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Supplemental Figure 1: Multiple sequence alignment of the MCA1-C domain, after the last two PPR repeats of MCA 1. The repeats are indicated by brackets.
Note perfect conservation of the length of the MCA1-C domain
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Chlre5 RDFAFCGLIAAHSLAGNWEGAMRVRARMRR~AGVQPSVHVYNALLAACERAGQPDRALELLGAMRREGVEPNTLTANLLQLVGRQGVRSVESQQQLAASVSAALAAYGALLMQTGLFE
Volca

RDFAFCGLIAAHSLAGDWEGAMRVRTRMRR~AGVQPSADVYNALLAACERAGQPDKALELLGAMRRDGVEPNALTGQLLSLVGRQGVRSVEGQQVAAAALSAAVAAYGTLLMOTGLE
ChlspNC64A RDYAYCGLIAAHSFKGDWRAALRVRDRMAA~AGLAPSVHVYNALIAACDRAHQYERAMEVARDMGRAGVPTNSVTQSLLDGVCKEGVRAVESQQAAAAALSAAVAAAGTLMIRAGIF
CocsuCl169 RDYAYCGLIAAFSMKGDWKGALRVROMMRQ~RRVPLTVHVYNALMAACERAQQWEKGMELQRSMVREGVEPNQVTKQLLAAVGKGGTAAIGDQQVAAAALSAAVAAAGSLITIRAGAF
MicpuCCMP1545 DDYTEFVGLMLAPAARGELAVCHEIMLRMSD~LGVLPSVHVYNQLIRAADVSSRYETAIELYQKMISEGIEPNATTKDMVQCVGQKGVEFYEDQQLATNFASLVAGLVGMAGIMAGRW
MicpuRCC299 DDYTEFVGLMLSPASCGNLDACLDIKEQMHA~HGVVPSVHVYNELIRAADVARRYETAVEIFQEMVKKGIEPNSTTRELVQEIGKKGVEYYEDQQTAANFASFVAGLVGVAGMMAGRW
Ostlu DDYTFVGLMLGPASEGNFRECSKIATEMKELYDVEHTVHTYNTLIQAADIAGNYDKAVEVYDELLOQRGIEPNNTTRELVVAVSKRGANFYDRQOKTAAVASYAAGLVGVMGMALGRW
OstspRCC809 DDYTEFVGLMLGPALDGNFRECARIATEMKEEYGVEHTVHTYNALIQAADIAGNYDKAVEVYDELLRRGVEPNNTTRELVVAVGKRGANYYDRQOKTAAVASYAAGLVGVMGMALGRW
Ostta DDYSFVGLMLGPASQGNIRECEKIAKEMKEDYGLAHTVHTYNTLIQAADIAGNYDKAMVTYEELLRSGVEPNNTTKELVIAVGKRGASFYDATQKTAAVASYAAGLVGVMGMALGRW



Supplemental Figure 2: Alignment of the SmR and SmR-like domains of PPR-SmR and PPR-cyclin proteins (titles in dark and light green for Chlorophyta and
for Arabidopsis, respectively), along with representative SmR domains from subfamilies 1 (titles in black), 2 (titles in blue) and 3 (titles in purple). The residues
mentioned in the text are marked by arrows. Species names are abbreviated as such: Sacce: Saccharomyces cerevisiae; Drome: Drosophila melanogaster;
Caeel: Caenorhabditis elegans; Homsa: Homo sapiens: Nesgo: Neisseria gonorrhoeae; Escco: Escherichia coli; Bacsu: Bacillus subtilis; Theth: Thermus

thermophilus;

Deira: Deinococcus radiodurans; Aquae: Aquifex aeolicus
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CUE2_Sacce IDLHGLYVKEALFILOQKRIKFAIDHN-—----—-————-—————————— EPQLNVIVGKGLH----SQNGIAKLKPSIEEFCAKHGIRNHLE-KGNSGVLVLELQ---—-—----—
¥Ypll99 Sacce LDFHGFLPSEAVSTLKLALNKWWSKEVAERELNSHNINSYGSKVQFVSPLIVVTGRGIH----SIGGISKVRLQVKSFLEKNHYIFWEE-SSYFRIEGKK---—-—-----—-
CG7139 Drome LDLHYLHTVEAISCLDLFLDRHIT-VLRNTT------———---— RVYKHVFIITGRGLH----SANGVSTIKNRVKARL-GERR-LRWQ-EVNPGLLRVKV--——----——
SmR_Caeel LDLHYMSVDGAVKLVKEAIEAVKY-HLKAAR-—--—-=-————---— NLDRRITVVTGSGNN----SKCG-AKIKPQVLAML-QHND-YNYE-LVNDGCIR------=-——=—--—
NBD2_Homsa LDLHGLHVDEALEHLMRVLEKKTE-EFKQNG----=-=——=—---— GK-PYLSVITGRGNH----SQGGVARIKPAVIKYL-ISHS-FRFS-EIKPGCLKVMLK------—--
MicpuRCC299 PPR17 IDVHGLSVPETRAAVLSVLOALRERRKLGLAV-----—-—--——--- HGNLVIVTGVGKR----- SPSEPPLRDAVVKLAGDLKLSVDVA-DDNPGRLVAREATLLAWLDRD
OstspRCC809_PPR17 LDLREHTAAEARVAVLOLLOTLRDRRAAGLAP-------—------- PGDVRVETGRGK---——=-=-—-—-——-— IRNQIQKLARDVSLILSIA-EDDESAVVITPTAIDHWLAKP
CocsuCl169_ PPR29 VDLHGLTSVEARAAVLCVLSSVQH-RAAAGA--—-——————-——— SLTSNLVFITGVGRH----SDPEVGPVLHEAIHKLLNDELKLATN-VPRPRRROQPAQSSQQLDY--~-
ChlspNC64A PPR29 VDLHGMSVLEARAAVLCILAMLQQQYRDSGT----——=—==-==——— IAHDVTIITGRGRG----SEGGEPVVRNEVARLLEALFLALPAP-APGDNAGRIVIPQQOLLCEAMA
ChlspNC64A PPR37 LDLHFLSVVGARIVLRGWLLHLKRRALRGEQ-—---=--———-— LDPGFKFRIVTGWGRN----SANNVPRLKPEVGRMLOQOEMGPALAL-LEPASNLGVYHVEQRSMYDWL
ChlspNC64A PPR38 LDLHGYSAWTAQLAVLATLDKLLOQQHSQQGGRIG-~-—-——==-==— DHLSRFDIITGRGNR----SEQRHKSVLRELVLEMLQHLVPVSFA-RANDGLLVLHAKNLRRLFDAM
ChlspNC64A PPR16 LDLHGSSQAAARMVLLRRLETLVMQAPEVIA----EVGRMEQRWLOEQARLOOLRERRHA---TROQLORQLOREAGELLSGVEGSPGSG-SDGNTG-GSDSRSSDGGGGEA
CocsuCl169_ PPR16 LNLHGLSQSAARIALVQRLDYLTFAHIQHTLP-----—-———--—-—-——-— KVNHRRKREERHG---DFGGYSKQARDGERRQGRASSSQGSP-DEEASGIAVODLEIVVGQGKR
At _GUN1 PPR-SmR LDLHGMHLSSSYLILLOWMDETRLRFSEEKC------———--—— VIPAEIVVVSGSGKH---SNVRGESPVKALVKKIMVRTGSPMRID-RKNVGSFIAKGKTVKEWLCK-
OstspRCC809_ PPR24 APLDVRAAGKGTRALVSNIGS-KREIPVDIR-------——-——--— DLPETIQVVTGWGKH---STVYGHSPVKERTIATLSRLDSPFEVP-PHNIGCVVANRGAVRTWLVRD
Ostta_ PPR24 APLDVRAAGKGTRALVSGLTAGKKSIPVDIR--—-—-----—-——--— DLPEEIQVVTGWGKH---STVYGHSPVKERAVATLSRLNSPFEVP-SHNIGCLVADRGAVRAWLVRD
At_PPR-SmR7 INLHVMSEGTAVIALSRTLAWFRKOMLVSG--———==-==-—=——-— DCPSRIDIVTGWGRR---SRVTGTSMVRQAVEELLNIFNFPFFTE-NGNSGCFVGSGEPLKNWLLES
At PPR-SmR6 INLHVMSEGTAVTALSRTLAWFRKOMLASG--———=====——-— TCPSRIDIVTGWGRR---SRVTGTSMVRQAVEELLNIFGSPFFTE-SGNSGCFVGSGEPLNRWLLQS
At_PPR-SmR5 LDVRNLSVGAALIAVVHTLHRFRKRMLYYG-——-=-=———————— VVPRRIKLVTG-———======——— PTLKIVIAQMLSSVESPF----EVSKVVLRAPGELVMEWEFKKP
At_PPR-SmR4 LDVRSLSVGAAETALEEWMRTLAN-IIKRQE------—-——---— ELPELFLAQTGTGTH----- RES-QGLANSFALHLQQLSAPFRQS--DRPGIFVATKEDLVSWLESK
At_SVR7 LHLKSLSLGAALTALHVWMNDLSEAALESGE-—-----—-———---— EFPPLLGINTGHGKH----- KYSDKGLAAVFESHLKELNAPFHEA-PDKVGWEFLTTSVAAKAWLESR
At pTAC2 VDVHRMSEGGMYTALSVWLNDINDMLLKGDLP---—--——--—-— QLAVVVSVRGQLEKSS---AARESPIAKAAFSFLODHVSSSFSFT-GWNGGRIMCQRSQLKQLLSTK
CocsuCl169_PPR3 LCLHTLTAGVAALSLYTWLSDLRQKVATEGA-——--—-—-=-———-— DALPTRIAIVTGKGRGKD---DDGASAAREAGSGEG-———==-—==————-————— TGRLEATGKEVADW
ChlspNC64A PPR3 LNLHSTTPGVALLSLHCWLHDLLAKLQAEGP-——---—-—-———-— EALPDKICIIAGKGKSKD----APHSIIKETVGALLRSLRSPFEEA-PDS-TPHVGRLEAAGKLVAEW
Chlre5 PPR3 VHLGAVASGSSVAAFFCFLAEQRDRAIESGP--—---—--—---— GALPPRVVLRFARSRGGR--DAG--PLLLDALQAWLAARGAPFKLM-QDFGPVPAQRLEAAGPDLAAW
Volca_PPR3 LHLAALATGSAVVAFMTFMGEQRARAIELGPE------—-——-— AALPLRVILRFSRARGGR--DAAGALPLREVLHNWLQTRGSPFRLV-QDGGTAAAQRLEAAGPDLASW
ChlspNC64A PPR31 LDLRARHAGTGMLRMHRWLLDLRASIGNSGA----ACVLDEAKRVCVISSSPPGARGGGAADRHAELAAGLKDSLGASLMLHGAPFRVTHEDG---RAQRMESSTFMLKKW
Chlre5 PPR4 VNLHAMTAGVAMVCLYCWLLEIKRIAAEKGL-----———---= AGLPQTLAIVTDMGKASR--EQGN-CIVKEAVAAMMSFWDAPFRLV-QDG--AYASVLEATSAQVVEW
Volca_PPR4 VNLHAMTAGVAMVCLYCWLLELRRIAIEKGP-----—-——----— QHLPAALAIVTDMGKASR--EQGN-CIVKEAVAAMMSFWDAPFRLV-QDG--VYASVLEAGGMQVADW
ChlspNC64A PPR4 VNLHAMTAGVAMLSLYAWLVSLRALLASHGP-----———----- AAMPARLGVVTDRGKGAK--EQGN-LVVKEAVQAAMALWGAPFRPV-VDG--GYSGMLEAAGPDACDW
CocsuCl169_PPR4 FPLALLLSRVAMLSLYCWLLGIKRRLLGAGR----————=-=--— GCLPLQLAIVTDKGKGAK--EQGN-LVVKEAGVRADGTADAAAAAAVLDDYDSSKEMAVEMRCHDAFT
Volca_PPR6 YSTVAFTSGAAVVIVVRWVSELKNKLLKDGP---—--—--—-— GFFRDKVVEFTLHKSKQNR--SEQPSARIFESVSLLLAGNASPFTMH-LED---QTITLEAAAAPLTVW
Chlre5 PPR6 YSTVAFTSGAAVVIVVRWVSELKNKLLKDGA---——-———-——-— GFFRDKVVEFTLHKSKQNR--SEQPSARIFEAVSLLLAGNASPFAMH-LFD---QTITLEAASPQLTAW
ChlspNC64A PPR6 FGMHAFTVGSAVLSLLRWVAELRERLPREPN----—-———----— KDLKQQVCLVLNKGKPSR---EHTYPATIRAALLSLLRAWRSPFGLA-DVQQGCRIQATACDITDWLHT
Ydal Nesgo VDLHGYTQEEAQKVLNEFIA-—---—-- FTQKR--———————=——— GVCGEIIHGSGLGSK----- GYKPVLKNMTRNWLM-QHPDVLAYV-EPREGNDGCVRILLK------
Ydall_Caeel YDLHGMTTNGAVRFVLGIVE--—---—--— NMQF--—==-====——-~ YGKIKLETGRGNHSK----- DNIPVIKNKLLRTFN-CRSR-CKIF-EDKLN-PGVLILSL-------
Ydal Escco LNLLRQPVEECRKMVESFIQ-----—--— QALA-----—————-—--=- DGLRNVLIIHGKGRD----- DKSHANIVRSYVARW-LTEF-DDVQ-AYCTALPHHGGSGACYVALR-
Ydal2_ Caeel FDLHGMTPQGAVDEFVAQIVE---——--— GRRP--———===—————— GYIKLETGRGNHSK----- DNIPAIQNRLLODFG-NLSG-FQIA-ID----———-—-———————-—-—-——
MutS2_ Bacsu LDLRGERYENALSRVEKYLD-----—--— DAVL---—-—--—------ AGYPRVSIIHGKG------ TGALRKGVQDLLKNHR-SVKS-SRFG-EAGEGGSGVIVVELK------
MutS2_Theth VDLRGLTVAEALLEVDQALE-—---—-— EARA----————=—---= LGLSTLRLLHGKG------ TGALRQAIREALRRDK-RVES-FADA-PPGEGGHGVTIVVALR---—---
MutS2 Deira LOLRGLSVEAAVEELRAAIA--—--—— EARA----————=—---= LKETPLRVVHGKG------ MGVLRRTLRDYLKTDK-NVES-FHDA-EANQGGHGVTIVNVK------
MutS2_Aquae LNLIGKDVETAVRELEKFIE------- EAYS------—-——---- AGYKVVKVIHGIG------ SGKLKSAVREALSKNE-KVKF-FRDA-YPKEGGSGVIVVYLE------
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Supplemental Figure 3: alignment of Methyl-transferase 4 domains in Trm8, TrmB and PPR-MT4 proteins.

Residues deemed important for binding the AdoMet substrate are indicated by red arrowheads, and for catalysis by blue arrowheads;
aromatic residues which in the Bacillus enzyme stack with the guanine ring are indicated by green arrowheads; the basic region believed to
bind the D-arm of the tRNA is [} g oitaataL.

Color code in sequence names is as follows: cyan for Amoebozoa (Enthi: Entamoeba histolytica; Dicdi: Dictyostelium discoideum; Plopa:
Polysphondylium pallidum); black for secondary endosymbionts (Guith: Guillardia theta; Cryne: Cryptococcus neoformans; Perma: Perkinsus
marinus; Phatr: Phaeodactylum tricornutum; Thaoc: Thalassiosira oceanica); for Opisthokonts (Caeel: Caenorhabditis elegans; Sacce:
Saccharomyces cerevisiae); pink for Viridiplantae (Arath: Arabidopsis thaliana; Phypa: Physcomitrella patens; Chlvu: Chlorella variabilis;
MicpuRCC299: Micromonas sp. RCC299; Ostta: Ostreococcus tauri; Batpr: Bathycoccus prasinos; Volca: Volvox carteri, Cocsu: Coccomyxa
subellipsoidea C-169); dark green for bacteria other than Chlamydiae; blue for Chlamydiae; the Archaeal sequence used as an outgroup is
highlighted (Thesp: Thermococcus sp. 4557)



Enthi Trm8 = -----------o GIKPFHRVHAHRNPLADSPSTNPITPQSLDWKLYFPN-—---——=-———==———— GKPA---EMLDIGCGWGGLVREVG-MIQEKN------——~ VLGMEIRDPAVQYGLEKIQAAREKN

Dicdi Trm8 = —---------oo AIKPYHRIKAHANPASDYNFYYPTGPESYDWTKNYPQOAMN-—--—-—-==--—- EKKV---EIADVGCGYGGLLISLSSLFPERL---—-—--—-— SVGMELRDKVVQYVEERIDKLREKH
Plopa Trm8 = —----------- PIKPYHRIKAHANPQSDSNFDYPVSPSCYDWSKHYNKTLSEQP-----—--—-— EKRV---TIADVGCGYGGLLVGLASTFPDRL---——--—— ALGLEIRDKVVQYVEDRIEKLRKDN
Guith Trm8 = —---------oo VKKRKFRSRAHANPLADPQFEYPVSPDCVDWSVLYPELCGEAKTM-~------— PRPV---EYADIGCGFGGLLVKLGERFPDKI-------—-- SIGVEIREKVASYVDQRIKALRNEN
Cryne_Trm8 = -—---------- VPOKREFYRQRAHANVFIDHELEYPKRPELMDWSTHYPAYEFSQPNEDG--TITPGEKKV---EWADVGCGEGGLLMALAPLFPEKL---——-———, MLGMEIRTSVTKYVTDRIAATRQAQ
Caeel Trm8 G-=-======== LPOKKHYRQRAHSNPHSDHDIEYPLTPNHMDWTKYYGDYTKG------------— RQV---DFADIGCGYGGLLMRLSPKYPDNL-—----———~ MIGMEIRVKVSDYVNEKIQALRKHH
Sacce Trm& GQ------ KIDLPKKRYYRQRAHSNPFSDHQLEYPVSPODMDWSKLYPYYKNAENGQ-—--—-—-- MTKKV---TIADIGCGEFGGLMIDLSPAFPEDL----——--—-— ILGMEIRVQVTNYVEDRIIALRNNT
Arath Trm8 1 = ----------- LPRKRFYRARAHSNPLSDSHFPIPISPAHVDYSLHFPKFVEADNKE -----——— IKKV---EFADIGCGFGGLLISLATLEPDTL---——-——— MIGMELRDKVTEYVKERILALRRTS
Phypa Trm8 1 AQVKAGKQKGOLPKKREFYRARAHSNPLSDCQFSVPTTPSEFDWSESFPEFFAQEETT--——--—— DLKV---RFADIGCGFGGLIVOMSPLEFPKTL---——-——- MVGMELRDKVSEYVKERIVALREQH
Chlvu Trm8 1 = ——-------—-- PKKOMYRMRAHSNPLNDAHFPVPLSPDHVDWAAHYPELHMAAAAAG--V---PPPQV---EFADVGCGFGGLTIRLAEAYPDKL------—-— IMAMELRDKVTEYVKERILALRKEQ
MicpuRCC299 Trm8 1 RVREKGAHLDRPWSLTYLRNRGKVTRAQKEAWRTLWPQYGIDVQTHAGGGGPPPRLDFREVFADRPEAP---LALEVGFGLGHSLMEMAAAHPDKN-----==== FVGVEVHKPGIGAALQKIQARRDEL
Ostta Trm8 1 QKENYRELFDAHGIREFDARPRTMRGSGDDGSTSDEASRMKRYETLDWDRAFPGGGGGG--———~ GEPRR---RVLELGCGLGDNLIAAAIEFETYV-—----——--— FLGVEVHRPGVATALGEIEARGLT-
Ostta Trm8 2 ATSTTLVNVTSGKKKNINRRMKKMTNPLAAPYQTPKTLDEAHWARVEGGS---—-—-—-—----— DALKRP---LLVDIGTAKGGFIKALARERADACTRAKSIEYNLVGVEIYEPLVIAANAWVQTNRGS -
Arath Trm8 2 = = ------------ EEVGHVRIRQHVNPLS-SSEFSKPAPVP--VWDEVYKD-—----——-=———=———— PSLP---LMVDIGSGSGRFLLWQANKNVESR-—----——— NYLGLEIRQKLVKRANFWVNELGLSN
MicpuRCC299 Trm8 2  —--------=--- QOKVGGVRVRQHVNPLK-ASLQSQAPVP--AWTDVYAS----—-——————————— TARP---LVVDIGCGGGREDLMMAKKYPET---———-—— NEFLGVDIRAPLVERGNKWGEYAGVVD
Chlvu Trm8 2 = ------------ AFAGGVRVRQHVNPLK-KELQVPTEPP--VWEEVYEQ--—----——-—-——-——-——— PGRP---MVLDLGCGYGRFLLALSKAMPGH--------~ NMAGLEIRAPIIERANKWAVNLGLDR
Volca Trm8 2 = -——-—-—-—-—-- MOIGKTRVRQHVNPLR-REFQOPTAAP--DWSAVFSD--—----=-—=—-——-—-— PSLP---LALDIGSGYGRFLLLLOQRNNPDQQV---—-—-—~ NYLGLEIRRTLVDRSNEWVSRLGLQG
Cocsu Trm8 2 = —---------------- VRCRQHVNPLK-KELQVPLAPP--DWGAIYPD-----—-——-——-—-—-—- TARP---LIVDVGCGSGREVLALSRRFQRH---—————— NLLGLDIRAKLMERANEWARILELON
uncma_TrmB 0 o—-----————————e INPNGK-LLNFNK-—-—-—-—— - ———————————m—mmmm—— LELSPNN---VTLEVGFGNGDSLLEMAIQNPNLN----——--— FLGIEVYEAGV---GRLINEASKN-
uncba TrmB = ----------- SDEGIEVNEKKVINEDE-——————— - - = mm e mmm e m e m o VEANQND---ITLEVGEGNGDSLLEMAIKQPDON--—---—-— FIGIEVYEAGV---GRIINEASKQ-
uncga TrmB = ---------- WPNYGVSLTDN-QLNFVE-————————— - - —————————————————— LEFNSHD---VTLEVGFGNGDSLLEMAIQQPKON-—---——--— FLGIEVYEAGV---GRLINEANKH-
Rahsp TrmB --—------- WPVMGVEFQAE-PLAIDA-—————-—— = —— e ——m e —m e mm LEGRPAP---VVLEIGFGMGTSLVTMAKQONPDON-~---——--— FIGIEVHSPGV---GACLATAHEE-
Sheha TrmB = --------- QWPIMGLDYTPE-SIDLVE-———-——— - - - — o mm e m e mm VEFGREAD---TVLEIGFGMGASLVAMAKASPELN------—-— FIGIEVHKPGV---GACLAEAAEA-
Shibl TrmB = -—--------- WPVMGVEYAAQ-PLDLSA--——————-———— - - - - - - - - ——— - LEGREAP---VVLEIGFGMGASLVAMAKANPHON----——--— FLGIEVHSPGV---GACLSAAHEE-
Escco TrmB = —--------- WPVMGVEFSED-MLDFPA--———————— - - — e —————m—m—— LEGREAP---VTLEIGFGMGASLVAMAKDRPEQD-~---——--— FLGIEVHSPGV---GACLASAHEE-
Nitha TrmB = ---------- WPRYGISLGAE-PMDLEA--——————-———— - - ————————————m———— IFNRKAE---RILEIGFGNGDSLVEQARAAPEKD--—----—-— FLGIEVHRPGV---GHLLLRLEAE-
Trura TrmB = —--------------- WRREFQFPLEWAA-—————————— - — e m e mmm e m QFPHHDPAALLHVEVGFGDGRYTVRRALEAPQER-—---——--— FVGLEISSASL---QRGLKRVRRE-
Meisi TrmB = —--------------ooo SLEFPLSQTK----—-—-————-———— - ———————————— - LEGREGR---LVLEVGHGDGRFTAEIARRNPDWN-—---——--— ILGVEVSAGSV---ARALKRMRRE-
Sanke TrmB = —------------— RTSVDPGYVLDAAE -~~~ === === ——m—m— e m VEFGRSAR---LVVEVGSGQGEAVAHAAAESPETD------—-— FLAVEVYTPGV---AQTLORLRTS-
Mycav_ TrmB = -—------------ AEDPDRPGPPLDTDA-—-—-————————— - - - ———————— WEGRKAP---VVLEIGCGNGTSTLAMAKEEPGVD--—-————~ VIAVEVYRRGL---AQLLCAIDRD-
Clodi TrmB = -—-------------o- LRDDIDKLKGKW-——==—— - ——mmmmmmmmm oo m o m NLKFRNDNP---IHVEFGTGKGKFITTLAKQNPDIN----——--— YIAMELKEEVL---LKAVEKADAS-
Bacsu_TrmB KPWADDFLAENADIAISNPADYKGKWNT - —-—-—-—-—-—————— - ———m—m—mmmm—— VEGNDNP---IHIEVGTGKGQFISGMAKQNPDIN--—----—-— YIGIELFKSVI---VTAVQKVKDS-
Dicth TrmB = -------------- ISNNKANYFLDLRD-—--————————————————————————————— IFQNENP---IFLEIGMGNGEFIVHMAKENPNAN--—----—-— FIGIDVSKEIF---RKALSRVKKS-
Dictu TrmB = --------------- LNQKSNYFLDWKE-—-—————— == - - - — e —————————— VFENENP---IFLEIGMGNGEFIVHMAKENLNAN--—----—-— FIGIDVSKEIF---RKAVSRVKRS-
Proam TrmB = = —-------ooo——————————oe PGWTH----—-—-——————-—-———m—————m— DOTFAQDKP---IYLEYCSGNGAWIASKAIEQSQYN---—---—--— WVGIEKKEDRT---RKIWSKIKKE -
Chlmu_ TrmB = ——---—--—- VPSYYPKYEEFVMPSWON-—-——— - - - - mm e m e e e e e e e e LEANEGP---VCCELCSGNGDWVVEQALKDTSIN----——--— WIAVEKRFDRV---RKIWSKMSNH-
Chlps TrmB = =  -—--------- IPEHYFKHNQFEMPSWEE--———————————— - - - —————————m—— FFGNNHP---IFCELCSGNGDWVVAQANKNPNMN--—-—---—-— WIAVEKREDRV---RKIWSKMHNS -
Chltr TrmB = ———------- VPNYYSRYEEFVMPTWQE-———————-————————— - ————————————— LEANNGP---ICCELCSGNGDWVVEQALKDASVN-—---——--— WIAVEKREDRV---RKIWSKMGNY -
Chlab TrmB = -—--------- IPEHYFKHGQFEMPSWEE--————————————— - — - —————m FFGNNHP---IFCELCSGNGDWVVAQANKNPNMN--—-—---—-— WIAVEKREDRV---RKIWSKMHNS -
Chlca TrmB = -—--------- IPNHYFKHDQFIMPSWEE--————————————— - - ———————————— FFGNNNP---ISCELCSGNGDWVVSQAQNMPOMN-—-——-~——~— WIAVEKREDRV---RKIWSKMHNE -
Chlfe TrmB = --—------- VPEHYFKHHQFIMPSWEE-—--——--—— - - - - mmm e mm e mm o FFGNDNP---ISCELCSGNGDWVVAQAKETPEVN---—---—— WIAVEKREDRV---RKIWSKMHNC-
Chlps TrmB = =  -—--------- IPEHYFKHDQFEMPSWEE-—————————————— - ——————————m FFGNNHP---IFCELCSGNGDWVVAQANKNPNMN--—-—---—- WIAVEKREDRV---RKIWSKMHNS -
Wadch TrmB ~ ---------- VPEYYDNYDQFTFPGWEA--——————————————————————————— - PSLEGNSKS---VVIEYCSGNGAWIVEKAKSNPONN--—---——-— WVAVEKREDRV---RKIWSKIKNE-
Simne TrmB = ---------- VPTYYDKYKEFSFPFWQE-—--——--—— - mm e m e e e oo o LEGNDHP---VHIEYCSGNGEWILERAKAHPEVN----——-—— WVAVEMKEFERV---RKIHSKRINR-
Entdi PPR-MT4 = ----------- SKEVFQOMYPREINVLHFEEVFK-—--—-——-—-—-—— - —————m—mmm—m—m NKNP---INIELCSGYGEWLITKAEEKKEEN----————- WIGIELYRDRV---YNSWATKIFA-
Enthi PPR-MT4 = ------------- EVEQMYPREINVLHFEEVEFK--—---—— - - - - mmm e mm e mmm o NKNP---INIELCSGYGEWLITKAEEKKDEN----——-—~ WVGVELYRDRV---YNSWATKVFA-
Entin PPR-MT4 = -----------—--—- QLYPKATEIISFEKVEG--———--——— - - —— - mmm e m e mm NTNP---VNIEMCSGYGEWLIDKAISQPKON----————~ WVGLEIYKDRV---FNNWATKVEFA-
Entnu_PPR-MT4 = ------------- EVEQMYPREINVLHFEEVEFK--—---—— - - - - mmm e mm e mmm o NKNP---INIELCSGYGEWLITKAEEKKDEN----——-—~ WVGVELYRDRV---YNSWATKIFA-
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Supplemental Table 1.

PPR proteins of green algae, showing number of repeats, full protein length,
evidence for gene model truncation at the N- or C-terminus, presence of additional
domains and predictions of intracellular localization by TargetP (in red) and
Predalgo (in blue): M= mitochondrion; C= chloroplast; org= mitochondrion or
chloroplast; SP= secretory pathway; - or O = other compartment; *= conflicting."
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