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MAGAPRGLVLLGVCAVLM

GEAASVVGTAKCADCTRKNMKAEDAFKNLQVAIKCKNEINGEYESKAWGKLD

OsPRP1.1 A VESYG
[e1 231 3B BIMAGAPRGLVLLGVCAVLMEMAAVEIGEAASVVIGTAKCADCTRKNMKAEDAFKNLOQVAIKCKN[ENGE YESKAR\GK LD,
[e15 30 -3 IIMAGAPRGLVLLGVCAVLMERYAV[EGEAASVVGTAKCADCTRKNMKAEDAFKNLQVAIKCKNIENGE YESKANGK LD
(o232 508 BIMAGAPRGLVLLGVCAVLMEWYAVIEGEAASVVIGTAKCADCTRKNMKAEDAFKNLOQVAIKCKN[ENGE YESKANGKLD
B(.J 99 10? 119 12? 139 14(_) 15?
(o153 5 NS MG GEF SP LDEAD LEIS SDCHAQLHEBARINEPCPGQEPSKIVPHISEGTFERENUAGITEIYRISALCASTICGP IKKKIID,
(o133 -5 - I GRIGEE S\UP LDWD LEIS SD CHMAQLHEANWNEP CPGQEPSKIVPIMSEGTFANIAGIMTH Y)YSALCASIITICGP IKKKIID,
[o153:3:0-5 BRI GINGEYE S\P LDE\D LpJS SD CHMAQLHANNEPCPGQEPSKIVPUISEGTFNIAGIM TR Y)YSALCASIITICGP IKKKIID,
(o135 3 B0 BN G G\YF SHIP LDEYD LisIS SDC\YAQLH[GAWNEPCPGQEPSKIVPUSEGTFIENYA GO TR YIYSALCASEITICGP IKKKI ID
160 170 180 190 200 210 220
(o130 SRS N HF HKKPVP PKPEIPKPEPPKPKPEPEHPRILDHMHKKEKEIFFDHFHKKP VPSP KHEP KPP KPOQPAPEYHNP S P,
(o123 0 S B HF HKKPVP PKPBPKPEPPKPKPEPEHPMLDHIHKKEKBFFDHF HKKP VP23 @iP KMEPKP[MPKPOPAPEYHNP S P,
(o153 0 I HF HKKPVP PKPPIPKPEPPKPKPEPEHPILDHMHKKEKBIFFDHF HKKP VP @aiP KIJEP KPPIPKPQPAPEYHNP S P,
(ol 23 1 SR B HFHKKPVP PKPRIPKPEPPKPKPEPEHPILDHMHKKEKEIFFDHF HKKP VPERSRIP KIYEP KPRIPKPOPAPEYHNP S P,
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Figure S2. Protein sequence analysis. (a) Protein sequence homology comparison. (b) Protein
domain prediction.



