APPENDIX A: Solutions

CTAB Extraction Buffer (Stewart and Via, 1993)
2 % (w/v) of CTAB
100 mM of Tris-HCl pH 8.0
1.4 M of NaCl
20mM EDTA

0.2 % (v/v) of B-mercaptoethanol

Total RNA Extraction Buffer (Gao et al., 2001)
200 mM of Tris-HCI pH 8.2
100 mM of LiCl
50 mM of EDTA
1.5 % (w/v) of SDS
2 % (w/v) of PVP
2 % (w/v) of BSA

10 mM of DTT
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APPENDIX B: Amino Acid Sequences of Putative RPK1 and Putative CLV1

>0ruf_RPK1

MAGVVTRAVAAAVLVVVVVVAAAELVAAEPPPSERSALLAFLAATPHERRLGWNSSTSACGWVGVTCDAGNATVVQ
VRLPGVGLIGAIPPGTLGRLTNLQVLSLRSNRILGGIPDDVLQLPQLRLLFLONNLLSGAIPPEVSKLAALERLVL
SSNNLSGP IPFTLNNLTSLRALRLDGNKLSGNIPSISIQSLAVFNVSDNNLNGS IPASLASFPAEDFAGNLQLCGS
PLPPCKSFFPSPSPSPGVSPADVPGAASSSKKRRLSGAATAGIVVGAVVLALLLLVAAVLCAVSKRRRGASEGPKS
TTAAAAGAGAAAARGVPPPGSGEGTGMTSSSKEDMGGASGSAAAAVAAVAAEPSRLVFVGKGAGYSFDLEDLLRAS
AEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAVARREFDAHMDALGKVEHRNVLPVRAYYFSKDEKLLVFDYLPNG
SLSAMLHGSRGSGKTPLDWDARMRSALSAARGLARLHTVHSLVHGNVKSSNVLLRPDADAAALSDFCLHP IFAPSS
ARPGAGGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPTHASLEGDGTLDLPRWVQSVVREEWTAEVFDVELV
RLGASAEEEMVALLQVAMACVATVPDARPDAPDVVRMIEE I GGGHGRTTTEESEEGVRGTSEEERSRGTPPAAPTP

>0sJ_RPK1(gi |53792194)

MAGVVTRAVAAAVLVVVVVVAAAELVAAEPPPSERSALLAFLAATPHERRLGWNSSTSACGWVGVTCDAGNATVVQ
VRLPGVGL IGAIPPGTLGRLTNLQVLSLRSNRILGG IPDDVLQLPQLRLLFLQNNLLSGAIPPAVSKLAALERLVL
SSNNLSGP IPFTLNNLTSLRALRLDGNKLSGN IPS 1S 1QSLVVFNVSDNNLNGS I PASLARFPAEDFAGNLQLCGS
PLPPCKSFFPSPSPSPGVSPADVPGAASSSKKRRLSGAAIAG IVVGAVVLALLLLVAAVLCAVSKRRRGASEGPKS
TTAAAAGAGAAAARGVPPPGSGEGTGMTSSSKEDMGGASGSAAAAVAAVAAEPSRLVFVGKGAGYSFDLEDLLRAS
AEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAVARREFDAHMDALGKVEHRNVLPVRAYYFSKDEKLLVFDYLPNG
SLSAMLHGSRGSGKTPLDWDARMRSALSAARGLAHLHTVHSLVHGNVKSSNVLLRPDADAAALSDFCLHP I FAPSS
ARPGAGGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPTHASLEGDGTLDLPRWVQSVVREEWTAEVFDVELV
RLGASAEEEMVALLQVAMACVATVPDARPDAPDVVRM I EE I GGGHGRTTTEESEEGVRGTSEEERSRGTPPAAPTP

>0s1_RPK1

MAGVVTRAVAAAVLVVVVVVAAAELVAAEPPPSERSALLAFLAATPHERRLGWNSSTSACGWVGVTCDAGNATVVQ
VRLPGVGLIGAIPPGTLGRLTNLQVLSLRSNRILGG IPDDVLQLPQLRLLFLQNNLLSGAIPPAVSKLAALERLVL
SSNNLSGPIPFTLNNLTSLRALRLDGNKLSGNIPSISIQSLAVFNVSDNNLNGS IPASLARFPAEDFAGNLQLCGS
PLPPCKSFFPSPSPSPGVSPADVPGAASSSKKRRLSGAATAGIVVGAVVLALLLLVAAVLCAVSKRRRGASEGPKS
TTAAAAGAGAAAARGVPPPGSGEGTGMTSSSKEDMGGASGSAAAAVAAVAAEPSRLVFVGKGAGYSFDLEDLLRAS
AEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAVARREFDAHMDALGKVEHRNVLPVRAYYFSKDEKLLVFDYLPNG
SLSAMLHGSRGSGKTPLDWDAQMRSALSAARGLAHLHTVHSLVHGNVKSSNVLLRPDADAAALSDFCLHP IFAPSS
ARPGAGGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPTHASLEGDGTLDLPRWVQSVVREEWTAEVFDVELV
RLGASAEEEMVALLQVAMACVATVPDARPDAPDVVRMIEE IGGGHGRTTTEESEEGVRGTSEEERSRGTPPAAPTP

>0sJ_CLV1(gi :125602183)

MAAAAVHVLLLLLPLAT ITSASSAPLPLLALLSLRSSLGDPAGALRSWTYAAAASAGATRSLAPPWCAWPGVACDG
ATGEVVGVDLSRRNLSGTVSPTAARLLSPTLTSLNLSGNAFAGELPPAVLLLRRLVALDVSHNFFNSTFPDG I AKL
GSLAFLDAFSNCFVGELPRG I GELRRLEHLNLGGSFFNGS I PGEVGQLRRLRFLHLAGNALSGRLPRELGELTSVE
HLE IGYNAYDGG I PPEFGKMAQLRYLD I AAANVSGPLPPELGELTRLESLFLFKNR 1AGA I PPRWSRLRALQVLDV
SDNHLAGAIPAGLGELTNLTTLNLMSNSLSGT IPAAIGALPSLEVLQLWNNSLAGRLPESLGASRRLVRLDVSTNS
LSGP IPPGVCAGNRLARL I LFDNRFDSAIPASLADCSSLWRVRLEANRLSGE I PAGFGAIRNLTYMDLSSNSLTGG
GIPADLVASPSLEYFNVSGNLVGGALPDMAWRGPKLQVFAASRCGLVGELPAFGATGCANLYRLELAGNALGGGIP
GDIGSCKRLVSLRLQHNELTGE IPAAIAALPS I TEVDLSWNALTGTVPPGFTNCTTLETFDVSFNHLAPAEPSSDA
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GERGSPARHTAAMWVPAVAVAFAGMVVLAGTARWLQWRGGDDTAAADALGPGGARHPDLVVGPWRMTAFQRLSFTA
DDVARCVEGSDG IVGAGSSGTVYRAKMPNGEV IAVKKLWQAPAAQKEAAAPTEQNQKLRQDSDGGGGGKRTVAEVE
VLGHLRHRNIVRLLGWCTNGESTMLLYEYMPNGSLDELLHGAAAKARPGWDARYKIAVGVAQGVSYLHHDCLPAIA
HRDIKPSN1LLDDDMEARVADFGVAKALQSAAPMSVVAGSCGY ITAPEYTYTLKVNEKSDVYSFGVVLLEILTGRRS
VEAEYGEGNN I VDWVRRKVAGGGVGDV I DAAAWADNDVGGTRDEMALALRVALLCTSRCPQERPSMREVLSMLQEA
RPKRKNSAKKQVK

>RKN(WO/2000/004761)
MPQPQCTTTATTFPASILPPPPPPPTTSTTSATAMAAAAVHVLLLLLPLATITSASSAPLPLLALLSLRSSLGDPA
GALLRSWTYAAAASAGATRSLAPPWCAWPGVACDGATGEVVGVDLSRRNLSGTVSPTAARLLSPTLTSLNLSGNGS
PASSRRVLLLRRLVALDVSHNFFNSTFPDG I AKLGGFAFLDAFSNCFVGELPRGIGELRRLEHLNLGGSFFNGSIP
GEVGQLRRLRFLHLAGNRLSGRLPRELGELTSVEHLEIGYNAYDGG IPEFGKMAQLRYLDIAAANVSGPVPPELLG
LTRLESLFLFKNRIGRRDPPRWSRLRALQVLDVSDNHLAGAIPALGELTNLTTLNLMSNSLSGTIPAAIGALPSLE
VLQLWNNSLAGRLPESLGASRRLVRLDVSTNSLSGP IPPGVCAGNRLARL ILFDNRFDSAIPASLADCSSLWRVRL
EANSLSGE IPAGFGAIRNLTYMDLSSNSLTGGGIPADLVASPSLEYFNVSGNLVGRPLPDMAWRGPKLQVFAASRC
GLVGELPAFGATGCANLYRLELAGNALGGGIPGDIGSCKRLVSLRLQHNELTGE IPAAIALPSITEVDLSGTRSPA
PSAGVHQLHDVETFDVSFNHLAPAEPSSDAGERGSPRGTRRRCGCPPWRCAFAGMVVLAGTARWLQWRGGDDTAAA
DARGPGGARHPDLVVGPWRMTAFQRLSFTADDVPRCVEGSDGVGAGSSGTVYRAKMPNGEV IAVKKLWQAAAQKEA
AAPTEQNQKLRQDSDGGGGGKRTVAEVEVLGHLRHRNIVRLLGWCTNGESTMLLYEYMPNGSLDELLHARAKAPRA
GTPGTRSPSVAQGVSYLHHDCLPAIAHRD IKPSNILSTTTWRHALADFGVAKALQSAAPMSVVAGSCGY TAPEYTY
TLKVNEKSDVYSFGVVLLE ILTGRRSVEAEYGEGNN I VDWVRRKVAGGGVGDV IDAAAWADNDVGGTRDEMALALG
WRCCHQPVPQERPSMREVLSMLQEARPKRKNSAKKQVKZ

>0sl_CLV1
VNEKSDVYSFGVVLLEILTGRRSVEAEYGEGNN 1 VDWVRRKVAGGGVGDV IDAAAWADNDVGGTRDEMALALRVAL
LCTSRCPQERPSMREVLSMLQEARPKRKNSAKKQVK

>0ruf _CLV1

VNEKSDVYSFGVVLLEILTGRRSVEAEYGEGNN 1 VDWVRRKVAGGGVGDV IDAAAWADNDVGGTRDEMALALRVAL
LCTSRCPQERPSMREVLSMLQEARPERKNSAKKQVK
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APPENDIX C: Gblocks Cleaned of Orthologous RPK1 Amino Acid Sequences

>At_RKL1(At1g48480)

RVTALRLPGVALSGDIPEG I FLTQLRTLSLRLNLSGSLPKDLSTSSNLRHLYLQGNRFSGE IPLVRLNLASNSFTGEISS
GFTNLTLKTLFLENNQLSGS I PLNGS I PKNLQRFESDSFLQFDLEDLLRASAEVLGKGTFGTAYKAVLDAVTVVAVKRLK
DVMMADKEFKEK I ELVGHENLVPLRAYYFSRDEKLLVYDFMPMGSLSALLHGNRGRSPLNWDVRSR 1AI GAARGLDYLHH
GNIKSSNILLTKSHDAGYRAPEVTDPKRVSQKGDVYSFGVVLLEL I TGKAPDLPRWVKSVARDEWRREVFDSELLSEMMA
EMVQLGLECTSQHPDQRPEMSEVVRKME

>At_RLK902(At3g17840)
RVTALRLPGETLSGHIPEGIFLTQLRTLSLRLNLTGSLPLDLGSCSDLRRLYLQGNRFSGE IPLVRLNLAENEFSGEISS
GFKNLTLKTLYLENNKLSGSLLLNGS I PKSLQKFDSDSFVGFDLEDLLRASAEVLGKGTFGTAYKAVLDAVTLVAVKRLK
DVTMADREFKEK I EVWGHENLVPLRAYYYSGDEKLLVYDFMPMGSLSALLHGNKGRPPLNWEVRSG I ALGAARGLDYLHH
GNVKSSN I LLTNSHDAGYRAPEVTDPRRVSQKADVYSFGVVLLELLTGKAPDLARWVHSVAREEWRNEVFDSELMSEEMA
EMLQLG I DCTEQHPDKRPVMVEVVRR1Q

>At_TMKL1(_At3g24660)
SPLQCSDLSSPQWTNTSLFNDLHLLSLQLPSANLTGSLPRE IGEFSMLQSVFLN INSLSGS IPLSDVDLSGNALAGVLPP
SIWNLCLVSFK IHGNNLSGVLPFSGEFPEF I TRFKGVKSLDLTLDDVLNATGQVMEKTSYGTVYKAKLSDGGN IALRLLR
EGTCKDRSSCLPV IRQLHENLVPLRAFYQGKGEKLL 1 YDYLPN I SLHDLLHESKRKPALNWARRHK 1ALG I ARGLAYLHH
GNIRSKNVLVDDFFFAGYKAPELHKMKKCNPRSDVYAFG I LLLE I LMGKKPDLPSLVKAAVLEETTMEVFDLEAMKEGLY
HALKLAMGCCAPVTTVRPSMEEVVKQLE

>0sJ_MARK(gi | 108710729)
RVAVLRLPGAALAGRVPEGTLLTALHTLSLRLNLAGALPGDLTSAAALRNVFLNGNRLSGEFPLVRLAIGGNDLSGS PP
ALGNLTLKVLLLENNRFSGE I PLNGS I PATLRTMPRSAFLGFDLEDLLRASAEVLGKGAFGTTYKAVLESGATVAVKRLK
DVTLTEPEFRDRIADIGHEFIVPLRAYYYSKDEKLLVYDFMPMGSLSAVLHGNRGRTPLNWETRSS IALAAARGVEY IHH
GNIKSSNVLLNKSYQAGYRAPEVTDPRRVSQKADVYSFGVLLLELLTGKAPDLPRWVQSVVRSEWTAEVFDMELLREQMY
QLLQLAIDCVAQVPDARPSMPHVVLRIE

>Zm_MARK(gi | 162459881)
RVAVLRLPGATLSGAVPAGTLLTALHTLSLRLNLSGALPADLASAAALRNVFLNGNRLSGGFPLVRLSLGGNDLSGP IPA
ELGSLTLRVLLLENNRFSGE I SLNGS I PASLRSQPRSAFLGFDLEDLLRASAEVLGKGAFGTTYKAVLESGATVAVKRLK
DVTLSEAEFRERISEIGHEF IVPLRAYYYSKDEKLLVYDFMPMGSLSAVLHGNVGRTPLNWDLRSS IALAAARGVEY I HH
GNIKSSNVLLGKSYQAGYRAPEV I DSRRVSQKADVYSFGVLLLELVTGKAPDLPRWVQSVNRSEWGSLVFDMELMREPMA
QLVLLAMDCTAQVPEARPSMAHVVMRIE

>At_TMK (At5g58300)

SVHALRLPG I GLLGP IPPNTLLESLRILSLRSNLSGNLPPDIHSLPSLDY I'YLQHNNFSGEVPLN ILDLSFNSFTGKIPA
TFQNLKLTGLSLQNNKLSGPVPLNGS I PSALGGFPSSSFSGFDLEDLLRASAEVLGKGSYGTAYKAVLEESTTVVVKRLK
EVAAGKREFEQQME I 1 SHPSVVPLRAYYYSKDEKLMVCDYYPAGNLSSLLHGNREKTPLDWDSRVK I TLSAAKG I AHLHH
GNIKSSNV IMKQESDAGYRAPEVMETRKHTHKSDVYSFGVL I LEMLTGKSPDLPRWVQSVVREEWTSEVFD 1 ELMREEMV
QMLQIAMACVAQVPEVRPTMDDVVRMIE
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>At_RLK(At4g23740)

R11AVRLPGVGLNGQIPPNT I LSALRVLSLRSN I SGEFPKDFVELKDLAFLYLQDNNLSGPLPLTSVNLSNNGFNGT IPS
SLSRLKIQSLNLANNTLSGD 1 PLAGP I PDWLRRFPFSSYTGFDLEDLLRASAEVLGKGTFGTTYKAVLEDATSVAVKRLK
DVAAGKRDFEQQME I IGHENVVELKAYYYSKDEKLMVYDYFSRGSVASLLHGNRNR I PLDWETRMK 1Al GAAKG I AR HH
GNIKSSN I FLNSESNGGYRAPEVTDTRKSSQLSDVYSFGVVLLELLTGKSPHLVRWVHSVVREEWTAEVFD | ELLREEMV
EMLQ 1 AMSCVVKAADQRPKMSDLVRLIE

>At_LRR1(At5g16590)

RVTALRLPGVGLSGPLP IAIGLTKLETLSFRFNLNGPLPPDFANLTLLRYLYLQGNAFSGE IP 1 IRINLAQNNFLGRIPD
NVNSATLATLYLQDNQLTGP IPLNGS I PDPLSGMPKTAFLGFDLDGLLKASAEVLGKGTFGSSYKASFDHGLVVAVKRLR
DVVVPEKEFREKLQVLGHANLVTL IAYYFSRDEKLVVFEYMSRGSLSALLHGNKGRSPLNWETRAN IALGAARATSYLHH
GNIKSSNILLSESFEAGYRAPEVTDARK I SQKADVYSFGVL I LELLTGKSPDLPRWVSS I TEQQSPSDVFDPELTRENMI
RLLN1GISCTTQYPDSRPTMPEVTRLIE

>0ruf_RPK1

TVVQVRLPGVGL 1GAIPPGTLLTNLQVLSLRSNILGG I PDDVLQLPQLRLLFLQONNLLSGAIPLERLVLSSNNLSGPIPF
TLNNLTLRALRLDGNKLSGN I PLNGS I PASLASFPAEDFAGFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLK
DVAVARREFDAHMDALGHRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDARMRSALSAARGLARLHH
GNVKSSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWVQSVVREEWTAEVFDVELVREEMY
ALLQVAMACVATVPDARPDAPDVVRMIE

>0sJ_RPK1(gi | 53792194)

TVVQVRLPGVGL 1GAIPPGTLLTNLQVLSLRSNILGG I PDDVLQLPQLRLLFLQONNLLSGAIPLERLVLSSNNLSGPIPF
TLNNLTLRALRLDGNKLSGN I PLNGS I PASLARFPAEDFAGFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLK
DVAVARREFDAHMDALGHRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDARMRSALSAARGLAHLHH
GNVKSSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWVQSVVREEWTAEVFDVELVREEMY
ALLQVAMACVATVPDARPDAPDVVRMIE

>0s1_RPK1
TVVQVRLPGVGL 1GAIPPGTLLTNLQVLSLRSNILGG I PDDVLQLPQLRLLFLQONNLLSGAIPLERLVLSSNNLSGP I PF
TLNNLTLRALRLDGNKLSGN I PLNGS I PASLARFPAEDFAGFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLK
DVAVARREFDAHMDALGHRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDAQMRSALSAARGLAHLHH
GNVKSSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWVQSVVREEWTAEVFDVELVREEMY
ALLQVAMACVATVPDARPDAPDVVRMIE

>0sJ_RLL_1(gi|7573610)
RVVALRLPGLGLSGPVPRGTLLTALQVLSLRANLSGEFPEELLSLASLTGLHLQLNAFSGALPLQVLDLSFNGFNGTLPA
ALSNLTLVALNLSNNSLSGRVPLDGPVPTSLLRFNDTAFAGFDLEDLLRASAEVLGKGAFGTAYRAVLEDATTVVVKRLK
EVSAGRRDFEQQMELVGHANVAELRAYYYSKDEKLLVYDFYSRGSVSNMLHGKRDRTPLNWETRVR IALGAARG I AH T HH
GNIKASNVFLNNQQYGGYCAPEVTDSRKASQCSDVYSFGVF I LELLTGRSPHLVRWVQSVVREEWTAEVFDVELMREEMY
EMLQ 1 AMACVSRTPERRPKMSDVVRMLE

>0sJ_RLL_2(gi|15128407)
RVQTLRLPAVGLFGPLPSDTLLDALEVLSLRSN I TVDLPPEVGSIPSLHSLYLQHNNLSG I 1 PLTFLDLSYNTFDGE IPL
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RVONLTLTALLLQNNSLSGP IPLSGP IPPSLQRFPANSFLGFDLEDLLRASAEVLGKGSYGTTYKAVLEDGTTVVVKRLK
EVVVGKKDFEQQME I VGHONVVPLRAYYYSKDEKLLVYDY IPSGSLAVVLHGNKGKAPLDWETRVKISLGVARG I AHLHH
GNLKSSNILLSQNLDGGYRAPEVLETKKPTQKSDVYSFGVLVLEMLTGKAPHLPRWVQSVVREEWTAEVFDVDLLRDEMV
QMLQVAMACVAAPPDQRPKMDEVIRRIV

>0sJ_RLL_3(gi | 115464509)

RVRELRLPAVGLFGP I1PSDTLLDALQVLSLRSNLT ISLPPDVAS IPSLHSLYLQHNNLSG I IPLTFLDLSYNSFDGEIPL
KVQN I TLTALLLQNNSLSGP IPLSGP I PPSLQKFPASSFFGFDLEDLLRASAEVLGKGSYGTTYKAVLEDGTTVVVKRLK
EVVAGKREFEQQME I 1 GHQNAVQLRAYYYSKDEKLLVYDYMTPGSLCAALHGNRGRTTLDWATRVK I SLEAARG I AHLHH
GNIKSSNILLSQGLSAGYRAPEVLETKRQTQKSDVYSYGVLLLEMLTGKAPHLPRWVQSVVREEWTSEVFDADLLRDEMV
QMLQLAMACVAIVPDQRPRMEEVVRRIE

134



APPENDIX D: Gblocks Cleaned of Orthologous CLV1 Amino Acid Sequences

>At_BAM1(At5g65700)
VTSLDLSGLNLSGNLSLAENL ISGP I PPE 1 SSLSGLRHLNLSNNLTQLRHLHLGGNYFAGK IPPSYGSWPV I EYLAVSGN
ELVG I GNLTTLRELFDGANCGLTGE I PPE 1 GKLQKLDTLFLQVNVFGTLSSLKSMDLSNNMFNKLHGE I PEF I GDLPELE
VLQLWENNFTGS I PQKLGENLNLVDLSSNKLTGTLPPNMCSGNKLETL I TLGNFLFGS I PDSLGKCESLTR IRMGENFLF
GLPKLTQVELQDNYLSGLGQISLSNNQLSGPLPPAIGNFVQKLLLDGNKFQGP I PNLFSGR I APE I SRCKLLTFVDLSRN
ELSGEIPGS PGS I SSMLTSLDFSYNNLSGLVPMSAIAGSYGY I APEYAYTLKVDEKS

>At_BAM2(At3g49670)

AIRLNHSV I PVSVSLPFSVGDWRGVSTFSGARPLVLAKVKLRAELVDEE I VHFEERDFAGTACVPVYVMLPLGV I DMNSE
VVEPLDQLRTLKSVMVDCWWG I VESHTPQVYNWSGYKKLFQMIRELLK 1QVVMSFHECGGNVDDVHIQIPEWVRE I GQSN
PD1YFTDSAGRRNTECLTWG I DKQRVLRGRTALEVYFDYMRSFRVEFDEFFEEK I I PE I EVGLGPCGELRYPSYPAQFGW
KYPG I GEFQCYDKYLMNKEAAEVRGHSFWGRGPDNTETYSTPHGTGFFRDGGDYDNWYSRVL I DHGDRVLAMANLAFEGT
CIAAKLSHWWYKTASHAL TAGFYNSSNRDGYGPERFLKRMHGEAVPDLGLAPGTQETN

>At_BAM3(At4g20270)

I TRLDLSNLN I SGFLD I SSNSFSGELPKE I YELSGLEVLN 1 SSNLTRLEHLDLGGNYFDGE I PRSYGSFLSLKFLSLSGN
DLRGLANITTLVQLLDLANCSLKGS I PAELGNLKNLEVLFLQTNELGNMTSLKTLDLSNNFLNRLHGE I PEFVSELPDLQ
ILKLWHNNFTGK I PSKLGSNL 1 E1DLSTNKLTGL IPESLCFGRRLK I L I LFNNFLFGPLPEDLGQCEPLWRFRLGQNFLI
YLPNLSLLELQNNFLTGLTQINLSNNRLSGP 1PGS IRNLLQILLLGANRLSGQIPNNFSGKFPPEFGDCMSLTYLDLSHN
QISGQIPQSLPNELGYMLTSADFSHNNFSGSVPMSS IAGSYGY IAPEYAYTLRIDEKS

>At_CLV1(At1g75820)
VISLNVSFTPLFGNLTLAANNFTGELPLEMKSLTSLKVLN I SNNLKKLKYLSFGGNFFSGE I PESYGD I QSLEYLGLNGA
GLSGLSRLKNLREMLDMASCTLTGE IPTSLSNLKHLHTLFLHINNLSGLVSLKSLDLS INQLNNLYGQIPEAIGELPKLE
VFEVWENNFTLQLPANLGRNL I KLDVSDNHLTGL I PKDLCRGEKLEML I LSNNFFFGP I PEELGKCKSLTKIRIVKNLLF
NLPLVT I IELTDNFFSGLDQIYLSNNWFSGE I PPAIGNFLQTLFLDRNRFRGNIPNNITGGIPDSISRCSTLISVDLSRN
RINGEIPGSIPTGIGNMLTTLDLSFNDLSGRVPMSS IAGSYGY I APEYAYTLKVDEKS

>Gm_CLL1(gi | 25956280)
VVAINVSFVPLFGNLTVSQNNLTGVLPKELAALTSLKHLN I SHNLEKLKYLKLDGNYFSGS I PESYSEFKSLEFLSLSTN
SLSGLSKLKTLRYLLDLSSCNLSGE IPPSLANLTNLDTLFLQINNLSAMVSLMSLDLS INDLNNLRGSVPSFVGELPNLE
TLQLWDNNFSFVLPPNLGQNLKFFDV IKNHFTGL 1 PRDLCKSGRLQT IMITDNFFRGP I PNE I GNCKSLTK IRASNNYLF
KLPSVT I IELANNRFNGLG I LTLSNNLFSGK I PPALKNLLQTLSLDANEFVGE IPNNLTGP IPTTLTRCVSLTAVDLSRN
MLEGK I PGPVPEE IRFMLTTLDLSNNNF 1 GKVPMSS 1AGSYGY I APEYAYTLKVDEKS

>Gm_CLL2(gi | 7329124)
VVAINVSFVPLFGNLTVSQNNLTGVLPKELAALTSLKHLN I SHNLEKLKYLKLDGNYFSGS I PESYSEFKSLEFLSLSTN
SLSGLSKLKTLRYLLDLSSCNLSGE IPPSLANLTNLDTLFLQINNLSAMVSLMSLDLS INDLNNLRGSVPSFVGELPNLE
TLQLWDNNFSFVLPPNLGQNLKFFDV IKNHFTGL I PRDLCKSGRLQT IMI TDNFFRGP I PNE I GNCKSLTK IRASNNYLF
KLPSVT I IELANNRFNGLG I LTLSNNLFSGK I PPALKNLLQTLSLDANEFVGE I PNNLTGPIPTTLTRCVSLTAVDLSRN
MLEGK I PGPVPEE I RFMLTTLDLSNNNF 1GKVPMSS IAGSYGY I APEYAYTLKVDEKS
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>Gm_CLL3(gi ] 9651943)
VTALNLTGLDLSGNLSLAANKFSGP I PPSLSALSGLRYLNLSNNMQNLRHLHLGGNFFSGQ1PPEYGRWQRLQYLAVSGN
ELDG I GNLTSLRELLDVAYCALSGE I PAALGKLQKLDTLFLQVNALGNLKSLKSMDLSNNMLNKLHGA I PEF 1 GELPALE
VVQLWENNLTGS I PEGLGKNLNLVDLSSNKLTGTLPPYLCSGNTLQTL I TLGNFLFGP I PESLGTCESLTRIRMGENFLF
GLPKLTQVELQDNYLSGLGQ I TLSNNQLSGALSPS I GNFVQKLLLDGNMFTGR I PNKFSGP I APE 1 SQCKLLTFLDLSRN
ELSGDIPGS PSS 1SSMLTSVDFSYNNLSGLVPMSAIAGSYGY I APEYAYTLKVDEKS

>Gm_CLL4(gii | 9651945)
VTSLDLTGLDLSGNLSLASNKFSGP I PPSLSALSGLRFLNLSNNMQNLRHLHLGGNFFSGQ1PPEYGRWQRLQYLAVSGN
ELEG I GNLSSLRELLDAAYCGLSGE I PAALGKLQKLDTLFLQVNALGNLKSLKSMDLSNNMLNKLHGA I PEF1GELPALE
VVQLWENNFTGS I PEGLGKNLNLVDLSSNKLTGTLPTYLCSGNTLQTL I TLGNFLFGP I PESLGSCESLTR IRMGENFLF
GLPKLTQVELQDNYLSGLGQ I TLSNNQLSGVLPPS IGNFVQKL I LDGNMFTGR I PNKFSGP I VPE 1 SQCKLLTFLDLSRN
ELSGDIPGG I PSS 1SSMLTSVDFSYNNLSGLVPMSAIAGSYGY I APEYAYTLKVDEKS

>Mt_CLL1(gi | 58372544)

VIALNVTQVPLFGSLT I TMDNLTGELPTELSKLTSLRILNISHNLMKLKYLSFAGNFFSGT I PESYSEFQKLE I LRLNYN
SLTGLSKLKMLKELLE ISNANLTGE I PPSLGNLENLDSLFLQMNNLSSMRSLMSLDLS INGLNKLRGS I PAF 1GDLPNLE
TLQVWENNFSFVLPQNLGSNF 1 YFDVTKNHLTGL I PPELCKSKKLKTF1VTDNFFRGP 1 PNG | GPCKSLEK I RVANNYLF
QLPSVQI IELGNNRFNGLGNLALSNNLFTGR I PASMKNLLQTLLLDANQFLGE I PNNLTGG I PKTVTQCSSLTAVDFSRN
MLTGEVPGK I PDE IRFMLTTLDLSYNNFTG IVPMSS IAGSYGY I APEYAYTLKVDEKS

>0sJ_CLL1(gi |50726262)
VVGVDLSRRNLSGSLNLSGNAFAGELPPAVLLLRRLVALDVSHNLRRLEHLNLGGSFFNGS I PGEVGQLRRLRFLHLAGN
ALSGLGELTSVEHLLD I AAANVSGPLPPELGELTRLESLFLFKNR I SRLRALQVLDVSDNHLNSLSGT IPAAIGALPSLE
VLQLWNNSLAGRLPESLGASLVRLDVSTNSLSGP I PPGVCAGNRLARL I LFDNRFDSA I PASLADCSSLWRVRLEANRLG
AIRNLTYMDLSSNSLTGLEYFNVSGNLVGGALPDMAWRGLQVFAASRCGLVGELPNALGGG I PGD I GSCKRLVSLRLQHN
ELTGEIPGTVPPGFTNCLETFDVSFNHLAPAEPPSRTATSSPATSSSTTTWRHASPTS

>0sJ_FON1(gi | 113596633)

VVAINLTALPLHSNLT I AACCLPGHVPLELPTLPSLRHLNLSNNHARLRYLHLGGNYFTGAIPDSYGDLAALEYLGLNGN
TLSGLSRLTRLREMLDMSSCNLTGPVPPELGRLQRLDTLFLQWNRLGDLSSLASLDLSVNDLNHLRGS I PDFVAGFAQLE
VLQLWDNNLTGN I PAGLGKNLKTLDLATNHLTGP I PADLCAGRRLEMLVLMENGLFGP I PDSLGDCKTLTRVRLAKNFLF
NLPQANMVELTDNLLTG I GMLLLGNNG I GGR1PPAIGNLLQTLSLESNNFSGALPNALTGA I PDEL IRCASLAAVDLSRN
GFSGE I PGELPPEMSNMLTTLDVSYNSLSGPVPMSAIAGSYGY IAPEYAYTLRVDEKS

>0sJ_RLL1(gi |31745227)
VVGLDVSGLNLSGRLSVGANAFSGP I PASLGRLQFLTYLNLSNNMPLLRHLHLGGNFFSGE I PPEYGRWGRMQYLAVSGN
ELSGLGNLTSLRELLDAANCGLSGE I PPELGKLQNLDTLFLQVNSLGYLKSLSSLDLSNNVLNKLRGD IPDFVGDLPSLE
VLQLWENNFTGGVPRRLGRNLQLLDLSSNRLTGTLPPELCAGGKMHTL I ALGNFLFGAIPDSLGECKSLSRVRLGENYLF
ELPKLTQVELQDNLLTGLGE I SLSNNQLTGALPAS I GNFVQKLLLDRNSFSGVVPNALEGGVPPE I GKCRLLTYLDLSRN
N1SGKIPGE IPPSIATMLTAVDFSYNNLSGLVPMSAIAGSYGY I APEYAYTLKVDEKS

>Pg_CLL1(gi | 104642235)
VEEVDLSNTNI IGKLPLADNYVNGS I PADLRRCRKLGYLDLSQSLLELQVLNLVFNLLNTT IPPFLGNLPNLLQFNLAYN
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PFTGLGNLTKLQNLLDLSINRLSGSIPESITKLDKVAQIELYQNLLGELKALKRFDASMNMLNDLVGE IPPGLGSFASLT
ELKLFSNRLTGRLPESLGRYLQALDIADNLLSGSLPPDLCKNKKLEILSIFNNVFAGNIPESLGTCTSLNRVRLGGNKFW
GLPHISLLELKDNNFEGLSQLVINGNTFTGSLPTEIGELLSE I IASNNFLTGALPNQLSGELPAE ISSCKQLGE INLSKN
QFSGSIPGL IPSEFGNLLNTFDVSNNRLSGAVPMSAIAGSYGY IAPEYAYTLKVNEKS

>Ps_CLL1(gi|24940244)

VITLNVTQVPLFGRLI I TMDNLTGELPFE I SNLTSLKILNISHNLKELTILCLAGNYFTGT I PESYSEFQKLE ILSINAN
SLSGLSKLKTLKELLEVSNCNLTGE I PPSFGNLENLDSLFLQMNNLSSMKSLMSLDLSNNALNKFRGS I PAF I1GDLPNLE
TLQVWENNFSFVLPQNLGSNF I FFDVTKNHLTGL I PPDLCKSKKLQTF1VTDNFFHGP 1 PKG | GACKSLLK IRVANNYLF
QMPSVT I IELGNNRFNGLG ILT ISNNLFTGR I PASMKNLLQTLWLDANQFVGE I PNNLTGV IPTTVSQCRSLTAVDFSRN
MITGEVPGL I PDE IRFMLTTLDLSYNNFTG IVPMSS IAGSYGY I APEYAYTLKVDEKS

>Vv_CLL1(gii | 225424960)

VVSLDISNSN I SGNLSVCGNNLAGSFPPE IHKLSRLQYLN I SNNLPKLKHLDFGGNYFSGK 1 PRNYGGMVQLTYLSLAGN
DLGGLGNLTNLKRLLDLSSCGLEGP IPPELGNLKHLDTLFLQTNQLGNLSSLKSLDLSNNGLNKFHGE I PHF I AELPKLE
VLKLWQNNFTGT IPSKLGRNLSELDLSTNKLTGL IPKSLCFGRRLK I L1 LLNNFLFGPLPDDLGRCETLQRVRLGQNYLL
YLPQLSLMELQNNYLTGVGQLNLSNNRLSGSLPTSIGNFLQILLLNGNRFTGNIPNNFSG I IPPE1GHCLSLTYLDLSQN
QISGP IPQNLPKE I GFMLTSVDFSHNNFSGW I PMSATAGSYGY IAPEYAYTLKVDEKS

>0sJ_CLV1(gi |125602183)
VVGVDLSRRNLSGSLNLSGNAFAGELPPAVLLLRRLVALDVSHNLRRLEHLNLGGSFFNGS I PGEVGQLRRLRFLHLAGN
ALSGLGELTSVEHLLD I AAANVSGPLPPELGELTRLESLFLFKNR I SRLRALQVLDVSDNHLNSLSGT IPAAIGALPSLE
VLQLWNNSLAGRLPESLGASLVRLDVSTNSLSGP I PPGVCAGNRLARL I LFDNRFDSA I PASLADCSSLWRVRLEANRLG
AIRNLTYMDLSSNSLTGLEYFNVSGNLVGGALPDMAWRGLQVFAASRCGLVGELPNALGGG I PGD I GSCKRLVSLRLQHN
ELTGEIPGTVPPGFTNCLETFDVSFNHLAPAEPMSVVAGSCGY I APEYTYTLKVNEKS
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APPENDIX E: ClustalW Alignment of Gblocks Cleaned of Orthologous RPK1

At REL1 At1gd8480

At RLK902 A3g17840
At IRRI_At5gl6390_
0s] MARK =i108710729_
Zm MARK gi|162459881
OsI RIL 2 gif15128407_
OsT RLL 3 gil115464500
At TME At3g58300_

At RLK Atdg23740

OsJ RIL 1 gi[7573610_
Os] RPK1 gi|53792194
Osl_RPK1

Omif RPK1

At TMEL1 _At3g24660
Clustal Consensus

At REL1 At1g48480

At RLK9(02 At3gl7840
At IRR1 Atigl6590
0sI MARK gil108710729
Zm MARK 162430881
Os] RLL 2 gil15128407_
OsJ RIL 3 gil115464509
At TMK. At3g38300_

At RLK Atdg23740

Os] RLL 1 gil7573610_
Os]_RPK1_g53792194
Osl_RPK1

Omf RPK1

At TMELL_ At3g24660
(Clustal Consensus

At REL1 At1gd8480_

At RLK902 At3gl7840
At IRR1_At5gl6390_
0s] MARK gi[108710729
Zm MARK gi162450881
0s] RLL 2 gil15128407_
0s] RLL 3 gil113464500
At TMK At3g58300_

At RIK Atg23740

Os] RLL 1 gi7573610_
0s] RPKI g53702194
0sl RPK1

Omf RFK1

At TMKL1 A3g24660
Clustal Conzensns

At REL1 At1gd8480_

At RLK902 Atigl7840
At IRR1_At5gl6390_
0s] MARK gi[108710729_
Zm MARK gi162459881_
Os] RLL 2 gil15128407_
0s] RLL 3 gi1154643500
At TME At3g58300

At RLK Ardg23740

Os] RLL | gi7573610_
0Os] RPK1 gi|33792194
0sI RPK1

Onif RFE1

At TMKL]_At3g24660
Clustal Consensus

Amino Acid Sequences

i n kLl 4 B L2
RVTALRLPGVALSGDIPEGIFLTQLRTLSLRL- - -NLSGSLPEDLSTSSNLRHLYLQGNR
RVTALRLPGETLSGHIPEGIFLTQLRTLSLRL- - -NLTGSLPLDLGSCSDLRRLYLQGNR
RVTALRLPGVGLSGPLPIAIGLTKLETLSFRF---NLNGPLPPDFANLTLLRYLYLQGNA
RVAVLRLPGAALAGRVPEGTLLTALHTLSLRL- - -NLAGALPGDLTSAAALRNVFLNGNR
RVAVLRLPGATLSGAVPAGTLLTALHTLSLRL- - -NLSGALPADLASAAALRNVFLNGNR
RVOTLRLPAVGLFGPLPSDTLLDALEVLSLRS- - -NITVDLPPEVGSIPSLHSLYLQHNN
RVRELRLPAVGLFGPIPSDTLLDALQVLSLRS- - -NLTISLPPDVASIPSLHSLYLQHNN
SVHALRLPGIGLLGPIPPNTLLESLRILSLRS---NLSGNLPPDIHSLPSLDYIYLQHNN
RITAVRLPGVGLNGQIPPNTILSALRVLSLRS---NISGEFPEDFVELEDLAFLYLQDNN
RVVALRLPGLGLSGPVPRGTLLTALQVLSLRA- - -NLSGEFPEELLSLASLTGLHLQLNA
TVVQVRLPGVGLIGAIPPGTLLTNLQVLSLRS- - -NILGGIPDDVLQLPQLRLLFLQNNL
TVVQVRLPGVGLIGAIPPGTLLTNLQVLSLRS- - -NILGGIPDDVLQLPQLRLLFLQNNL
TVVQVRLPGVGLIGAIPPGTLLTNLQVLSLRS- - -NILGGIPDDVLQLPQLRLLFLQNNL
--SPLQCSDLSSP-QWTINTSLFNDLHLLSLQLPSANLTGSLPREIGEFSMLQSVFLNINS

i . i S A ® . %

*_ **-_- 3

b i L] 100 110 110
FSGEIPLVRLNLASNSFTGEISSGFTNLTLETLFLENNQLSGSIPLNGSIPENLQRFESD
FSGEIPLVRLNLAENEFSGEISSGFEKENLTLETLYLENNKLSGSLLLNGSIPESLQKFDSD
FSGEIPIIRINLAQNNFLGRIPDNVNSATLATLYLQDNQLTGPIPLNGSIPDPLSGMPRT
LSGEFPLVRLAIGGNDLSGSIPPALGNLTLKVLLLENNRFSGEIPLNGSIPATLRTMERS
LSGGFPLVRLSLGGNDLSGPIPAELGSLTLRVLLLENNRFSGEISLNGSIPASLRSQPRS
LSGIIPLTFLDLSYNTFDGEIPLRVQNLTLTALLLQNNSLSGPIPLSGPIPPSLQRFPAN
LSGITPLTFLDLSYNSFDGEIPLEVQNITLTALLLQNNSLSGPIPLSGPIPPSLQEFPAS
FSGEVPLNILDLSENSFTGEIPATFQNLELTGLSLQNNKLSGPVPLNGSIPSALGGFPSS
LSGPLPLTSVNLSNNGFNGTIPSSLSRLEIQSLNLANNTLSGDIPLAGPIPDWLRRFPES
FSGALPLQVLDLSENGFNGTLPAALSNLTLVALNLSNNSLSGRVPLDGPVPTSLLREFNDT
LSGAIPLERLVLSSNNLSGPIPFTLNNLTLRALRLDGNELSGNIPLNGSIPASLARFPAE
LSGAIPLERLVLSSNNLSGPIPFTLNNLTLRALRLDGNELSGNIPLNGSIPASLARFPAE
LSGAIPLERLVLSSNNLSGPIPFTLNNLTLRALRLDGNELSGNIPLNGSIPASLASFPAE
LSGSIPLSDVDLSGNALAGVLPPSIWNLCLVSFEKIHGNNLSGVLPFSGEFPEFITRFEGV
xS 2 : SRR " 5 . ¥ T i o - * ®

¥

130 140 150 160 170 180
SFLQFDLEDLLRASAEVLGEGTFGTAYKAVLDAVIVVAVERLEKDVMMADKEFKEKIELVG
SFVGFDLEDLLRASAEVLGEGTFGTAYKAVLDAVTLVAVERLKDVTMADREFEKEKIEVVG
AFLGFDLDGLLEASAEVLGKGTFGSSYKASFDHGLVVAVERLRDVVVPEKEFREKLQVLG
AFLGFDLEDLLRASAEVLGKGAFGTTYEAVLESGATVAVERLEDVTLTEPEFRDRIADIG
AFLGFDLEDLLRASAEVLGKGAFGTTYKAVLESGATVAVEKRLEDVTLSEAEFRERISEIG
SFLGFDLEDLLRASAEVLGEGSYGTTYKAVLEDGTTVVVERLKEVVVGEKDFEQQMEIVG
SFFGFDLEDLLRASAEVLGEGSYGTTYKAVLEDGTTVVVEKRLKEVVAGEREFEQQMEIIG
SFSGFDLEDLLRASAEVLGEGSYGTAYRAVLEESTTVVVEKRLKEVAAGKREFEQQMEIIS
SYTGFDLEDLLRASAEVLGEGTFGTTYKAVLEDATSVAVEKRLEKDVAAGERDFEQQMEIIG
AFAGFDLEDLLRASAEVLGKGAFGTAYRAVLEDATTVVVERLKEVSAGRRDFEQQMELVG
DFAGFDLEDLLRASAEVLGEGSVGTSYEAVLEEGTTVVVERLEDVAVARREFDAHMDALG
DFAGFDLEDLLRASAEVLGEGSVGTSYKAVLEEGTTVVVEKRLEDVAVARREFDAHMDALG
DFAGFDLEDLLRASAEVLGEGSVGTSYEAVLEEGTTVVVKRLEDVAVARREFDAHMDALG
KSLDLTLDDVLNATGQVMEKTSYGTVYKAKLSDGGNIALRLLREGTCEDRSSCLPVIRQL

- % . - ® ¥ . - % . * - * - .0k . . . .

180 0 i m 0 un
HENLVPLRAYYFSRDEKLLVYDFMPMGSLSALLHGNRGRSPLNWDVRSRIAIGAARGLDY
HENLVPLRAYYYSGDEKLLVYDFMPMGSLSALLHGNKGRPPLNWEVRSGIALGAARGLDY
HANLVTLIAYYFSRDEKLVVFEYMSRGSLSALLHGNKGRSPLNWETRANTALGAARAISY
HEFIVPLRAYYYSKDEKLLVYDFMPMGSLSAVLHGNRGRTPLNWETRSSIALAAARGVEY
HEFIVPLRAYYYSKDEKLLVYDFMPMGSLSAVLHGNVGRTPLNWDLRSSIALAAARGVEY
HONVVPLRAYYYSKDERLLVYDYIPSGSLAVVLHGNKGEKAPLDWETRVREISLGVARGIAH
HONAVQLRAYYYSKDEKLLVYDYMTPGSLCAALHGNRGRTTLDWATRVEISLEAARGIAH
HPSVVPLRAYYYSKDEKELMVCDYYPAGNLSSLLHGNREKTPLDWDSRVEITLSAAKGIAH
HENVVELEKAYYYSKEDEKELMVYDYFSRGSVASLLHGNRNRIPLDWETRMEIAIGAAKGIAR
HANVAELRAYYYSEKDEKLLVYDFYSRGSVSNMLHGKRDRTPLNWETRVRIALGAARGIAH
HRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGETPLDWDARMRSALSAARGLAH
HRNVLPVRAYYFSKEDEELLVFDYLPNGSLSAMLHGSRGETPLDWDAQMRSALSAARGLAH
HRNVLPVRAYYFSEDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDARMRSALSAARGLAR
HENLVPLRAFYQGKGEKLLIYDYLPNISLHDLLHESKRKPALNWARRHEKTALGIARGLAY
% B S 2 " E . | O ] i =" % E

%k . -
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At RELI Atlgi8480_
AfRIKO0) Arigl 7840
At TRRI_Atgl6300_
Os] MARK_gi108710729_
Zm MARK gi[162439881
OsT RIL 2 15128407

OsJ RLL 3 gi115464500

At TME At3g58300_
At RLK Ardg23740
OsJ RI_L 1 gi[7573610_
Os] RPK1 g|33792194
OsI_RPKl

Onuf RPK1

At TMELL _At3g24660
Clustal Consensus

At RKL1 Atlgd8480
At RLK902 Ar3gl78d0
A# LRR1 Atjgl6390
OsJ MARK 9:1\1[)8"1{)"’9
Zm MARK gi162439881
OsJ RIL 2 21151’840'
OsJ RI_L 3 2!113464‘09
Af TME -\t“g58300
At RLK Ardgl3Td0
OsJ R.LL g "5"3610
OsJ_RPKl _g1|\3f9? 94_
0s] RFKI

Onuf RPK1

At TMELL_ At3g24660
Clustal Conzensus

po) L} m B0 m R0
LHHGNIKSSNILLTKSHDAGYRAPEVTIDPRKRVSQKGDVYSFGVVLLELITGKAPDLPRWYV
LHHGNVESSNILLTNSHDAGYRAPEVTDPRRVSQKADVYSFGVVLLELLTGKAPDLARWYV
LHHGNIKSSNILLSESFEAGYRAPEVTDARKISQKADVYSFGVLILELLTGKSPDLPRWV
[HHGNIKSSNVLLNKSYQAGYRAPEVTDPRRVSQKADVYSFGVLLLELLTGKAPDLPRWV
[HHGNIKSSNVLLGKSYQAGYRAPEVIDSRRVSQKADVYSFGVLLLELVIGKAPDLPRWV
LHHGNLESSNILLSQNLDGGYRAPEVLETKKPTQKSDVYSFGVLVLEMLTGKAPHLPRWY
LHHGNIKSSNILLSQGLSAGYRAPEVLETKRQTQKSDVYSYGVLLLEMLTGKAPHLPRWV
LHHGNIKSSNVIMKQESDAGYRAPEVMETRKHTHKSDVYSFGVLILEMLTGKSPDLPRWV
[HHGNIKSSNIFLNSESNGGYRAPEVTDTRKSSQLSDVYSFGVVLLELLTGKSPHLVRWV
[HHGNIKASNVEFLNNQQYGGYCAPEVTDSRKASQCSDVYSFGVFILELLTGRSPHLVRWY
LHHGNVESSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWV
LHHGNVESSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWV
LHHGNVESSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLERWV
lHHGhIRSKNELVDDFFFRGSK&PELHKMKKCNPRSDVY&FGILLLEILMGKKPDIPSL\

:***t::: l:rs ***: .***:*:.. *.
i n K] R} 3
KSVARDEWRREVFDSELLSEMMAEMVQLGLECTSQHPDQRPEMSEVVREME
HSVAREEWRNEVFDSELMSEEMAEMLQLGIDCTEQHPDERPVMVEVVRRIQ
SSITEQQSPSDVFDPELTRENMIRLLNIGISCTTQYPDSRPTMPEVTRLIE
QSVVRSEWTAEVFDMELLREQMVQLLQLAIDCVAQVPDARPSMPHVVLRIE
QSVNRSEWGSLVFDMELMREPMAQLVLLAMDCTAQVPEARPSMAHVVMRIE
QSVVREEWTAEVFDVDLLRDEMVQMLQVAMACVAAPPDQRPEMDEVIRRIV
QSVVREEWTSEVFDADLLRDEMVQMLQLAMACVAIVPDQRPRMEEVVRRIE
QSVVREEWTSEVFDIELMREEMVQMLQIAMACVAQVPEVRPTMDDVVRMIE
HSVVREEWTAEVFDIELLREEMVEMLQIAMSCVVKAADQRPEMSDLVRLIE
QSVVREEWTAEVFDVELMREEMVEMLQIAMACVSRTPERRPEMSDVVRMLE
QSVVREEWTAEVFDVELVREEMVALLQVAMACVATVPDARPDAPDVVRMIE
QSVVREEWTAEVFDVELVREEMVALLQVAMACVATVPDARPDAPDVVRMIE
QSVVREEWTAEVFDVELVREEMVALLQVAMACVATVPDARPDAPDVVRMIE
K%%\LEETTHEVFDLEAMKEGL\HALKLqﬂGCCKP\TT\RPSMEEVVKQLE

* F &

Figure A.1: ClustalW alignment of Gblocks cleaned of orthologous RPK/ amino acid

sequences. At LRR1 (At5g16590), At RKL1 (At1g48480), At RLK (At4g23740),

At RLK902 (At3g17840), At TMK (At5g58300) and At TMKLI (At3g24660) from

Arabidopsis

thaliana;

Os] MARK (gi:108710729), Osl RPKI,

OsJ RPK1

(g1:18677097), OsJ RLL1 (gi:7573610), OsJ RLL2 (gi:15128407) and OsJ RLL3

(g1:115464509) from Oryza sativa; Oruf RPK1 from Oryza rufipogon; Zm MARK

(g1:226498594) from Zea mays.
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APPENDIX F: ClustalW Alignment of Gblocks Cleaned of Orthologous CLV1

Gm CLL3 gi9651943_
Gm CLL4 219651945
At BAMI At5g63700_
Os] RLLI_gi31743227
At BAM Auig0270 ~

Vv CLLY 275424960
Pt CLLI g 224085008
Pt CLL2 _31274061985_
Vi CLLT gi225457075

ATV -\tlz 380

G CLLI_gi25956280_
G CLL eiT329124
Mt CLLL 538372544
Ps CLL1 g{24940244
OsT FONI_gi 113396633 _
OsT CLL1 gi50726262

Os CLVI 2125602183 _
Pg_CLLI m104642235

At BAM) Af3g49670_
Clustal Conzensus

G CLL3 59651943 _
Gm_ CLLY gi9651945_
At BAMI At5g65700
OsT RLLI gi31745237_
At BAMS A0
Vi CLL3 2544960
Pt CLLI g 224085008
Pt CLL2 _g1214061981
Vi CLLD gif225457925_
ALV AtlgTS820 ~
G CLLT 53856280
Gm CLLY 739124
Mt CLL1 giS8372544_
Ps CLL1 22404044
OsT_FONT_gi 113396633 _
OsJ_CLL1 50726262

OsT_CLV1 gi125602183_
Pg_CLLI 104642235

At BAMD Ar3gd0670_
Clustal Consensus

Gm CLL3 9651943
Gm CLL4 gil9651045_
At BAMI AtSefiT00_
OsT_RLLY gi31745227_
At BAMD -\.14g207"0
Vu_CLL3 =i[225424960_
P: CLL1 2224085008
Pt CLL2 21224061983
' CH;_@EQJJSTQQJ
At CLV1 Atlg73820
Gm CLLI 9173936"80
Gan CI.L’ 7300124
Mt CILI 21|583 TI44_
Ps CLL1 24040244
04] | FONT ~pil113306633
0sJ CLLI 91‘0”"6267_

OsT CLVI_gi123602183_
Pe CLLI gi104642035

At BAM) A3gd9670_
Clustal Conzensus

Amino Acid Sequences

i 0 ] 1l 8 60
VIALNLTGLDLSGNLSLAANKFSGPIPPSLSALSGLRYLNLSNNMQNLRHLHELGGNFESG
VISLDLTGLDLSGNLSLASNKFSGPIPPSLSALSGLRFLNLSNNMOQNLRHLELGGNEFESG
VISLDLSGLNLSGNLSLAENLISGPIPPEISSLSGLRHLNLSNNLTQLRHLHLGGNYFAG
VVGLDVSGLNLSGRLSVGANAFSGPIPASLGRLQFLTYLNLSNNMPLLRHLELGGNEESG
ITRLDLSNLNISGFLDISSNSFSGELPKEIYELSGLEVLNISSNLTRLEHLDLGGNYEDG
VVSLDISNSNISGNLSVCGNNLAGSFPPEIHKLSRLQYLNISNNLPELKHLDFGGNYESG
VVSLNVSFRHLPGNLTLSGNNLTGGFPVEIAMLTSLRILNISNNLENLKHVELGGNFESG
VVSLNLSFRHLPGNLTLANDNLTGELPAEIAMLKSLRILNISGNLKKLKHLHLGGNFESG
VVSLNLSFVILFGNLTLACDNLTGKLPMEMAKLTSLELVNLSNNLEKLKHMHLGGNYESG
VISLNVSFTPLFGNLTLAANNFTGELPLEMKSLTSLEVLNISNNLKKLKYLSFGGNFESG
VVAINVSFVPLFGNLTVSQNNLTGVLPRKELAALTSLKHLNI SHNLEKLKYLKLDGNYESG
VVAINVSFVPLFGNLTVSQNNLTGVLPKELAALTSLKHLNI SHNLEKLKYLKLDGNYESG
VIALNVTQVPLFGSLTITMDNLTGELPTELSKLTSLRILNISHNLMKLKYLSFAGNFESG
VITLNVIQVPLFGRLIITMDNLTGELPFEISNLTSLKILNISHNLKELTILCLAGNYFTG
VVAINLTALPLHSNLTIAACCLPGHVPLELPTLPSLRHLNLSNNHARLRYLHLGGNYFTG
VVGVDLSRENLSGSLNLSGNAFAGELPPAVILLLRRLVALDVSHNLRRLEHLNLGGSFENG
VVGVDLSRRENLSGSLNLSGNAFAGELPPAVLLLRRLVALDVSHNLRRLEHLNLGGSFENG
VEEVDLSNTNIIGKLPLADNYVNGSIPADLRRCRELGYLDLSQSLLELQVLNLVFNLLNT
AIRLNHSVIPVSVSLPFSVGDWRGVSTFSGARPLVLAKVKLRAELVDEEIVHFEERDEAG

* ; *

n o 0 100 1 120
PPEYGRWQRLOQYLAVSGNELDGIGNLTSLRELLDVAYCALSGEIPAALGKLQKLDTLF
PPEYGRWQRLOYLAVSGNELEGIGNLSSLRELLDAAYCGLSGEIPAALGKLQKLDTILF
PPSYGSWPVIEYLAVSGNELVGIGNLTTLRELFDGANCGLTGEIPPEIGKLQKLDTLF
PPEYGRWGRMQYLAVSGNELSGLGNLTSLRELLDAANCGLSGEIPPELGKLQNLDTILF
PRSYGSFLSLKFLSLSGNDLRGLANITTLVQLLDLANCSLEGSIPAELGNLENLEVLF
PENYGGMVQLTYLSLAGNDLGGLGNLTNLERLLDLSSCGLEGPIPPELGNLKHLDTILF
PEEYSEILSLEYLGLNGNALSGLSRLENLKSLLDMASCNLDGEIPSALSQLTHLHSLF
PEEYSEIMILEFLGLNGNDLSGLSKLENLKSLLDMGSCNLNGEIPSTLGQLTHLHSLF
PDVFSDIHSLELLGLNGNNLSGLVRLSNLQGLLDLGSCNLTGEIPPSLGRLEMLHSLF

PESYGDIQSLEYLGLNGAGLSGLSRLENLREMLDMASCTLTGEIPTSLSNLEHLHTLF
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SIPESYSEFKSLEFLSLSTNSLSGLSKLKTLRYLLDLSSCNLSGEIPPSLANLTNLDTILF
TIPESYSEFQKLEILRLNYNSLTGLSKLEMLKELLEISNANLTGEIPPSLGNLENLDSLF
TIPESYSEFQKLEILSINANSLSGLSKLEKTLEELLEVSNCNLTGEIPPSFGNLENLDSLF
AIPDSYGDLAALEYLGLNGNTLSGLSRLTRLREMLDMSSCNLTGPVPPELGRLQRLDTLF
SIPGEVGQLRRELRFLHLAGNALSGLGELTSVEHLLDIAAANVSGPLPPELGELTRLESLF
SIPGEVGQLRRLRFLHLAGNALSGLGELTSVEHLLDIAAANVSGPLPPELGELTRLESLF
TIPPFLGNLPNLLQFNLAYNPFTGLGNLTKLOQNLLDLSINRLSGSIPESITKLDKVAQIE
TACVPVYVMLPLGVIDMNSEVVEPLDQLRTLESVMVDCWWGIVESHTPQVYNWSGYKELF
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LQTNELGNMTSLKTLDLSNNFLNRLHGEIPEFVSELPDLQILKLWHNNFTGKIPSKLGSN
LOTNQLGNLSSLEKSLDLSNNGLNKFHGEIPHFIAELPELEVLELWQNNFTGTIPSKLGRN
LOQVNNLSGLISLEKSLDLSINNLNKLHGPIPEFFGDFPNLEVLQVWGNNFTFELPQNLGRN
LQFNNLSGLISLKSLDLSINNLNKLHGPIPDFVGDFPNLEVLQVWGNNFTFELPKQLGRN
LOQLNQLSGLVNLKSLDLSNNVLNQLRGRIPEFIGDLPNLEVLQVWENNFTFELPERLGRN
LHINNLSGLVSLKSLDLSINQLNNLYGQIPEAIGELPKLEVFEVWENNFTLQLPANLGRN
LQINNLSAMVSLMSLDLSINDLNNLRGSVPSFVGELPNLETLQLWDNNFSEVLPPNLGQN
LQINNLSAMVSLMSLDLSINDLNNLRGSVPSFVGELPNLETLQLWDNNFSEVLPPNLGQN
LQMNNLSSMRSLMSLDLSINGLNELRGSIPAFIGDLPNLETLQVWENNFSFVLPQNLGSN
LOMNNLSSMESLMSLDLSNNALNKFRGSIPAFIGDLPNLETLQVWENNFSEVLPQNLGSN
LQWNRLGDLSSLASLDLSVNDLNHLRGSIPDFVAGFAQLEVLQLWDNNLTGNIPAGLGEN
LFENRISRLRALQVLDVSDNHLNSLSGTIPAATGALPSLEVLQLWNNSLAGRLPESLGAS
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LYQNLLGELKALKRFDASMNMLNDLVGEIPPGLGSFASLTELKLFSNRLTGRLPESLGRY
OMIRELLKIQVVMSFHECGGNVDDVHIQIPEWVREIGQSNPDIYFTDSAGRRNTECLIWG
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LNLVDLSSNELTGTLPPNMCSGNKLETLITLGNFLFGSIPDSLGKCESLTRIRMGENFLF
LQLLDLSSNRLTGTLPPELCAGGKMHTLIALGNFLFGAIPDSLGECKSLSRVRLGENYLF
LIEIDLSTNELTGLIPESLCFGRRLKILILENNFLFGPLPEDLGQCEPLWRFRLGQNFLI
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LMYLDVSYNHLTGLVPRDLCKGGKLKTLILMNNFFIGSLPEEIGQCKSLLKIRIICNLEF
LENLDVATNHLTGTIPRDLCKGGKLLTLILMENYFFGPIPEQLGECKSLTRIRIMENFEF
LIKLDVSDNHLTGLIPKDLCRGEKLEMLILSNNFFFGPIPEELGKCKSLTKIRIVENLLF
LEFFDVIKENHFTGLIPRDLCEKSGRLQTIMITDNFFRGPIPNEIGNCKSLTKIRASNNYLF
LEFFDVIENHFTGLIPRDLCKSGRLQTIMITDNFFRGPIPNEIGNCEKSLTKIRASNNYLF
FIYFDVTIENHLTGLIPPELCEKSKKLKTFIVIDNFFRGPIPNGIGPCKSLEKIRVANNYLF
FIFFDVTENHLTGLIPPDLCKSKKLQTFIVIDNFFHGPIPKGIGACKSLLKIRVANNYLF
LKTLDLATNHLTGPIPADLCAGRRLEMLVLMENGLFGPIPDSLGDCKTLTRVRLAENFLF
LVRLDVSTNSLSGPIPPGVCAGNRLARLILFDNRFDSAIPASLADCSSLWRVRLEANRLG
LVRLDVSTNSLSGPIPPGVCAGNRLARLILFDNRFDSAIPASLADCSSLWRVRLEANRLG
LQALDIADNLLSGSLPPDLCENKKLEILSIFENNVFAGNIPESLGTCTSLNRVRLGGNKEFW
IDKQRVLRGRTALEVYFDYMRSFRVEFDEFFEEKRIIPEIEVGLGPCGELRYPSYPAQEGW
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GLPKLTQ\ELQDNHLSGLGQITLS\NQLSG%LSPSIGNF\QKLLLDGLWFTGRIPNKESG
GLPELTQVELQDNYLSGLGQITLSNNQLSGVLPPSIGNFVQKLILDGNMFTGRIPNKESG
GLPRLTQVELQDNYLSGLGQISLSNNQLSGPLPPAIGNFVQKLLLDGNKFQGPIPNLESG
ELPKLTQVELQDNLLTGLGEISLSNNQLTGALPASIGNFVQKLLLDRNSFSGVVENALEG
YLPNLSLLELQNNFLTGLTQINLSNNRLSGPIPGSIRNLLQILLLGANRLSGQIPNNESG
YLPQLSLMELQNNYLTGVGQLNLSNNRLSGSLPTSIGNFLQILLLNGNRFTGNIPNNESG
NLPLATLVELSNNLFSGLGLLSVSNNRITGKIPPAIGNLLQTLSLDTNRLSGEIPNNIRG
NLPLVTQIELSHNYFSGLGSLSVSDNRITGRIPRAIGNLLQFLSLEMNRLSGEIPNNISG
NLPLVNMLELDDNLFTGLGIFTVSNNLITGKIPPAIGNLLQTLALQINRFSGEIPNNLSG
NLPLVTIIELTDNFFSGLDQIYLSNNWESGEIPPAIGNFLQTLFLDRNRFRGNIPNNITG
KLPSVTIIELANNRFNGLGILTLSNNLFSGKIPPALENLLQTLSLDANEFVGEIPNNLTG
KLPSVTIIELANNRFNGLGILTLSNNLESGRIPPALENLLQTLSLDANEFVGEIPNNLTG
QLPSVQIIELGNNRFNGLGNLALSNNLFTGRIPASMENLLQTLLLDANQFLGEIPNNLTG
QMPSVTIIELGNNRFNGLGILTISNNLFTGRIPASMENLLQTLWLDANQFVGEIPNNLTG
NLPQANMVELTDNLLTGIGMLLLGNNGIGGRIPPAIGNLLQTLSLESNNFSGALPNALTG
ATRNLTYMDLSSNSLTGLEYFNVSGNLVGGALPDMAWRGLQVFAASRCGLVGELPNALGG
AIRNLTYMDLSSNSLTGLEYFNVSGNLVGGALPDMAWRGLQVFAASRCGLVGELPNALGG
GLPHISLLELKDNNFEGLSQLVINGNTFTGSLPTEIGELLSEITASNNFLTGALPNQLSG
KYPGIGEFQCYDEYLMNKEAAEVRGHSFWGRGPDNTETYSTPHGTGFFRDGGDYDNWY SR
- . - . . & * *
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PI%PE[SQCKLLTFLDLSR\ELSGDIPGSIPS5ISSMLTS\DESYVNLSGLVPMS%I&GS
PIVPEISQCKLLTFLDLSRNELSGDIPGGIPSSISSMLTSVDFSYNNLSGLVPMSATAGS
RIAPEISRCKLLTFVDLSRNELSGEIPGSIPGSISSMLTSLDFSYNNLSGLVPMSATAGS
GVPPEIGKCRLLTYLDLSRNNISGKIPGEIPPSIATMLTAVDESYNNLSGLVPMSATAGS
KFPPEFGDCMSLTYLDLSHNQISGQIPQSLPNELGYMLTSADFSHNNFSGSVPMSSIAGS
IIPPEIGHCLSLTYLDLSQNQISGPIPQNLPEEIGFMLTSVDFSHNNFSGWIPMSATAGS
EIPASISHCTSLTSVDFSQNSLSGEIPGQLPGEIGYMLTSLNLSYNNLFGRIPMSISVAGS
EIPASMFHCTSLTSVDFSQNSISGEIPGQLPSEIRYMLTTLNLSYNNLFGRIPMSSTAGS
EIPACIVSCTSLTSIDFSQNSLNGEIPGQIPSEIKSMLTTLDLSYNDFSGVIPMSSTAGS
GIPDSISRCSTLISVDLSRNRINGEIPGSIPTGIGNMLTTLDLSFNDLSGRVPMSSIAGS
PIPTTLTRCVSLTAVDLSRNMLEGKIPGPVPEEIRFMLTTLDLSNNNFIGKVPMSSTAGS
PIPTTLTRCVSLTAVDLSRNMLEGKIPGPVPEEIRFMLTTLDLSNNNFIGKVPMSSTAGS
GIPKTVTQCSSLTAVDFSREMLTGEVPGKIPDEIRFMLTTLDLSYNNETGIVPMSSTAGS
VIPTTVSQCRSLTAVDFSRNMITGEVPGLIPDEIRFMLTTLDLSYNNFTGIVPMSSIAGS
ATPDELIRCASLAAVDLSRNGFSGEIPGELPPEMSNMLTTLDVSYNSLSGPVPMSATAGS
GIPGDIGSCKRLVSLRLQHNELTGEIPGTVPPGETNCLETFDVSFNHLAPAEPPSRTATS
GIPGDIGSCKRLVSLRLQHNELTGEIPGTVPPGFTNCLETFDVSFNHLAPAEPMSVVAGS
ELPAEISSCKQLGEINLSKNQFSGSIPGLIPSEFGNLLNTFDVSNNRLSGAVPMSATAGS
VLIDHGDRVLAMANLAFEGTCIAAKLSHEWWYKTASHALTAGFYNSSNRDGYGPERFLERM

L #
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Gm CLL3 9651943  YGYIAPEYAYTLKVDEKS
Gm CLL4 m9651%45  YGYIAPEYAYTLKVDEKS
At BAMI Atgf3700.  YGYIAPEVAYTLKVDEKS
Os] RILI @31743227  YGYIAPEYAYTLKVDEKS
A BAMG AMg2020.  YGYIAPEYAYTLRIDEKS
Vv CLL3 g225424960 YGYIAPEYAYTLKVDEKS
Pt CIL1 gif224085908.  YGYIAPEYAYTLKVDEKS
P (112 gi?24061985.  YGYIAPEYAYTLKVDEKS
Vv CLL2 gi225457925  YGYIAPEYAYTLEKVDEKS
At CLVI Atlg73820_ YGYIAPEYAYTLEVDEKS
Gm CLLI 23036280  YGYIAPEVAYTLKVDEKS
Gm CLL2 g7329124  YGYIAPEYAYTLKVDEKS
Mt CLLI gi3837254  YGYIAPEVAYTLKVDEKS
Ps CLLI g2404024  YGYIAPEYAYTLKVDEKS
Os] FONI gi113396633 YGYIAPEYAYTLRVDEKS
OaJ CLLL 30726262 SPATSSSTTTWRHASPTS
Os] CLVI 123602183 CGYIAPEYTYTLKVNEKS
Po CLLI gil4642235  YGYIAPEYAYTLEVNEKS
At BAM) Af3gl0870.  HGEAVPDLGLAPGTQETN
(lustal Consensus .. Lo

Figure A.2: Clustal W alignment of Gblocks cleaned of orthologous CLV1 amino acid
sequences. At BAMI (At5g65700), At BAM2 (At3g49670), At BAM3 (At4g20270)
and At CLV1 (At1g75820) from Arabidopsis thaliana; Gm_CLL1 (gi:25956280),
Gm_CLL2 (gi:7329124), Gm_CLL3 (gi:9651943) and Gm_CLL4 (gi:9651945)
from Glycine max; Mt CLV1 (gi:58372544) from Medicago truncatula; Os] CLLI1
(g1:50726262), OsJ CLV1 (gi:125602183), OsJ FONI1 (gi:113596633) and
OsJ RLLI1 (gi:31745227) from Oryza sativa; Pg_CLL1 (gi:104642235) from Picea
glauca; Ps CLL1 (gi:24940244) from Pisum sativum. Vv_CLL1 (gi:225424960)

from Vitis vinifera.
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APPENDIX G: DNA Sequences of pPANDA_CLV1 and pANDA_RPK1 Inserts

>pENTR/D-TOPO containing putative CLV1
CACCAGTGAACGAGAAGAGCGATGTGTACAGCTTCGGTGTGGTACTATTGGAGATCCTGACGGGACGGCGGTCGGT
GGAGGCGGAGTACGGGGAGGGGAACAAC

>pENTR/D-TOPO containing putative RPK1
CACCAGGTTCTTTGGCTGCCTGTATGCCAATGCTCTGTTCTTTGCCAATTTTTTTTCTCTTCTCTTCTCTTCTTCA
GTTTCTTTTCCTGGGTATTGTTTTGTTGG

>pANDA_CLV1
CACCAGTGAACGAGAAGAGCGATGTGTACAGCTTCGGTGTGGTACTATTGGAGATCCTGACGGGACGGCGGTCGGT
GGAGGCGGAGTACGGGGAGGGGAACAAC

>pANDA_RPK1

CACCAGGTTCTTTGGCTGCCTGTATGCCAATGCTCTGTTCTTTGCCAATTTTTTTTCTCTTCTCTTCTCTTCTTCA
GTTTCTTTTCCTGGGTATTGTTTTGTTGG

143



APPENDIX H: Preliminary Yield Components

Line Oryza Oryza sativa BC,F;line 7 | BC,F5line 23
rufipogon ssp. indica cv.
MR219

Characteristic
Yield per plot 2.8 kg 5.44 kg 5.82 kg 4.81 kg
Yield per plant 31.73 gm 48.08 gm 51.25 gm 40.49 gm
Tiller per plant 39 17.38 19.11 18.66
Panicles per plant 32 17.11 18.33 17.22
Spikelet per plant 1514 2314 2400 2074

1207.0 1847.6 2014.2 1516.1

Grains per plant

Table A.l: Preliminary yield components of Oryza rufipogon, Oryza sativa ssp.

indica cv. MR219, BC,F7 line 7 and BC,F7 line 23 (Wickneswari pers. comm. 2010).

Oryza rufipogon, Oryza sativa ssp. indica cv. MR219, BC,F7 line 7 and BC,F7 line 23

were grew at three location trial over two growing seasons (Wickneswari pers. comm.

2010).
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APPENDIX I: Gene Sequences of Putative RPK1 and Putative CLV1

>Genomic DNA Oruf_RPK1 (Song et al., 2009)

ATGGCCGGCGTCGTGACGAGGGCGGTGGCGGCGGCCGTGCTGGTGGTGGTCGTGGTCGTGGCTGCTGCCGAGCTCG
TGGCCGCGGAGCCGCCGCCGAGCGAGCGGTCGGCGCTGCTGGCGTTCCTGGCGGCGACGCCGCACGAGCGGCGTCT
CGGGTGGAACTCCTCGACGTCGGCGTGCGGGTGGGTCGGGGTGACGTGCGACGCCGGGAACGCCACGGTGGTGCAG
GTGCGGCTCCCCGGCGTGGGGCTCATCGGCGCCATCCCGCCGGGGACTCTCGGCCGCCTCACCAACCTGCAGGTGC
TCTCCCTCCGCTCCAACCGCATCCTCGGCGGCATCCCCGACGACGTGCTCCAGCTCCCCCAGCTCCGCCTCCTCTT
CCTCCAGAACAACCTCCTCTCCGGCGCCATCCCGCCGGAGGTCAGCAAGCTCGCCGCCCTCGAGAGGCTCGTCCTC
TCCAGCAACAACCTCTCGGGGCCCATCCCCTTCACGCTCAACAACCTCACCTCGCTCCGCGCTCTCCGCCTCGACG
GCAACAAGCTCTCCGGGAACATCCCCAGCATCAGCATCCAGAGCCTCGCCGTCTTCAACGTCTCCGACAACAACCT
CAATGGCTCCATCCCGGCGTCGCTCGCGAGCTTCCCGGCCGAGGACTTCGCCGGCAACCTCCAGCTCTGCGGCTCG
CCGCTCCCGCCCTGCAAGTCGTTCTTCCCGTCCCCGTCGCCGTCGCCCGGGGTGAGCCCCGCCGACGTCCCCGGGG
CGGCATCCTCCTCCAAGAAGCGGAGGCTCTCCGGCGCCGCAATCGCAGGCATCGTCGTGGGCGCCGTCGTGCTGGE
GCTGCTCCTCCTCGTCGCCGCCGTGCTCTGCGCGGTGTCCAAGCGGCGGCCAGGCGCCAGCGAGGGACCGAAGAGC
ACGACGGCGGCGGCGGCGGGTGCGGGCGCCGCCGCCGCGAGAGGTGTCCCCCCGCCGGGGTCCGGCGAGGGGACGG
GCATGACGTCGTCGTCCAAGGAGGACATGGGCGGCGCGTCCGGGTCGGCCGCGGCGGCGGTGGCGGCGGTGGLCGGC
GGAGCCGAGCAGGCTGGTGTTCGTGGGGAAGGGGGCCGGGTACAGCTTCGACCTGGAGGACCTGCTGCGGGCGTCG
GCGGAGGTGCTCGGGAAGGGGAGCGTGGGGACGTCGTACAAGGCGGTGCTGGAGGAAGGGACGACGGTGGTGGTGA
AGCGGCTCAAGGACGTGGCGGTGGCGCGGCGCGAGTTCGACGCCCACATGGACGCGCTCGGCAAGGTGGAGCACCG
CAACGTCCTCCCCGTCCGCGCCTACTACTTCTCCAAGGACGAGAAGCTCCTCGTCTTCGACTACCTCCCCAACGGC
AGCCTCTCCGCCATGCTCCACGGTCAGTCTACTCTCTCTCTCTGCGTCACCGCATTGCCATTGCCAAATCGTATTT
TGGTCGCTTTCTTGCGCGGGGATTTTTCGACATGAGATCGGCATTACGCGCGAGCGGAAATCACCAAGTCCAAGAA
GCGATCGATGAGTGCGTGCGTGCATCGTAGACGCAGAAATCGTCGCGGAATTAGGCGGCATTGATGGGTGTTCGCG
AGCAAGGTAGTAGGTAGGAGCAGGAGCGAAAGCCAAAGCCTCCATGGGAGGGAAGAGGAGGACGAAATTCCCTCTC
CTCTTTTCCTCGCCATGGCGGCATGTGGACGGTGGCGTGGTGGCTCCCGCGCTTTTCCTTCTCTTTTTTTTTTATC
CCTCTCTCTTTTCTCTTTCTCGTTTATTTATTTATTTTTTTTTCGCGTCGCTTTTCTTTGATGCGGAAGTGTGTTG
TGGGTGTGGAAAGTGGTGGTGGTGGTGCGTGCGAGGGAGTGATGACTGCGAGGTTTGGGCTGTAAAGCGTCCGCGA
CGGTCTGGTCCATCCCATGCTCGCCTCACGCTGGACCGGTGCGTGCCATCACATTGGCTGCTGCTGCTACTCCGAT
ACACTTGCAGCTCTGCTGCACCTGCACCTGCAGTGACGGGTAGTAGTACTCGTAGCGTATCGTGTCGTTGCGATCA
AGCCCCGGGACCAGGTTTCACCAAACTGCCGTTTGAGATGGGTTTACCTCCACCCCACGGTTACCGCGATAACCAT
GTCGTTACCCAAAAAACCGAGCAGTAACCACGAGATATATACGGTTTTGTAAACCCAGAACAAAGTTCAGAAACGC
GCAGGTTGCTGCAAATTTGCTACGGGGACCCCCCGGGGCTCATAACCACCCATTGGCCTGGTAGTTTTTGTACTCT
TCGTGGCACCATAGTATCATCATCATCATGGGCACTTGATGCGGAGGGAGAAAAGGTGTAGTAGTAGTGCAGTACT
TTTCCTTGGGGTCCCTGGCGTGTGGGGCCCAGCTTTTTACCGTAGAGTAGAGAATGTCTAGTGCCTCTCCACTTAA
TCCTGTCCTGCTGCCTGTACATCGTGGTACAGTGTACACCCCCTGGGTGTTTAAAGGTGTGTAAAATGTTGCCACG
AATTCTAGCTGTGTGCGTGCGTAATGTGTACTGCCGGCCGGCCGGGCCTTCGTGCATAGTAGTGGTTCCCTCGAAG
TCAATATATTCTTCAATGGTAGGGCAACGAGGGAGGAGAGTTTTATTTATCCTTGTACGCTTAGCATATATTGTCG
TTGGTACAGTCCCCATCTAGCTATGACTTAGGCTGTGTTTAGATACAGCGGTGAAAAGTTTTAGCGTATTACATCG
GGGCAACATATCCTATGCACACAGGCCCTCACGTGTACACACGTGTACATCAACTAAAAAATATCACAAAAAAATC
TAGAAAAAATCATACCCATACTTTCAATTGTATTACACCTAGGGTTAAAATCTTAACGTCAAATTCATTATATTTT
AGCCGTAACAAAAAAAAACAAAAAATCTGACAGTTTTAAGGTTGTAATTTTGTCAGAATTTTATCTTTTTTGTTAT
TCTCTATGTAGAATGAATTTGAAGATGCGACTTTGCACGTAGATGTAATACTATTGAAAGTACATGTATGAATTTT
CCTAGAATTTTTTGTGATAATTTTTAGTTGGTGTACACGGTGTGTACACGCGAGGGCATGTGTGCATAGGATACGC
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TCCCTTACATCGGATATACAGACACACATTTAAAGTATTAAACGTAGACTAATAACAAAACAAATTACAAATTCCG
CCTATAAACTACGAGACGAATTTATTAAGCCTAATTAATCCGTCATTAGCAATTATTTAATGTAGCACCACATTAT
CAAATAATGGAGCAATTAGGCTTAAAATATTTGTCTCTCAATTTACACGTAATTTATGTAATTAGTTTTTTATTTT
TTTTATATTTAATACTCCATTCATGTGTCATTCGATGTGATAGGGTGACAAGTTTTTGCTTGGGAAAAATAGGACC
TTAGGAGTAGCTAGCATGCAAGATTGAGGCGCAGTAGAATAATAATGGGCAAGTGTATTGTAGTGTGTGAGTTGTCA
TCATGGACATGGGGCCATGGCCGCCTTGCTCGGCTACTACGTGCGCCTTCATGGCTTCGGCGTGGCGTGGCTTGGC
TTGGCTAGGCTTCACCAGAATCCGTGAGATTATTGCGGAGCTGTTCGTGCGGCCGGCCGCGACACGGGGTTGACGC
CGTGTTGTGGTGTGTGTGCGTGTGTGTGTTTGCCTCACCTGATCGGGCTCCTTAATTGCCTGCGCTTAAACGTACC
CCCAACTCCCTGGAAAACGACGGTTGATAGTTGAATCGATGAACTCGTAAACAGTCGAGGTGGTTGCCTGTTAGTG
TCCATCACTGTCTTGGCGTCCTAATCCTCTGGCTCCGTTTCTCCCAGAGAAAAAACAGTTAAAATTTGGAGCTGCA
GCCTGTATCAGCTGGAGTGCTGTAGAGCCTTGAGAGTGTTCACAGATATCAAAGTTGAGAGAATGTGGTTTTTGAG
TTGGGTTGGGATCGGACTGCCAGTGGCAACAACTCTGCACTACGGCTTGCTGGTAATTCAGAGAAGGGTCACAAGA
GCAATTGCAGTTGCACATGCATGTTCTTGCTCGCCTGGCCTCCAATTGCAGGGTACTATAGCTATAGTAGGTCCAT
GGCACCGGTCAGTGCTGCCACCCACATATGTGTAACCAGTGCCCTCTGCTACCTGCTCGTCAATGTTCTCCACTAC
TTGACAAGAGAGTAGAGACCACAGCTTTGCTTTTGGATCTTGCCCAGTGGGTTAGCAAGCTCACTTGCTCATCAGC
TCTATTTGCCTAATTGCTCGGCAATGTTTTGAAAACACTTGGCAGAAAAATTCAGTTTTGCACATTTAGAAATGAT
GATGCATACTCTATTGCTGTAGGATCAGTCGCACCATTGATTTTCTCCTTGCTTTTACTAGACAAGAAGCTAACAA
TTCGGTGTGTTTGCTGGTCTGTAATGTACTAGGCTACCTAACAGATATGCTTAATTGATGGCCAGATGAACAGCTA
ATAGTCTATTTATAGTAGTACTTGCTAGGATGCAATCTATGTAATGCACTGATATATTTATTCTCTTCTTTAGTAG
ACCTACTGAACCAACTATTGCGCTGATTGATTAGTCGTGTGCTTGTTTGTGCTGTCCAACTGTACTTAACCAATGA
AGATGTCTTGTCCTCTTGCAATGCATAGCCTGCAACAGTCACCCCATCCCATGCATGCAAGTTAGCACTACATTTT
TTGTTTAAGACATACTACTTGTTTGTTACTCCCGATTTCTTTAACAGTGACCAACTCTGGACCAGTCCAAGATGAG
ATTTTTATTCACCCCATCAATAAAAATATCAACCTTCTCTGTCTATCCTTACCAAGAATCCAATACAACAACCAGG
AGTATTCTGCGATTTCAACCAAGTGATGGCAGCAAATTTTCTCTTGTGGAGGATCACTAATTATATTTTTTTATTG
TTATTTCCTTGCAACATTCACCAAAGATCATGGTGGAATGTAAATGCATTCTTCCATTGGTAATTGGATGGTAGTA
CTATGGCAGAGTTATTTTCAGTCTTTCATTTTTACAGATACTCATTGCATTAAGTTTGGAGGTGTTTGATTGGAGA
ATGCCAGAATGTAAATTTCTCACCGGAGTTGTGTTTTCTTTTTTGCCCAGGGAGCCGGGGGTCCGGCAAGACGCCG
CTGGACTGGGACGCGCGGATGCGGTCGGCGCTGTCGGCGGCGCGCGGGCTGGCGCACCTGCACACGGTGCACAGCC
TCGTGCACGGCAACGTCAAGTCCTCCAACGTCCTGCTCCGGCCGGACGCCGACGCGGCGGCGCTCTCGGACTTCTG
CCTCCACCCGATCTTCGCGCCGTCGTCGGCGCGCCCGGGCGCCGGCGGGTACCGCGCGCCGGAGGTGGTGGACACG
CGGCGGCCGACGTACAAGGCGGACGTCTACTCCCTCGGCGTGCTCCTCCTAGAGCTCCTCACCGGCAAGTCGCCGA
CGCACGCGTCCCTGGAAGGGGACGGCACGCTGGACCTCCCACGGTGGGTGCAGTCCGTGGTGCGGGAGGAGTGGAC
GGCGGAGGTGTTCGACGTCGAGCTGGTGCGGCTCGGCGCGAGCGCGGAGGAGGAGATGGTGGCGCTGCTCCAGGTG
GCCATGGCGTGCGTCGCCACCGTGCCCGACGCGCGGCCCGACGCCCCCGACGTGGTCAGGATGATCGAGGAGATCG
GCGGCGGCCACGGCCGGACGACGACGGAGGAGAGCGAGGAGGGCGTGCGGGGAACGTCGGAGGAGGAGCGGTCGCG
GGGCACGCCTCCGGCCGCCCCGACGCCGTGA

>ORF_Oruf_RPK1

atggccggcegtcgtgacgagggcggtggeggcggeggtgctggtggtggtegtggtegtggetgetgecgagetceg
tggccgeggagecgecgecgagcgageggteggegetgetggegttectggeggecgacgecgcacgageggegtet
cgggtggaactcctcgacgtceggegtgcgggtgggteggggtgacgtgcgacgeccgggaacgccacggtggtgeag
gtgcggctccccggegtggggctecateggegecatcccgecggggactcteggecgectcaccaacctgecaggtge

tctccctecgetccaaccgcatcectecggecggcateccecgacgacgtgcteccagetceccccagectecgectectett
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cctccagaacaacctcctctccggegccatcccgecggaggtcagcaagetecgecgecctecgagaggetegtectce
tccagcaacaacctctcggggceccatccccttcacgctcaacaacctcacctcgetccgegetctecgectcgacg
gcaacaagctctccgggaacatccccagcatcagcatccagagcctcgecgtcettcaacgtctccgacaacaacct
caatggctccatcccggegtcgectcgegagctteccecggecgaggacttecgecggcaaccteccagetctgeggeteg
ccgctcccgecctgcaagtcgttctteccgtccccgtegecgtegeccggggtgagecccecgecgacgtececegggg
cggcatcctcctccaagaagcggaggctctecggegecgcaatcgcaggecategtegtgggegecgtegtgetgge
gctgctcectcctegtcgecgecgtgetctgegeggtgtccaagecggcggecgaggcgeccagecgagggaccgaagagce
acgacggcggeggeggegggtgegggegecgecgecgcgagaggtgtccccccgecggggtecggegaggggacgg
gcatgacgtcgtcgtccaaggaggacatgggcggcgcgtccgggtcggecgeggeggeggtggeggeggtggegge
ggagccgagcaggctggtgttcgtggggaagggggccgggtacagettcgacctggaggacctgetgegggegteg
gcggaggtgctcgggaaggggagcgtggggacgtcgtacaaggcggtgctggaggaagggacgacggtggtggtga
agcggctcaaggacgtggcggtggcgcggegecgagttcgacgcccacatggacgcgetcggcaaggtggageaccg
caacgtcctccccgtccgegectactacttctccaaggacgagaagctectegtcttcecgactacctccccaacggce
agcctctccgccatgctccacgggagccgggggtecggcaagacgccgetggactgggacgcgeggatgeggtegg
cgctgtcggeggegegegggetggegegectgcacacggtgcacagecctegtgcacggcaacgtcaagtcctecaa
cgtcctgctccggecggacgccgacgcggeggegctecteggacttetgectccaccecgatettecgegecgtegteg
gcgcgeccgggcgecggegggtaccgegegecggaggtggtggacacgecggecggccgacgtacaaggecggacgtct
actccctcggcgtgctcctcctagagctcctcaccggcaagtcgeccgacgcacgcgtceccctggaaggggacggceac
gctggacctcccacggtgggtgcagtcecgtggtgcgggaggagtggacggcggaggtgttcgacgtcgagetggtg
cggctcggcgcgagcgcggaggaggagatggtggcgetgctecaggtggecatggegtgegtcgecaccgtgeccg
acgcgcggcccgacgcccccgacgtggtcaggatgatcgaggagatcggcggcggccacggccggacgacgacgga
ggagagcgaggagggcgtgcggggaacgtcggaggaggagcggtcgeggggcacgcectccggecgecccgacgcecg
tga

>ORF_Osl_RPK1

atggccggcegtcgtgacgagggcggtggeggcggeggtgctggtggtggtegtggtegtggetgetgecgagetceg
tggccgeggagccgecgecgagcgageggteggegetgetggegttectggecggegacgeccgcacgageggegtct
cgggtggaactcctcgacgtcggcgtgcgggtgggtcggggtgacgtgecgacgccgggaacgccacggtggtgcag
gtgcggctcceccggegtggggetcateggegecatcccgecgggeacgetcggecgectcaccaacctgecaggtgce
tctccctecgetccaaccgcatcectecggecggcateccecgacgacgtgcteccagetceccccagectecgectectett
cctccagaacaacctcctctccggegccatcccgecggcggtcagcaagetecgecgecctecgagaggetegtectce
tccagcaacaacctctcggggceccatccccttcacgctcaacaacctcacctcgetccgegetctecgectcgacg
gcaacaagctctccgggaacatccccagcatcagcatccagagcctcgecgtcettcaacgtctccgacaacaacct
caatggctccatcccggegtegetcecgegegetteccecggecgaggacttecgecggcaaccteccagetectgeggeteg
ccgctcccgecctgcaagtcgttctteccgtccccgtegecgtegeccggggtgagecccecgecgacgtececegggg
cggcatcctcctccaagaagcggaggctctctggegecgcaatcgecggecategtegtgggegecgtegtgetgge
gctgctcectcctegtcgecgecgtgetctgegeggtgteccaagecggcggcgaggcgeccagecgagggaccgaagagce
acgacggcggeggeggegggtgegggegecgecgecgcgagaggtgtccccccgecggggtecggegaggggacgg
gcatgacgtcgtcgtccaaggaggacatgggcggcgcegtccgggtcggecgeggeggeggtggeggeggtggegge
ggagccgagcaggctggtgttcgtggggaagggggccgggtacagettecgacctggaggacctgetgegggegteg
gcggaggtgctcgggaaggggagcgtggggacgtcgtacaaggcggtgctggaggaagggacgacggtggtggtga
agcggctcaaggacgtggcggtggcgcggegcgagttcgacgcccacatggacgcgetcggcaaggtggageaccg

caacgtcctccccgtccgegectactacttctccaaggacgagaagctcectegtcttecgactaccttcccaacggce
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agcctctccgcecatgctccacgggagccgggggtecggcaagacgccgetggactgggacgcgcagatgeggtegg
cgctgtcggeggegegegggetggegecacctgcacacggtgcacagecctegtgcacggcaacgtcaagtcctecaa
cgtcctgctcecggecggacgecgacgcggeggegctecteggacttetgecteccaccecgatettecgegecgtegteg
gcgcgeccgggcgecggegggtaccgegegecggaggtggtggacacgecggecggccgacgtacaaggecggacgtct
actccctcggcgtgctcctcctagagctcctcaccggcaagtcaccgacgcacgcgtceccctggaaggggacggcac
gctggacctcccacggtgggtgcagtcecgtggtgcgggaggagtggacggcggaggtgttcgacgtcgagetggtg
cggctcggcgcgagcgcggaggaggagatggtggegetgcteccaggtggecatggegtgegtcgecaccgtgeccg
acgcgcggcccgacgcccccgacgtggtcaggatgatcgaggagatcggcggcggccacggccggacgacgacgga
ggagagcgaggagggcgtgcggggaacgtcggaggaggagcggtcgeggggcacgcectccggecgecccgacgcecg
tga

>cDNA Oruf_CLV1
AGTGAACGAGAAGAGCGATGTGTACAGCTTCGGTGTGGTACTACTGGAGATCCTGACAGGACGGCGGTCGGTGGAG
GCGGAGTACGGGGAGGGGAACAACATCGTGGACTGGGTGCGGCGGAAGGTGGCCGGAGGCGGGGTGGGCGACGTGA
TCGACGCTGCGGCGTGGGCCGACAACGATGTCGGTGGCACGCGGGACGAGATGGCGCTGGCGCTTAGGGTGGCGCT
GCTGTGCACCAGCCGGTGCCCGCAGGAGCGGCCGTCGATGAGGGAGGTGCTGTCCATGCTGCAGGAGGCCAGGCCG
GAACGGAAGAACTCGGCCAAGAAGCAGGTTAAGTAAAATGGGTGATGGTTAAGTCTTTAGCAGAAAGAAGAACTAA
TATATATGGTGTGCTCTTCGTG

>cDNA Osl_CLV1
AGTGAACGAGAAGAGCGATGTGTACAGCTTCGGTGTGGTACTATTGGAGATCCTGACGGGACGGCGGTCGGTGGAG
GCGGAGTACGGGGAGGGGAACAACATCGTGGACTGGGTGCGGCGGAAGGTGGCCGGAGGCGGGGTGGGCGACGTGA
TCGACGCTGCGGCGTGGGCCGACAATGATGTCGGTGGCACGCGGGACGAGATGGCGCTGGCGCTTAGGGTGGCGCT
GCTGTGCACCAGCCGGTGCCCGCAGGAGCGGCCGTCGATGAGGGAGGTGCTGTCCATGCTGCAGGAGGCCAGGCCG
AAACGGAAGAACTCGGCCAAGAAGCAGGTTAAGTAAAATGGGTGATGGTTAAGTCTTTAGCAGAAAGAAGAACTAA
TATATATGGTGTGCTCTTCGTG
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