AtTRM4C  LDAHCSGTGIISKDESVEIT---—---—----—---—- KTMDEIKKFAHLQKQLLLAAIDMVDANSKIGGTIVYS INVTIEN
AtTRM4D  LDARCKSGTGVISKDESVKIS-—-———---—----—-——-——- KSADDIKKFAHLQKQLILGAIDLVDANSKIGGYIVYSTICEVNIPEV

AITRM4E ~---RELEDMLELTKLQDELLDSASKLVEH----GGVLVYSTCEIDPEEN
AtTRM4aH --SEDN-NMNYDSMRELHKLAVFQKKALAHALSFPEVERVVYS IYQIEN
PagTRM4C-a ----KSSEDIEQCAHLQEQLLLAAIDMVDANSKSGGYIVYSTICEIMVAEN
PagTRM4C-b LD AHCEGTGVISKDESVEKIS-——-———--—---———-——~- KSSEDIEQCAHLOQKQLLLAAIDMVDANSKSGGYIVYS IMVAEN
PagTRM4E-a LD AJCSGLGVL SKRADLRYN---—=-—-=--——————~ RRLEDLEELKKLQEELLDAASILVEP----GGVLVYSTCEIDPEEN
PagTRM4Eb LD AFCSGLGVL SKRADLRYN-—---------——-——~ RRLEDLEELKELQEELLDAASILVKP--—-GGVLVYSTICEIDPEEN
PagTRM4H-a LDF JCEGSGTAAQRLDHLLP SR-—=-=-===—-—-~- ITD----FVDIERLNEKLAAFQKKALAHALSFPAVERIVYSTCEVNQIEN
PagTRM4H-b --TTD----FVDIERLNELAAFQKKALAHALSFPAVERIVYSTICEINQIEN
OsNSUN4 ~KGIEDIRDCAFVQEQLLLAATIDLVDANSKTGGYIVYSTICELMIPEN
OsNSUNS --KGIEDIRDCAFVQEQLLLAATDLVDANSKTGGYIVYSTICELMIPEN
OsNSUN7  [LDPYCKEGSGISTERLDHLLPSH-—-=-=-=-==-==-—-- SRGNQDDASTSSRIRKELSAFQREKALSHALSFPSVERVVYSTICEIHQAEN
OsNSUNE  LDAHCEGLGVLSKRADLRYN---=---—---———-—— RQFEDLEELMCLQDELLDSASMLVKP----GGILVYSTICEIDPEEN
AtTRM4A  CDVHCEGDGTLREAPDIVRRWNSGSGNGLHSLQVVLAMRGLSLLEVGGRMVYS

AtTRM4B PICEGDGTLREAPDIWRKWNSGMGNGLHSLQIILAMRGLSLLEVGGEKMIYS

PagTRM4B-a CEGDGTLREAPDMWREKWNPGMGNGLHSLQIQIAMRGLSLLEVGGRMVYS

PagTRM4B-b GDGTLRKAPDMWRKWNPGMGNGLHSLQIQIAMREGLSLLKVGGRMVYS

OsNsuN1  CDVRCEGDGTIRKGHDMWRKWNSGMGNGLHLLQVDISNMRGIALLEVGGRMVYS
OsNSUN2 CDVP

AtTRMAF - LDARCSALGLRPRLFAGLET------- VV5LR----NHGW--—------""--"---—— TQREMLDQAVQLVRVGG---ILVYS
AtTRM4G  WDARCITHDGSIKHIQKFEQWG------ WETLERRVLDABRTDTNLE - ————=——=c———=x ALQLNLLENGFRLLEEAG---TLVYS
AtTRM4H  LDPJCSGSGTITDRLDHLLPS------ HSEDHNNMNYDSMELHEKLAV-----------—---- FQKEALAHALSFPEVER----WVY3
PagTRM4F-a LDARCEALGLRPRLFIGEVI------- IDSLE----KHAT------ --TQREMFDQAVELVREPGG---VIVYS
PagTRM4F-b LD AHCSALGLRPRLFIGENPRIGGPGLVGSFESANGRTIEE- --¥LRPGEEEFVQRFDPSSSLDTIGFF
PagTRM4G-a VD ARC[THDG SIRHIQKFEHWG-—----- WETLNGR¥LNAERSD-NLT-———---————————= ALQLELLINGFRLLEVGG---SLVYS
PagTRM4G-b WD AHCITHDGSIRHIQEFEHWG—-—---~ WETLHNGRVLNAERSD-NLTTLQVTDLLFHYLRHFLLQLELLINGFRLLRVGG---5SLVYS
OsNSUN3  VDABCTHDGSIKHIQKFEFWG------ WKILDRRVLDAERTDDLLH--------—---—---- LQLELLTNGFKLLETGG---5LVYS3
OsNsUNé  LDAHCSALGLRPRLFAGEET------- L G e L . o e b TQREMFDQAVELVHPGG---VIVYS

Fig. $3. Amino acid sequence alignment of TRM4 homologs. Related to Figure
2. Amino acid sequences were aligned using MEGA. The red boxes indicate

methyltransferase activity sites respectively.



