
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 β-mercaptoethanol 

 

Total RNA Extraction Buffer (Gao et al., 2001) 

200 mM of Tris-HCl 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 
 

>Oruf_RPK1 

MAGVVTRAVAAAVLVVVVVVAAAELVAAEPPPSERSALLAFLAATPHERRLGWNSSTSACGWVGVTCDAGNATVVQ

VRLPGVGLIGAIPPGTLGRLTNLQVLSLRSNRILGGIPDDVLQLPQLRLLFLQNNLLSGAIPPEVSKLAALERLVL

SSNNLSGPIPFTLNNLTSLRALRLDGNKLSGNIPSISIQSLAVFNVSDNNLNGSIPASLASFPAEDFAGNLQLCGS

PLPPCKSFFPSPSPSPGVSPADVPGAASSSKKRRLSGAAIAGIVVGAVVLALLLLVAAVLCAVSKRRRGASEGPKS

TTAAAAGAGAAAARGVPPPGSGEGTGMTSSSKEDMGGASGSAAAAVAAVAAEPSRLVFVGKGAGYSFDLEDLLRAS

AEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAVARREFDAHMDALGKVEHRNVLPVRAYYFSKDEKLLVFDYLPNG

SLSAMLHGSRGSGKTPLDWDARMRSALSAARGLARLHTVHSLVHGNVKSSNVLLRPDADAAALSDFCLHPIFAPSS

ARPGAGGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPTHASLEGDGTLDLPRWVQSVVREEWTAEVFDVELV

RLGASAEEEMVALLQVAMACVATVPDARPDAPDVVRMIEEIGGGHGRTTTEESEEGVRGTSEEERSRGTPPAAPTP 

 

>OsJ_RPK1(gi|53792194) 

MAGVVTRAVAAAVLVVVVVVAAAELVAAEPPPSERSALLAFLAATPHERRLGWNSSTSACGWVGVTCDAGNATVVQ

VRLPGVGLIGAIPPGTLGRLTNLQVLSLRSNRILGGIPDDVLQLPQLRLLFLQNNLLSGAIPPAVSKLAALERLVL

SSNNLSGPIPFTLNNLTSLRALRLDGNKLSGNIPSISIQSLVVFNVSDNNLNGSIPASLARFPAEDFAGNLQLCGS

PLPPCKSFFPSPSPSPGVSPADVPGAASSSKKRRLSGAAIAGIVVGAVVLALLLLVAAVLCAVSKRRRGASEGPKS

TTAAAAGAGAAAARGVPPPGSGEGTGMTSSSKEDMGGASGSAAAAVAAVAAEPSRLVFVGKGAGYSFDLEDLLRAS

AEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAVARREFDAHMDALGKVEHRNVLPVRAYYFSKDEKLLVFDYLPNG

SLSAMLHGSRGSGKTPLDWDARMRSALSAARGLAHLHTVHSLVHGNVKSSNVLLRPDADAAALSDFCLHPIFAPSS

ARPGAGGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPTHASLEGDGTLDLPRWVQSVVREEWTAEVFDVELV

RLGASAEEEMVALLQVAMACVATVPDARPDAPDVVRMIEEIGGGHGRTTTEESEEGVRGTSEEERSRGTPPAAPTP 

 

>OsI_RPK1 

MAGVVTRAVAAAVLVVVVVVAAAELVAAEPPPSERSALLAFLAATPHERRLGWNSSTSACGWVGVTCDAGNATVVQ

VRLPGVGLIGAIPPGTLGRLTNLQVLSLRSNRILGGIPDDVLQLPQLRLLFLQNNLLSGAIPPAVSKLAALERLVL

SSNNLSGPIPFTLNNLTSLRALRLDGNKLSGNIPSISIQSLAVFNVSDNNLNGSIPASLARFPAEDFAGNLQLCGS

PLPPCKSFFPSPSPSPGVSPADVPGAASSSKKRRLSGAAIAGIVVGAVVLALLLLVAAVLCAVSKRRRGASEGPKS

TTAAAAGAGAAAARGVPPPGSGEGTGMTSSSKEDMGGASGSAAAAVAAVAAEPSRLVFVGKGAGYSFDLEDLLRAS

AEVLGKGSVGTSYKAVLEEGTTVVVKRLKDVAVARREFDAHMDALGKVEHRNVLPVRAYYFSKDEKLLVFDYLPNG

SLSAMLHGSRGSGKTPLDWDAQMRSALSAARGLAHLHTVHSLVHGNVKSSNVLLRPDADAAALSDFCLHPIFAPSS

ARPGAGGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPTHASLEGDGTLDLPRWVQSVVREEWTAEVFDVELV

RLGASAEEEMVALLQVAMACVATVPDARPDAPDVVRMIEEIGGGHGRTTTEESEEGVRGTSEEERSRGTPPAAPTP 

 

>OsJ_CLV1(gi:125602183) 

MAAAAVHVLLLLLPLATITSASSAPLPLLALLSLRSSLGDPAGALRSWTYAAAASAGATRSLAPPWCAWPGVACDG

ATGEVVGVDLSRRNLSGTVSPTAARLLSPTLTSLNLSGNAFAGELPPAVLLLRRLVALDVSHNFFNSTFPDGIAKL

GSLAFLDAFSNCFVGELPRGIGELRRLEHLNLGGSFFNGSIPGEVGQLRRLRFLHLAGNALSGRLPRELGELTSVE

HLEIGYNAYDGGIPPEFGKMAQLRYLDIAAANVSGPLPPELGELTRLESLFLFKNRIAGAIPPRWSRLRALQVLDV

SDNHLAGAIPAGLGELTNLTTLNLMSNSLSGTIPAAIGALPSLEVLQLWNNSLAGRLPESLGASRRLVRLDVSTNS

LSGPIPPGVCAGNRLARLILFDNRFDSAIPASLADCSSLWRVRLEANRLSGEIPAGFGAIRNLTYMDLSSNSLTGG

GIPADLVASPSLEYFNVSGNLVGGALPDMAWRGPKLQVFAASRCGLVGELPAFGATGCANLYRLELAGNALGGGIP

GDIGSCKRLVSLRLQHNELTGEIPAAIAALPSITEVDLSWNALTGTVPPGFTNCTTLETFDVSFNHLAPAEPSSDA
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GERGSPARHTAAMWVPAVAVAFAGMVVLAGTARWLQWRGGDDTAAADALGPGGARHPDLVVGPWRMTAFQRLSFTA

DDVARCVEGSDGIVGAGSSGTVYRAKMPNGEVIAVKKLWQAPAAQKEAAAPTEQNQKLRQDSDGGGGGKRTVAEVE

VLGHLRHRNIVRLLGWCTNGESTMLLYEYMPNGSLDELLHGAAAKARPGWDARYKIAVGVAQGVSYLHHDCLPAIA

HRDIKPSNILLDDDMEARVADFGVAKALQSAAPMSVVAGSCGYIAPEYTYTLKVNEKSDVYSFGVVLLEILTGRRS

VEAEYGEGNNIVDWVRRKVAGGGVGDVIDAAAWADNDVGGTRDEMALALRVALLCTSRCPQERPSMREVLSMLQEA

RPKRKNSAKKQVK 

 

>RKN(WO/2000/004761) 

MPQPQCTTTATTFPASILPPPPPPPTTSTTSATAMAAAAVHVLLLLLPLATITSASSAPLPLLALLSLRSSLGDPA

GALLRSWTYAAAASAGATRSLAPPWCAWPGVACDGATGEVVGVDLSRRNLSGTVSPTAARLLSPTLTSLNLSGNGS

PASSRRVLLLRRLVALDVSHNFFNSTFPDGIAKLGGFAFLDAFSNCFVGELPRGIGELRRLEHLNLGGSFFNGSIP

GEVGQLRRLRFLHLAGNRLSGRLPRELGELTSVEHLEIGYNAYDGGIPEFGKMAQLRYLDIAAANVSGPVPPELLG

LTRLESLFLFKNRIGRRDPPRWSRLRALQVLDVSDNHLAGAIPALGELTNLTTLNLMSNSLSGTIPAAIGALPSLE

VLQLWNNSLAGRLPESLGASRRLVRLDVSTNSLSGPIPPGVCAGNRLARLILFDNRFDSAIPASLADCSSLWRVRL

EANSLSGEIPAGFGAIRNLTYMDLSSNSLTGGGIPADLVASPSLEYFNVSGNLVGRPLPDMAWRGPKLQVFAASRC

GLVGELPAFGATGCANLYRLELAGNALGGGIPGDIGSCKRLVSLRLQHNELTGEIPAAIALPSITEVDLSGTRSPA

PSAGVHQLHDVETFDVSFNHLAPAEPSSDAGERGSPRGTRRRCGCPPWRCAFAGMVVLAGTARWLQWRGGDDTAAA

DARGPGGARHPDLVVGPWRMTAFQRLSFTADDVPRCVEGSDGVGAGSSGTVYRAKMPNGEVIAVKKLWQAAAQKEA

AAPTEQNQKLRQDSDGGGGGKRTVAEVEVLGHLRHRNIVRLLGWCTNGESTMLLYEYMPNGSLDELLHARAKAPRA

GTPGTRSPSVAQGVSYLHHDCLPAIAHRDIKPSNILSTTTWRHALADFGVAKALQSAAPMSVVAGSCGYIAPEYTY

TLKVNEKSDVYSFGVVLLEILTGRRSVEAEYGEGNNIVDWVRRKVAGGGVGDVIDAAAWADNDVGGTRDEMALALG

WRCCHQPVPQERPSMREVLSMLQEARPKRKNSAKKQVKZ 

 

>OsI_CLV1 

VNEKSDVYSFGVVLLEILTGRRSVEAEYGEGNNIVDWVRRKVAGGGVGDVIDAAAWADNDVGGTRDEMALALRVAL

LCTSRCPQERPSMREVLSMLQEARPKRKNSAKKQVK  

 

>Oruf_CLV1 

VNEKSDVYSFGVVLLEILTGRRSVEAEYGEGNNIVDWVRRKVAGGGVGDVIDAAAWADNDVGGTRDEMALALRVAL

LCTSRCPQERPSMREVLSMLQEARPERKNSAKKQVK 
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APPENDIX C: Gblocks Cleaned of Orthologous RPK1 Amino Acid Sequences
 
>At_RKL1(At1g48480) 

RVTALRLPGVALSGDIPEGIFLTQLRTLSLRLNLSGSLPKDLSTSSNLRHLYLQGNRFSGEIPLVRLNLASNSFTGEISS 

GFTNLTLKTLFLENNQLSGSIPLNGSIPKNLQRFESDSFLQFDLEDLLRASAEVLGKGTFGTAYKAVLDAVTVVAVKRLK 

DVMMADKEFKEKIELVGHENLVPLRAYYFSRDEKLLVYDFMPMGSLSALLHGNRGRSPLNWDVRSRIAIGAARGLDYLHH 

GNIKSSNILLTKSHDAGYRAPEVTDPKRVSQKGDVYSFGVVLLELITGKAPDLPRWVKSVARDEWRREVFDSELLSEMMA 

EMVQLGLECTSQHPDQRPEMSEVVRKME 

 

>At_RLK902(At3g17840) 

RVTALRLPGETLSGHIPEGIFLTQLRTLSLRLNLTGSLPLDLGSCSDLRRLYLQGNRFSGEIPLVRLNLAENEFSGEISS 

GFKNLTLKTLYLENNKLSGSLLLNGSIPKSLQKFDSDSFVGFDLEDLLRASAEVLGKGTFGTAYKAVLDAVTLVAVKRLK 

DVTMADREFKEKIEVVGHENLVPLRAYYYSGDEKLLVYDFMPMGSLSALLHGNKGRPPLNWEVRSGIALGAARGLDYLHH 

GNVKSSNILLTNSHDAGYRAPEVTDPRRVSQKADVYSFGVVLLELLTGKAPDLARWVHSVAREEWRNEVFDSELMSEEMA 

EMLQLGIDCTEQHPDKRPVMVEVVRRIQ 

 

>At_TMKL1(_At3g24660) 

SPLQCSDLSSPQWTNTSLFNDLHLLSLQLPSANLTGSLPREIGEFSMLQSVFLNINSLSGSIPLSDVDLSGNALAGVLPP 

SIWNLCLVSFKIHGNNLSGVLPFSGEFPEFITRFKGVKSLDLTLDDVLNATGQVMEKTSYGTVYKAKLSDGGNIALRLLR 

EGTCKDRSSCLPVIRQLHENLVPLRAFYQGKGEKLLIYDYLPNISLHDLLHESKRKPALNWARRHKIALGIARGLAYLHH 

GNIRSKNVLVDDFFFAGYKAPELHKMKKCNPRSDVYAFGILLLEILMGKKPDLPSLVKAAVLEETTMEVFDLEAMKEGLV 

HALKLAMGCCAPVTTVRPSMEEVVKQLE 

 

>OsJ_MARK(gi|108710729) 

RVAVLRLPGAALAGRVPEGTLLTALHTLSLRLNLAGALPGDLTSAAALRNVFLNGNRLSGEFPLVRLAIGGNDLSGSIPP 

ALGNLTLKVLLLENNRFSGEIPLNGSIPATLRTMPRSAFLGFDLEDLLRASAEVLGKGAFGTTYKAVLESGATVAVKRLK 

DVTLTEPEFRDRIADIGHEFIVPLRAYYYSKDEKLLVYDFMPMGSLSAVLHGNRGRTPLNWETRSSIALAAARGVEYIHH 

GNIKSSNVLLNKSYQAGYRAPEVTDPRRVSQKADVYSFGVLLLELLTGKAPDLPRWVQSVVRSEWTAEVFDMELLREQMV 

QLLQLAIDCVAQVPDARPSMPHVVLRIE 

 

>Zm_MARK(gi|162459881) 

RVAVLRLPGATLSGAVPAGTLLTALHTLSLRLNLSGALPADLASAAALRNVFLNGNRLSGGFPLVRLSLGGNDLSGPIPA 

ELGSLTLRVLLLENNRFSGEISLNGSIPASLRSQPRSAFLGFDLEDLLRASAEVLGKGAFGTTYKAVLESGATVAVKRLK 

DVTLSEAEFRERISEIGHEFIVPLRAYYYSKDEKLLVYDFMPMGSLSAVLHGNVGRTPLNWDLRSSIALAAARGVEYIHH 

GNIKSSNVLLGKSYQAGYRAPEVIDSRRVSQKADVYSFGVLLLELVTGKAPDLPRWVQSVNRSEWGSLVFDMELMREPMA 

QLVLLAMDCTAQVPEARPSMAHVVMRIE 

 

>At_TMK(At5g58300) 

SVHALRLPGIGLLGPIPPNTLLESLRILSLRSNLSGNLPPDIHSLPSLDYIYLQHNNFSGEVPLNILDLSFNSFTGKIPA 

TFQNLKLTGLSLQNNKLSGPVPLNGSIPSALGGFPSSSFSGFDLEDLLRASAEVLGKGSYGTAYKAVLEESTTVVVKRLK 

EVAAGKREFEQQMEIISHPSVVPLRAYYYSKDEKLMVCDYYPAGNLSSLLHGNREKTPLDWDSRVKITLSAAKGIAHLHH 

GNIKSSNVIMKQESDAGYRAPEVMETRKHTHKSDVYSFGVLILEMLTGKSPDLPRWVQSVVREEWTSEVFDIELMREEMV 

QMLQIAMACVAQVPEVRPTMDDVVRMIE 
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>At_RLK(At4g23740) 

RIIAVRLPGVGLNGQIPPNTILSALRVLSLRSNISGEFPKDFVELKDLAFLYLQDNNLSGPLPLTSVNLSNNGFNGTIPS 

SLSRLKIQSLNLANNTLSGDIPLAGPIPDWLRRFPFSSYTGFDLEDLLRASAEVLGKGTFGTTYKAVLEDATSVAVKRLK 

DVAAGKRDFEQQMEIIGHENVVELKAYYYSKDEKLMVYDYFSRGSVASLLHGNRNRIPLDWETRMKIAIGAAKGIARIHH 

GNIKSSNIFLNSESNGGYRAPEVTDTRKSSQLSDVYSFGVVLLELLTGKSPHLVRWVHSVVREEWTAEVFDIELLREEMV 

EMLQIAMSCVVKAADQRPKMSDLVRLIE 

 

>At_LRR1(At5g16590) 

RVTALRLPGVGLSGPLPIAIGLTKLETLSFRFNLNGPLPPDFANLTLLRYLYLQGNAFSGEIPIIRINLAQNNFLGRIPD 

NVNSATLATLYLQDNQLTGPIPLNGSIPDPLSGMPKTAFLGFDLDGLLKASAEVLGKGTFGSSYKASFDHGLVVAVKRLR 

DVVVPEKEFREKLQVLGHANLVTLIAYYFSRDEKLVVFEYMSRGSLSALLHGNKGRSPLNWETRANIALGAARAISYLHH 

GNIKSSNILLSESFEAGYRAPEVTDARKISQKADVYSFGVLILELLTGKSPDLPRWVSSITEQQSPSDVFDPELTRENMI 

RLLNIGISCTTQYPDSRPTMPEVTRLIE 

 

>Oruf_RPK1 

TVVQVRLPGVGLIGAIPPGTLLTNLQVLSLRSNILGGIPDDVLQLPQLRLLFLQNNLLSGAIPLERLVLSSNNLSGPIPF 

TLNNLTLRALRLDGNKLSGNIPLNGSIPASLASFPAEDFAGFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLK 

DVAVARREFDAHMDALGHRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDARMRSALSAARGLARLHH 

GNVKSSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWVQSVVREEWTAEVFDVELVREEMV 

ALLQVAMACVATVPDARPDAPDVVRMIE 

 

>OsJ_RPK1(gi|53792194) 

TVVQVRLPGVGLIGAIPPGTLLTNLQVLSLRSNILGGIPDDVLQLPQLRLLFLQNNLLSGAIPLERLVLSSNNLSGPIPF 

TLNNLTLRALRLDGNKLSGNIPLNGSIPASLARFPAEDFAGFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLK 

DVAVARREFDAHMDALGHRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDARMRSALSAARGLAHLHH 

GNVKSSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWVQSVVREEWTAEVFDVELVREEMV 

ALLQVAMACVATVPDARPDAPDVVRMIE 

 

>OsI_RPK1 

TVVQVRLPGVGLIGAIPPGTLLTNLQVLSLRSNILGGIPDDVLQLPQLRLLFLQNNLLSGAIPLERLVLSSNNLSGPIPF 

TLNNLTLRALRLDGNKLSGNIPLNGSIPASLARFPAEDFAGFDLEDLLRASAEVLGKGSVGTSYKAVLEEGTTVVVKRLK 

DVAVARREFDAHMDALGHRNVLPVRAYYFSKDEKLLVFDYLPNGSLSAMLHGSRGKTPLDWDAQMRSALSAARGLAHLHH 

GNVKSSNVLLRPDADAGYRAPEVVDTRRPTYKADVYSLGVLLLELLTGKSPDLPRWVQSVVREEWTAEVFDVELVREEMV 

ALLQVAMACVATVPDARPDAPDVVRMIE 

 

>OsJ_RLL_1(gi|7573610) 

RVVALRLPGLGLSGPVPRGTLLTALQVLSLRANLSGEFPEELLSLASLTGLHLQLNAFSGALPLQVLDLSFNGFNGTLPA 

ALSNLTLVALNLSNNSLSGRVPLDGPVPTSLLRFNDTAFAGFDLEDLLRASAEVLGKGAFGTAYRAVLEDATTVVVKRLK 

EVSAGRRDFEQQMELVGHANVAELRAYYYSKDEKLLVYDFYSRGSVSNMLHGKRDRTPLNWETRVRIALGAARGIAHIHH 

GNIKASNVFLNNQQYGGYCAPEVTDSRKASQCSDVYSFGVFILELLTGRSPHLVRWVQSVVREEWTAEVFDVELMREEMV 

EMLQIAMACVSRTPERRPKMSDVVRMLE 

 

>OsJ_RLL_2(gi|15128407) 

RVQTLRLPAVGLFGPLPSDTLLDALEVLSLRSNITVDLPPEVGSIPSLHSLYLQHNNLSGIIPLTFLDLSYNTFDGEIPL 
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RVQNLTLTALLLQNNSLSGPIPLSGPIPPSLQRFPANSFLGFDLEDLLRASAEVLGKGSYGTTYKAVLEDGTTVVVKRLK 

EVVVGKKDFEQQMEIVGHQNVVPLRAYYYSKDEKLLVYDYIPSGSLAVVLHGNKGKAPLDWETRVKISLGVARGIAHLHH 

GNLKSSNILLSQNLDGGYRAPEVLETKKPTQKSDVYSFGVLVLEMLTGKAPHLPRWVQSVVREEWTAEVFDVDLLRDEMV 

QMLQVAMACVAAPPDQRPKMDEVIRRIV 

 

>OsJ_RLL_3(gi|115464509) 

RVRELRLPAVGLFGPIPSDTLLDALQVLSLRSNLTISLPPDVASIPSLHSLYLQHNNLSGIIPLTFLDLSYNSFDGEIPL 

KVQNITLTALLLQNNSLSGPIPLSGPIPPSLQKFPASSFFGFDLEDLLRASAEVLGKGSYGTTYKAVLEDGTTVVVKRLK 

EVVAGKREFEQQMEIIGHQNAVQLRAYYYSKDEKLLVYDYMTPGSLCAALHGNRGRTTLDWATRVKISLEAARGIAHLHH 

GNIKSSNILLSQGLSAGYRAPEVLETKRQTQKSDVYSYGVLLLEMLTGKAPHLPRWVQSVVREEWTSEVFDADLLRDEMV 

QMLQLAMACVAIVPDQRPRMEEVVRRIE 
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APPENDIX D: Gblocks Cleaned of Orthologous CLV1 Amino Acid Sequences
 

 

>At_BAM1(At5g65700) 

VTSLDLSGLNLSGNLSLAENLISGPIPPEISSLSGLRHLNLSNNLTQLRHLHLGGNYFAGKIPPSYGSWPVIEYLAVSGN 

ELVGIGNLTTLRELFDGANCGLTGEIPPEIGKLQKLDTLFLQVNVFGTLSSLKSMDLSNNMFNKLHGEIPEFIGDLPELE 

VLQLWENNFTGSIPQKLGENLNLVDLSSNKLTGTLPPNMCSGNKLETLITLGNFLFGSIPDSLGKCESLTRIRMGENFLF 

GLPKLTQVELQDNYLSGLGQISLSNNQLSGPLPPAIGNFVQKLLLDGNKFQGPIPNLFSGRIAPEISRCKLLTFVDLSRN 

ELSGEIPGSIPGSISSMLTSLDFSYNNLSGLVPMSAIAGSYGYIAPEYAYTLKVDEKS 

 

>At_BAM2(At3g49670) 

AIRLNHSVIPVSVSLPFSVGDWRGVSTFSGARPLVLAKVKLRAELVDEEIVHFEERDFAGTACVPVYVMLPLGVIDMNSE 

VVEPLDQLRTLKSVMVDCWWGIVESHTPQVYNWSGYKKLFQMIRELLKIQVVMSFHECGGNVDDVHIQIPEWVREIGQSN 

PDIYFTDSAGRRNTECLTWGIDKQRVLRGRTALEVYFDYMRSFRVEFDEFFEEKIIPEIEVGLGPCGELRYPSYPAQFGW 

KYPGIGEFQCYDKYLMNKEAAEVRGHSFWGRGPDNTETYSTPHGTGFFRDGGDYDNWYSRVLIDHGDRVLAMANLAFEGT 

CIAAKLSHWWYKTASHALTAGFYNSSNRDGYGPERFLKRMHGEAVPDLGLAPGTQETN 

 

>At_BAM3(At4g20270) 

ITRLDLSNLNISGFLDISSNSFSGELPKEIYELSGLEVLNISSNLTRLEHLDLGGNYFDGEIPRSYGSFLSLKFLSLSGN 

DLRGLANITTLVQLLDLANCSLKGSIPAELGNLKNLEVLFLQTNELGNMTSLKTLDLSNNFLNRLHGEIPEFVSELPDLQ 

ILKLWHNNFTGKIPSKLGSNLIEIDLSTNKLTGLIPESLCFGRRLKILILFNNFLFGPLPEDLGQCEPLWRFRLGQNFLI 

YLPNLSLLELQNNFLTGLTQINLSNNRLSGPIPGSIRNLLQILLLGANRLSGQIPNNFSGKFPPEFGDCMSLTYLDLSHN 

QISGQIPQSLPNELGYMLTSADFSHNNFSGSVPMSSIAGSYGYIAPEYAYTLRIDEKS 

 

>At_CLV1(At1g75820) 

VISLNVSFTPLFGNLTLAANNFTGELPLEMKSLTSLKVLNISNNLKKLKYLSFGGNFFSGEIPESYGDIQSLEYLGLNGA 

GLSGLSRLKNLREMLDMASCTLTGEIPTSLSNLKHLHTLFLHINNLSGLVSLKSLDLSINQLNNLYGQIPEAIGELPKLE 

VFEVWENNFTLQLPANLGRNLIKLDVSDNHLTGLIPKDLCRGEKLEMLILSNNFFFGPIPEELGKCKSLTKIRIVKNLLF 

NLPLVTIIELTDNFFSGLDQIYLSNNWFSGEIPPAIGNFLQTLFLDRNRFRGNIPNNITGGIPDSISRCSTLISVDLSRN 

RINGEIPGSIPTGIGNMLTTLDLSFNDLSGRVPMSSIAGSYGYIAPEYAYTLKVDEKS 

 

>Gm_CLL1(gi|25956280) 

VVAINVSFVPLFGNLTVSQNNLTGVLPKELAALTSLKHLNISHNLEKLKYLKLDGNYFSGSIPESYSEFKSLEFLSLSTN 

SLSGLSKLKTLRYLLDLSSCNLSGEIPPSLANLTNLDTLFLQINNLSAMVSLMSLDLSINDLNNLRGSVPSFVGELPNLE 

TLQLWDNNFSFVLPPNLGQNLKFFDVIKNHFTGLIPRDLCKSGRLQTIMITDNFFRGPIPNEIGNCKSLTKIRASNNYLF 

KLPSVTIIELANNRFNGLGILTLSNNLFSGKIPPALKNLLQTLSLDANEFVGEIPNNLTGPIPTTLTRCVSLTAVDLSRN 

MLEGKIPGPVPEEIRFMLTTLDLSNNNFIGKVPMSSIAGSYGYIAPEYAYTLKVDEKS 

 

>Gm_CLL2(gi|7329124) 

VVAINVSFVPLFGNLTVSQNNLTGVLPKELAALTSLKHLNISHNLEKLKYLKLDGNYFSGSIPESYSEFKSLEFLSLSTN 

SLSGLSKLKTLRYLLDLSSCNLSGEIPPSLANLTNLDTLFLQINNLSAMVSLMSLDLSINDLNNLRGSVPSFVGELPNLE 

TLQLWDNNFSFVLPPNLGQNLKFFDVIKNHFTGLIPRDLCKSGRLQTIMITDNFFRGPIPNEIGNCKSLTKIRASNNYLF 

KLPSVTIIELANNRFNGLGILTLSNNLFSGKIPPALKNLLQTLSLDANEFVGEIPNNLTGPIPTTLTRCVSLTAVDLSRN 

MLEGKIPGPVPEEIRFMLTTLDLSNNNFIGKVPMSSIAGSYGYIAPEYAYTLKVDEKS 
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>Gm_CLL3(gi|9651943) 

VTALNLTGLDLSGNLSLAANKFSGPIPPSLSALSGLRYLNLSNNMQNLRHLHLGGNFFSGQIPPEYGRWQRLQYLAVSGN 

ELDGIGNLTSLRELLDVAYCALSGEIPAALGKLQKLDTLFLQVNALGNLKSLKSMDLSNNMLNKLHGAIPEFIGELPALE 

VVQLWENNLTGSIPEGLGKNLNLVDLSSNKLTGTLPPYLCSGNTLQTLITLGNFLFGPIPESLGTCESLTRIRMGENFLF 

GLPKLTQVELQDNYLSGLGQITLSNNQLSGALSPSIGNFVQKLLLDGNMFTGRIPNKFSGPIAPEISQCKLLTFLDLSRN 

ELSGDIPGSIPSSISSMLTSVDFSYNNLSGLVPMSAIAGSYGYIAPEYAYTLKVDEKS 

 

>Gm_CLL4(gi|9651945) 

VTSLDLTGLDLSGNLSLASNKFSGPIPPSLSALSGLRFLNLSNNMQNLRHLHLGGNFFSGQIPPEYGRWQRLQYLAVSGN 

ELEGIGNLSSLRELLDAAYCGLSGEIPAALGKLQKLDTLFLQVNALGNLKSLKSMDLSNNMLNKLHGAIPEFIGELPALE 

VVQLWENNFTGSIPEGLGKNLNLVDLSSNKLTGTLPTYLCSGNTLQTLITLGNFLFGPIPESLGSCESLTRIRMGENFLF 

GLPKLTQVELQDNYLSGLGQITLSNNQLSGVLPPSIGNFVQKLILDGNMFTGRIPNKFSGPIVPEISQCKLLTFLDLSRN 

ELSGDIPGGIPSSISSMLTSVDFSYNNLSGLVPMSAIAGSYGYIAPEYAYTLKVDEKS 

 

>Mt_CLL1(gi|58372544) 

VIALNVTQVPLFGSLTITMDNLTGELPTELSKLTSLRILNISHNLMKLKYLSFAGNFFSGTIPESYSEFQKLEILRLNYN 

SLTGLSKLKMLKELLEISNANLTGEIPPSLGNLENLDSLFLQMNNLSSMRSLMSLDLSINGLNKLRGSIPAFIGDLPNLE 

TLQVWENNFSFVLPQNLGSNFIYFDVTKNHLTGLIPPELCKSKKLKTFIVTDNFFRGPIPNGIGPCKSLEKIRVANNYLF 

QLPSVQIIELGNNRFNGLGNLALSNNLFTGRIPASMKNLLQTLLLDANQFLGEIPNNLTGGIPKTVTQCSSLTAVDFSRN 

MLTGEVPGKIPDEIRFMLTTLDLSYNNFTGIVPMSSIAGSYGYIAPEYAYTLKVDEKS 

 

>OsJ_CLL1(gi|50726262) 

VVGVDLSRRNLSGSLNLSGNAFAGELPPAVLLLRRLVALDVSHNLRRLEHLNLGGSFFNGSIPGEVGQLRRLRFLHLAGN 

ALSGLGELTSVEHLLDIAAANVSGPLPPELGELTRLESLFLFKNRISRLRALQVLDVSDNHLNSLSGTIPAAIGALPSLE 

VLQLWNNSLAGRLPESLGASLVRLDVSTNSLSGPIPPGVCAGNRLARLILFDNRFDSAIPASLADCSSLWRVRLEANRLG 

AIRNLTYMDLSSNSLTGLEYFNVSGNLVGGALPDMAWRGLQVFAASRCGLVGELPNALGGGIPGDIGSCKRLVSLRLQHN 

ELTGEIPGTVPPGFTNCLETFDVSFNHLAPAEPPSRTATSSPATSSSTTTWRHASPTS 

 

>OsJ_FON1(gi|113596633) 

VVAINLTALPLHSNLTIAACCLPGHVPLELPTLPSLRHLNLSNNHARLRYLHLGGNYFTGAIPDSYGDLAALEYLGLNGN 

TLSGLSRLTRLREMLDMSSCNLTGPVPPELGRLQRLDTLFLQWNRLGDLSSLASLDLSVNDLNHLRGSIPDFVAGFAQLE 

VLQLWDNNLTGNIPAGLGKNLKTLDLATNHLTGPIPADLCAGRRLEMLVLMENGLFGPIPDSLGDCKTLTRVRLAKNFLF 

NLPQANMVELTDNLLTGIGMLLLGNNGIGGRIPPAIGNLLQTLSLESNNFSGALPNALTGAIPDELIRCASLAAVDLSRN 

GFSGEIPGELPPEMSNMLTTLDVSYNSLSGPVPMSAIAGSYGYIAPEYAYTLRVDEKS 

 

>OsJ_RLL1(gi|31745227) 

VVGLDVSGLNLSGRLSVGANAFSGPIPASLGRLQFLTYLNLSNNMPLLRHLHLGGNFFSGEIPPEYGRWGRMQYLAVSGN 

ELSGLGNLTSLRELLDAANCGLSGEIPPELGKLQNLDTLFLQVNSLGYLKSLSSLDLSNNVLNKLRGDIPDFVGDLPSLE 

VLQLWENNFTGGVPRRLGRNLQLLDLSSNRLTGTLPPELCAGGKMHTLIALGNFLFGAIPDSLGECKSLSRVRLGENYLF 

ELPKLTQVELQDNLLTGLGEISLSNNQLTGALPASIGNFVQKLLLDRNSFSGVVPNALEGGVPPEIGKCRLLTYLDLSRN 

NISGKIPGEIPPSIATMLTAVDFSYNNLSGLVPMSAIAGSYGYIAPEYAYTLKVDEKS 

 

>Pg_CLL1(gi|104642235) 

VEEVDLSNTNIIGKLPLADNYVNGSIPADLRRCRKLGYLDLSQSLLELQVLNLVFNLLNTTIPPFLGNLPNLLQFNLAYN 
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PFTGLGNLTKLQNLLDLSINRLSGSIPESITKLDKVAQIELYQNLLGELKALKRFDASMNMLNDLVGEIPPGLGSFASLT 

ELKLFSNRLTGRLPESLGRYLQALDIADNLLSGSLPPDLCKNKKLEILSIFNNVFAGNIPESLGTCTSLNRVRLGGNKFW 

GLPHISLLELKDNNFEGLSQLVINGNTFTGSLPTEIGELLSEIIASNNFLTGALPNQLSGELPAEISSCKQLGEINLSKN 

QFSGSIPGLIPSEFGNLLNTFDVSNNRLSGAVPMSAIAGSYGYIAPEYAYTLKVNEKS 

 

>Ps_CLL1(gi|24940244) 

VITLNVTQVPLFGRLIITMDNLTGELPFEISNLTSLKILNISHNLKELTILCLAGNYFTGTIPESYSEFQKLEILSINAN 

SLSGLSKLKTLKELLEVSNCNLTGEIPPSFGNLENLDSLFLQMNNLSSMKSLMSLDLSNNALNKFRGSIPAFIGDLPNLE 

TLQVWENNFSFVLPQNLGSNFIFFDVTKNHLTGLIPPDLCKSKKLQTFIVTDNFFHGPIPKGIGACKSLLKIRVANNYLF 

QMPSVTIIELGNNRFNGLGILTISNNLFTGRIPASMKNLLQTLWLDANQFVGEIPNNLTGVIPTTVSQCRSLTAVDFSRN 

MITGEVPGLIPDEIRFMLTTLDLSYNNFTGIVPMSSIAGSYGYIAPEYAYTLKVDEKS 

 

>Vv_CLL1(gi|225424960) 

VVSLDISNSNISGNLSVCGNNLAGSFPPEIHKLSRLQYLNISNNLPKLKHLDFGGNYFSGKIPRNYGGMVQLTYLSLAGN 

DLGGLGNLTNLKRLLDLSSCGLEGPIPPELGNLKHLDTLFLQTNQLGNLSSLKSLDLSNNGLNKFHGEIPHFIAELPKLE 

VLKLWQNNFTGTIPSKLGRNLSELDLSTNKLTGLIPKSLCFGRRLKILILLNNFLFGPLPDDLGRCETLQRVRLGQNYLL 

YLPQLSLMELQNNYLTGVGQLNLSNNRLSGSLPTSIGNFLQILLLNGNRFTGNIPNNFSGIIPPEIGHCLSLTYLDLSQN 

QISGPIPQNLPKEIGFMLTSVDFSHNNFSGWIPMSAIAGSYGYIAPEYAYTLKVDEKS 

 

>OsJ_CLV1(gi|125602183) 

VVGVDLSRRNLSGSLNLSGNAFAGELPPAVLLLRRLVALDVSHNLRRLEHLNLGGSFFNGSIPGEVGQLRRLRFLHLAGN 

ALSGLGELTSVEHLLDIAAANVSGPLPPELGELTRLESLFLFKNRISRLRALQVLDVSDNHLNSLSGTIPAAIGALPSLE 

VLQLWNNSLAGRLPESLGASLVRLDVSTNSLSGPIPPGVCAGNRLARLILFDNRFDSAIPASLADCSSLWRVRLEANRLG 

AIRNLTYMDLSSNSLTGLEYFNVSGNLVGGALPDMAWRGLQVFAASRCGLVGELPNALGGGIPGDIGSCKRLVSLRLQHN 

ELTGEIPGTVPPGFTNCLETFDVSFNHLAPAEPMSVVAGSCGYIAPEYTYTLKVNEKS 
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APPENDIX E: ClustalW Alignment of Gblocks Cleaned of Orthologous RPK1 
Amino Acid Sequences 
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Figure A.1: ClustalW alignment of Gblocks cleaned of orthologous RPK1 amino acid 

sequences. At_LRR1 (At5g16590), At_RKL1 (At1g48480), At_RLK (At4g23740), 

At_RLK902 (At3g17840), At_TMK (At5g58300) and At_TMKL1 (At3g24660) from 

Arabidopsis thaliana; OsJ_MARK (gi:108710729), OsI_RPK1, OsJ_RPK1 

(gi:18677097), OsJ_RLL1 (gi:7573610), OsJ_RLL2 (gi:15128407) and OsJ_RLL3 

(gi:115464509) from Oryza sativa; Oruf_RPK1 from Oryza rufipogon; Zm_MARK 

(gi:226498594) from Zea mays. 
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APPENDIX F: ClustalW Alignment of Gblocks Cleaned of Orthologous CLV1 
Amino Acid Sequences 
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Figure A.2: ClustalW alignment of Gblocks cleaned of orthologous CLV1 amino acid 

sequences. At_BAM1 (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; OsJ_CLL1 

(gi:50726262), OsJ_CLV1 (gi:125602183), OsJ_FON1 (gi:113596633) and 

OsJ_RLL1 (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 pANDA_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 
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APPENDIX H: Preliminary Yield Components 
 
 

Line 
 
 
Characteristic   

Oryza 
rufipogon 

Oryza sativa 
ssp. indica cv. 

MR219 

BC2F7 line 7 BC2F7 line 23 

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 

Grains per plant 1207.0 1847.6 2014.2 1516.1 

Table A.1: Preliminary yield components of Oryza rufipogon, Oryza sativa ssp. 

indica cv. MR219, BC2F7 line 7 and BC2F7 line 23 (Wickneswari pers. comm. 2010). 

Oryza rufipogon, Oryza sativa ssp. indica cv. MR219, BC2F7 line 7 and BC2F7 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) 

ATGGCCGGCGTCGTGACGAGGGCGGTGGCGGCGGCGGTGCTGGTGGTGGTCGTGGTCGTGGCTGCTGCCGAGCTCG

TGGCCGCGGAGCCGCCGCCGAGCGAGCGGTCGGCGCTGCTGGCGTTCCTGGCGGCGACGCCGCACGAGCGGCGTCT

CGGGTGGAACTCCTCGACGTCGGCGTGCGGGTGGGTCGGGGTGACGTGCGACGCCGGGAACGCCACGGTGGTGCAG

GTGCGGCTCCCCGGCGTGGGGCTCATCGGCGCCATCCCGCCGGGGACTCTCGGCCGCCTCACCAACCTGCAGGTGC

TCTCCCTCCGCTCCAACCGCATCCTCGGCGGCATCCCCGACGACGTGCTCCAGCTCCCCCAGCTCCGCCTCCTCTT

CCTCCAGAACAACCTCCTCTCCGGCGCCATCCCGCCGGAGGTCAGCAAGCTCGCCGCCCTCGAGAGGCTCGTCCTC

TCCAGCAACAACCTCTCGGGGCCCATCCCCTTCACGCTCAACAACCTCACCTCGCTCCGCGCTCTCCGCCTCGACG

GCAACAAGCTCTCCGGGAACATCCCCAGCATCAGCATCCAGAGCCTCGCCGTCTTCAACGTCTCCGACAACAACCT

CAATGGCTCCATCCCGGCGTCGCTCGCGAGCTTCCCGGCCGAGGACTTCGCCGGCAACCTCCAGCTCTGCGGCTCG

CCGCTCCCGCCCTGCAAGTCGTTCTTCCCGTCCCCGTCGCCGTCGCCCGGGGTGAGCCCCGCCGACGTCCCCGGGG

CGGCATCCTCCTCCAAGAAGCGGAGGCTCTCCGGCGCCGCAATCGCAGGCATCGTCGTGGGCGCCGTCGTGCTGGC

GCTGCTCCTCCTCGTCGCCGCCGTGCTCTGCGCGGTGTCCAAGCGGCGGCGAGGCGCCAGCGAGGGACCGAAGAGC

ACGACGGCGGCGGCGGCGGGTGCGGGCGCCGCCGCCGCGAGAGGTGTCCCCCCGCCGGGGTCCGGCGAGGGGACGG

GCATGACGTCGTCGTCCAAGGAGGACATGGGCGGCGCGTCCGGGTCGGCCGCGGCGGCGGTGGCGGCGGTGGCGGC

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

TTAGGAGTAGCTAGCATGCAAGATTGAGGCGAGTAGAATAATAATGGGCAAGTGTATTGTAGTGTGTGAGTTGTCA

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 

atggccggcgtcgtgacgagggcggtggcggcggcggtgctggtggtggtcgtggtcgtggctgctgccgagctcg

tggccgcggagccgccgccgagcgagcggtcggcgctgctggcgttcctggcggcgacgccgcacgagcggcgtct

cgggtggaactcctcgacgtcggcgtgcgggtgggtcggggtgacgtgcgacgccgggaacgccacggtggtgcag

gtgcggctccccggcgtggggctcatcggcgccatcccgccggggactctcggccgcctcaccaacctgcaggtgc

tctccctccgctccaaccgcatcctcggcggcatccccgacgacgtgctccagctcccccagctccgcctcctctt
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cctccagaacaacctcctctccggcgccatcccgccggaggtcagcaagctcgccgccctcgagaggctcgtcctc

tccagcaacaacctctcggggcccatccccttcacgctcaacaacctcacctcgctccgcgctctccgcctcgacg

gcaacaagctctccgggaacatccccagcatcagcatccagagcctcgccgtcttcaacgtctccgacaacaacct

caatggctccatcccggcgtcgctcgcgagcttcccggccgaggacttcgccggcaacctccagctctgcggctcg

ccgctcccgccctgcaagtcgttcttcccgtccccgtcgccgtcgcccggggtgagccccgccgacgtccccgggg

cggcatcctcctccaagaagcggaggctctccggcgccgcaatcgcaggcatcgtcgtgggcgccgtcgtgctggc

gctgctcctcctcgtcgccgccgtgctctgcgcggtgtccaagcggcggcgaggcgccagcgagggaccgaagagc

acgacggcggcggcggcgggtgcgggcgccgccgccgcgagaggtgtccccccgccggggtccggcgaggggacgg

gcatgacgtcgtcgtccaaggaggacatgggcggcgcgtccgggtcggccgcggcggcggtggcggcggtggcggc

ggagccgagcaggctggtgttcgtggggaagggggccgggtacagcttcgacctggaggacctgctgcgggcgtcg

gcggaggtgctcgggaaggggagcgtggggacgtcgtacaaggcggtgctggaggaagggacgacggtggtggtga

agcggctcaaggacgtggcggtggcgcggcgcgagttcgacgcccacatggacgcgctcggcaaggtggagcaccg

caacgtcctccccgtccgcgcctactacttctccaaggacgagaagctcctcgtcttcgactacctccccaacggc

agcctctccgccatgctccacgggagccgggggtccggcaagacgccgctggactgggacgcgcggatgcggtcgg

cgctgtcggcggcgcgcgggctggcgcgcctgcacacggtgcacagcctcgtgcacggcaacgtcaagtcctccaa

cgtcctgctccggccggacgccgacgcggcggcgctctcggacttctgcctccacccgatcttcgcgccgtcgtcg

gcgcgcccgggcgccggcgggtaccgcgcgccggaggtggtggacacgcggcggccgacgtacaaggcggacgtct

actccctcggcgtgctcctcctagagctcctcaccggcaagtcgccgacgcacgcgtccctggaaggggacggcac

gctggacctcccacggtgggtgcagtccgtggtgcgggaggagtggacggcggaggtgttcgacgtcgagctggtg

cggctcggcgcgagcgcggaggaggagatggtggcgctgctccaggtggccatggcgtgcgtcgccaccgtgcccg

acgcgcggcccgacgcccccgacgtggtcaggatgatcgaggagatcggcggcggccacggccggacgacgacgga

ggagagcgaggagggcgtgcggggaacgtcggaggaggagcggtcgcggggcacgcctccggccgccccgacgccg

tga 

 

 

>ORF_OsI_RPK1 

atggccggcgtcgtgacgagggcggtggcggcggcggtgctggtggtggtcgtggtcgtggctgctgccgagctcg

tggccgcggagccgccgccgagcgagcggtcggcgctgctggcgttcctggcggcgacgccgcacgagcggcgtct

cgggtggaactcctcgacgtcggcgtgcgggtgggtcggggtgacgtgcgacgccgggaacgccacggtggtgcag

gtgcggctccccggcgtggggctcatcggcgccatcccgccgggcacgctcggccgcctcaccaacctgcaggtgc

tctccctccgctccaaccgcatcctcggcggcatccccgacgacgtgctccagctcccccagctccgcctcctctt

cctccagaacaacctcctctccggcgccatcccgccggcggtcagcaagctcgccgccctcgagaggctcgtcctc

tccagcaacaacctctcggggcccatccccttcacgctcaacaacctcacctcgctccgcgctctccgcctcgacg

gcaacaagctctccgggaacatccccagcatcagcatccagagcctcgccgtcttcaacgtctccgacaacaacct

caatggctccatcccggcgtcgctcgcgcgcttcccggccgaggacttcgccggcaacctccagctctgcggctcg

ccgctcccgccctgcaagtcgttcttcccgtccccgtcgccgtcgcccggggtgagccccgccgacgtccccgggg

cggcatcctcctccaagaagcggaggctctctggcgccgcaatcgccggcatcgtcgtgggcgccgtcgtgctggc

gctgctcctcctcgtcgccgccgtgctctgcgcggtgtccaagcggcggcgaggcgccagcgagggaccgaagagc

acgacggcggcggcggcgggtgcgggcgccgccgccgcgagaggtgtccccccgccggggtccggcgaggggacgg

gcatgacgtcgtcgtccaaggaggacatgggcggcgcgtccgggtcggccgcggcggcggtggcggcggtggcggc

ggagccgagcaggctggtgttcgtggggaagggggccgggtacagcttcgacctggaggacctgctgcgggcgtcg

gcggaggtgctcgggaaggggagcgtggggacgtcgtacaaggcggtgctggaggaagggacgacggtggtggtga

agcggctcaaggacgtggcggtggcgcggcgcgagttcgacgcccacatggacgcgctcggcaaggtggagcaccg

caacgtcctccccgtccgcgcctactacttctccaaggacgagaagctcctcgtcttcgactaccttcccaacggc
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agcctctccgccatgctccacgggagccgggggtccggcaagacgccgctggactgggacgcgcagatgcggtcgg

cgctgtcggcggcgcgcgggctggcgcacctgcacacggtgcacagcctcgtgcacggcaacgtcaagtcctccaa

cgtcctgctccggccggacgccgacgcggcggcgctctcggacttctgcctccacccgatcttcgcgccgtcgtcg

gcgcgcccgggcgccggcgggtaccgcgcgccggaggtggtggacacgcggcggccgacgtacaaggcggacgtct

actccctcggcgtgctcctcctagagctcctcaccggcaagtcaccgacgcacgcgtccctggaaggggacggcac

gctggacctcccacggtgggtgcagtccgtggtgcgggaggagtggacggcggaggtgttcgacgtcgagctggtg

cggctcggcgcgagcgcggaggaggagatggtggcgctgctccaggtggccatggcgtgcgtcgccaccgtgcccg

acgcgcggcccgacgcccccgacgtggtcaggatgatcgaggagatcggcggcggccacggccggacgacgacgga

ggagagcgaggagggcgtgcggggaacgtcggaggaggagcggtcgcggggcacgcctccggccgccccgacgccg

tga 

 

 

>cDNA Oruf_CLV1 

AGTGAACGAGAAGAGCGATGTGTACAGCTTCGGTGTGGTACTACTGGAGATCCTGACAGGACGGCGGTCGGTGGAG

GCGGAGTACGGGGAGGGGAACAACATCGTGGACTGGGTGCGGCGGAAGGTGGCCGGAGGCGGGGTGGGCGACGTGA

TCGACGCTGCGGCGTGGGCCGACAACGATGTCGGTGGCACGCGGGACGAGATGGCGCTGGCGCTTAGGGTGGCGCT

GCTGTGCACCAGCCGGTGCCCGCAGGAGCGGCCGTCGATGAGGGAGGTGCTGTCCATGCTGCAGGAGGCCAGGCCG

GAACGGAAGAACTCGGCCAAGAAGCAGGTTAAGTAAAATGGGTGATGGTTAAGTCTTTAGCAGAAAGAAGAACTAA

TATATATGGTGTGCTCTTCGTG 

 

 

>cDNA OsI_CLV1 

AGTGAACGAGAAGAGCGATGTGTACAGCTTCGGTGTGGTACTATTGGAGATCCTGACGGGACGGCGGTCGGTGGAG

GCGGAGTACGGGGAGGGGAACAACATCGTGGACTGGGTGCGGCGGAAGGTGGCCGGAGGCGGGGTGGGCGACGTGA

TCGACGCTGCGGCGTGGGCCGACAATGATGTCGGTGGCACGCGGGACGAGATGGCGCTGGCGCTTAGGGTGGCGCT

GCTGTGCACCAGCCGGTGCCCGCAGGAGCGGCCGTCGATGAGGGAGGTGCTGTCCATGCTGCAGGAGGCCAGGCCG

AAACGGAAGAACTCGGCCAAGAAGCAGGTTAAGTAAAATGGGTGATGGTTAAGTCTTTAGCAGAAAGAAGAACTAA

TATATATGGTGTGCTCTTCGTG 
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