC
GKRLFEFCAHPATSSHSSHIENPDIDDLLKPSDRYLLKRRHFANKRE--GLPPIYTHHHADDSTOPILHATRHYQLFHRPEDRYK IIFHPEFLHSHHPTLSLDYDEFYRGCHLGYFPSYYEPHGY TPRAEC
GERiF #h, ,ryphngl,selpt, #1d#LLKsS#kYSLKrR, 1A%$rRp, g LPP ! ¥THHH, DDanDpTLHqIR, ¥qLFH, psDRYK , IFHPEFLHaHHPTL gL DYDEFYRGCHLGYFPSYYEPHGY TPAEC

521 530 540 550 560 570 580 530 600 610 620 630 640 650
1 1
TYHGYPSITTHYSGFGAYHEDLIETDOAKDYGIYIVDRRFKSPDESYEOLADYHEEFYNKTRRORIHORHRTERLSDLLDHKRHGLEYYKAROLGLRRAYPEOFKOLYGETISDANHHTLAGGKKFKIAR
TYHGYPSITTHYSGFGAYHEDLIETHOAKDYGIYIYDORRFKAPDESYEQLYDYHEEFYKKTRRORTHORKRTERL SDLLDHKRHGLEYYKARALALRRGYPDOFRELYGEELHDSHHORL AGGKKLKYAR
TYHGIPSITTHLSGFGCYHEDLIEN--55DYGIYIVDRRLKSYDESIDALTSYHFDFYDKTRRORIHORHRYERL SDLLDHREHGLE YYKGRSLALRRAYPDEFKHO-———~| HHEHSHPFSESHSIKITR
TYHG!PSITTHvSGFGaYHEDLIEL . qakDYGIYIVORRfKspDES! #0L .dYHe #FY .KTRRORIHORHRLERLSDLLDHKRHGLEYYKaRqLaLRRaYP #4#Fk#lvge. .n#.nn# . laggkk . K! aR

651 660 670 680 690 700 710 721
1 |
PLSYPGSPEK-YRSHSTYYHTPGOLGTLODANHADDYFHLSTHGATDHDDDDHOTSAYYEDH
PLSYPGSPROLRSNSTYYHTPGDLGTLOEYNHADDYFSLGYHPAADDDDD----GPYADDS
PLSYPGSPROKYSSSANINTPGDLGTLOENHS TDYISHRLGHDTEEDGL DV TLRGLSYAPSAEOSGDEFDA
PLSYPGSPrd, rSnStwyHTPGOLGTLO%  HnaDdyf .1, .H,a, ##ddD, ... 905, sassasses

opening — gap penalty at extension).



