CBC-QconCAT: PGK, GAP3, FBA3, FBP1, SBP1, TRK1, RPE1, PRK1, TPI1,RPI1,
  CP12, RMT1, FBA1, FBA2
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Signal peptide determined by Chloro-P; ’/’ indicates experimentally verified cleavage site (Terashima et al., 2010)
Q-peptides used
Q-peptides not used

RPE1 >Cre12.g511900.t1.2 (mature: 26071.21)
MQALQMRSSSKAVGARSAKPSRASAVRVQATSRVDKCKKSDIIVSPSILSADFSRLGDEVRAIDQAGCDWVHIDVMDGRFVPNITIGPLVVEALRPVTDKVLDVHLMIVEPELRIPDFAKAGADIISVHAEQSSTIHLHRTLNMVKDLGCKAGVVLNPGTSLSTIEEVLDVVDLILIMSVNPGFGGQKFIESQVAKIRNLKRMCNEKGVNPWIEVDGGVTPENAYKVIDAGANALVAGSAVFKAKSYRDAIHGIKVSKAPANVMA*

FBA1 >Cre01.g006950.t2.1
MQAKMQTRAVSGRAAARSRVSTTKVVCRALNSMESPYAEELKKTAAYISQKGKGILASDESNATTGKRLESVGVENTEDNRRAWRELLYTAPGLGQYISGAIMFEETLYQKARDGRQFVDILLAQGIYPGIKVDTGLQILPGDKGETTTQGLDGLADRCKAYRKQGARFAKWRAVVKIGEAGCPSTTAVLENAHGLARYAQICQENGLVPIVEPEVTLGPGDYSIEETAFWSERVYSHTMRLLNEYGVVLEGILLKPNMCLPGLDAPVASPQLVAEVTTRTMMRSIPPAVPGIHFLSGGMSEEESTLNLQALNEACPNAPWALTFSYGRALQSSTLKTWAGKESNWAAAQDILLKLAKANSEASTGSFKGPHPVPGGGRILQALRTGGAGK*

FBA2 >Cre02.g093450.t1.2
MASPLAQIAAQLAAPGKGLLASDESTGTIGKRLEKAGLPNTEDIRRSYRELYYTTPGMGQYISGVIMFKETLYQSTKAGRPFVEVLAEQGILAGIKVDEGLEPLAGAADGETHTKGLEGLEANCREYARAGAKFAKWRATLKVTDTLPSALAVERNADELAQYARICQNCGLVPVVEPEILIDGNHSQERFGQVTEQVIGATVAALWRHGVELEGCLLKPQMVIPGADAEGGKVSAADVARCTVAALRRVVPPAIPGIMFLSGGQTEEEATINLDAVNREAQAVGRCPWVLSFSFGRALQASVLKLWSSDQTRVAEAQQLALALARVNSEAALGNYNASSGSHPSTLGTATLHETFRGWNGQPAGNGAAQ*

FBA3 >Cre05.g234550.t1.2 (mature: 38168.59)
MALMMKSSASLKAVSAGRSRRAVVVRA/GKYDEELIKTAGTVASKGRGILAMDESNATCGKRLDSIGVENTEENRRAYRELLVTAPGLGQYISGAILFEETLYQSTASGKKFVDVMKEQNIVPGIKVDKGLVPLSNTNGESWCMGLDGLDKRCAEYYKAGARFAKWRSVVSIPHGPSIIAARDCAYGLARYAAIAQNAGLVPIVEPEVLLDGEHDIDRCLEVQEAIWAETFKYMADNKVMFEGILLKPAMVTPGADCKNKAGPAKVAEYTLKMLRRRVPPAVPGIMFLSGGQSELESTLNLNAMNQSPNPWHVSFSYARALQNTVLKTWQGKPENVQAAQAALLKRAKANSDAQQGKYDATTEGKEAAQGMYEKGYVY*

RMT1 >Cre16.g661350.t1.2
MQQAFRAHAPRRAGGIRGSGSRLKPSVACRAASSVASKAAVESAIAWATKQGAKLEKANLSTDILTDKPILVASADVQPGESLIVVPDAAWVSVPNVAKTTVGKLASSAGLEPWLQLALVLVAERFGSAKSELAGYASSLPEDLGTPLLWSEEETRALAGTQVAGTLNSYLTFFRSTFAQLQAGLFTANPAAFPPAVFTLPNFVWAVAAVRSRSHPPLEGDKIALAPLVDLVSHRRAANTKLSVRSSGLFGRGQVAVVEATRAIRKGEALGMDYAPGKLDGPVLLDYGVMDTASPKPGYSLTLTLDESDKFVDDKADIVEGAGLRPSMTYSITPDQQPGEEMMAFLRLMNIKAMDAFLLESIFRNEVWGFMQEPVSEGNEEAVCAMLAEGARAALAGYPTTLDQDLAALRSNSTPLGSR.AEAALLVRLGEKESLDAVARFFEDRRATQLKRLVYYQERRLRRLGLVDDEGRTTYDNFFKDGIA*

CP12 >Cre08.g380250.t1.2
MQPAASRLIKKFRTVPGDKHTITKMMLTKSVVISRPAVRPVSTRRAVVVRASGQPAVDLNKKVQDAVKEAEDACAKGTSADCAVAWDTVEELSAAVSHKKDAVKADVTLTDPLEAFCKDAPDADECRVYED*

RPI1 >Cre03.g187450.t1.2 (mature: 26365.46)
MMLKASPAARAAARPAARNVRMM/AAPVSTQLSQDELKKQAAWKAVEYVKSGMVVGLGTGSTAAFAVDRIGQLLKEGKLQNIVGVPTSIRTYEQALSLGIPLATLDEQPKLDVAIDGADEVDPNLDVVKGRGGALLREKMVEMASAKFVCIVDDSKLVEGLGGSKLAMPVEIVQFCHKYTLQRLANLPEVKGCEAKLRMNGDKPYVTDNSNYIVDLYFQTPIKDSQAASKAILGLDGVVDHGLFLDMVDVCIIAGATGVTVQERPNPKKH*

TPI1 >Cre01.g029300.t1.2 (mature: 27165.92)
MQLCKVQRASAARSSRASRSQRVEVVCASSAKFFVGGNWKCNGSVANVAKLVDELNAGTIPRGVDVVVAPPFIYIDYVMQHLDRDKYQLSAQNAWIGGNGAFTGEVSAEQLTDFGVPWVILGHSERRSLFGESNEVVAKKTSHALAAGLGVIACIGETLEQRNSGSVFKVLDAQMDALVDEVKDWTKVVLAYEPVWAIGTGVVASPEQAQEVHAYLRQYCAKKLGAAVADKLRIIYGGSVSDTNCKDLSKQEDIDGFLVGGASLKGAAFVTICNAAGPKAKP*

PRK1 >Cre12.g554800.t1.2 (mature: 38567.33)
MAFTMRAPAPRATAQSRVTANRARRSLVVRADKDKTVVIGLAADSGCGKSTFMRRMTSIFGGVPKPPAGGNPDSNTLISDMTTVICLDDYHCLDRNGRKVKGVTALAPEAQNFDLMYNQVKALKEGKSVDKPIYNHVSGLIDAPEKIESPPILVIEGLHPFYDKRVAELLDFK.IYLDISDDIKFAWKIQRDMAERGHSLESIKSSIAARKPDFDAYIDPQKKDADMIIQVLPTQLVPDDKGQYLRVRLIMKEGSKMFDPVYLFDEGSTISWIPCGRKLTCSFPGIKMFYGPDTWYGQEVSVLEMDGQFDKLEELIYVESHLSNTSAKFYGEITQQMLKNSGFPGSNNGTGLFQTIVGLKVREVYERIVKKDVVPV*

TRK1 >Cre02.g080200.t1.2 (mature: 73947.26)
MQTMLKQRCQPAVGKQAKAVPAVAPKVGRARNVVVAQAAPAAAKAAAPSISRDEVEKCINAIRFLAIDAINKSKSGHPGMPMGCAPMGYVLWNEVMKYNPKNPDFFNRDRFVLSAGHGSMFQYSMMHLTGYDSVPLDQIKQFRQWNSLTPGHPENFVTPGVEVTTGPLGQGICNAVGLAVAEAHLAARFNKPDVKPIVDHYTYCILGDGCMMEGISNEACSLAGHWGLGKLIALYDDNKISIDGHTDISFTEDVAKRYEALGWHVIHVINGNTDVDGLRAAIAQAKAVKDKPTLIKVSTLIGYGSPNKADSHDVHGAPLGPDETAATRKNLNWPYGEFEVPQDVYDVFRGAIKRGAEEEANWHKACAEYKAKYPKEWAEFEALTSCKLPENWEAALPHFKPEDKGLATRQHSQTMINALAPALPGLIGGSADLAPSNLTLMKISGDFQKGSYAERNLRFGVREHAMGAICNGIALHKSGLIPYCATFYIFTDYMRNAMRMSALSEAGVVYVMTHDSIGLGEDGPTHQPIEHLASFRAMPDMLMIRPAGGNETAGAYKVAIANRKRPTTIALSRQNMPNIPNCSVEGVAKGAYTIHDTKAGVKPDVILMGTGSELELATAAAGILEKEGKNVRVVSFPCWELFEEQSAEYKESVLPSDVTARVSVEAATSFGWAKYIGLKGKHVGIDTFGASAPAPTLYEKFGITVNHVVEAAKATLQH*

SBP1 >Cre03.g185550.t1.2 (mature: 35980.49)
MMRQKVAGAIAGERRSAVAPKMGRAATAPVVVASANASAFKGAAVTARVKRSTRAARVQSRRTAVLTQAKIGDSLAEFLVEATPDPKLRQLMMSMAEATRTIAHKVRTASCAGTACVNSFGDEQLAVDMVADKLLFEALKYSHVCKLACSEEVPEPVDMGGEGFCVAFDPLDGSSIVDTNFAVGTIFGVWPGDKLTNITGREQVAAGMGIYGPRTVFCIALKDAPGCHEFLLMDDGKWMHVKETTHIGEGKMFAPGNLRATFDNPAYERLINFYLGEKYTLRYTGGMVPDVFQIIVKEKGVFTNVTSPTTKAKLRILFEVAPLALLIEKAGGASSCDGKAVSALDIPILVCDQRTQICYGSIGEVRRFEEYMYGTSPRFSEKVAA*

FBP1 >Cre12.g510650.t1.2 (mature: 38928.17)
MAATMLRSSTQSGIAAKAGRKEAVSVRAVAQPQRQAGAASVFSSSSSGAAARRGVVAQATAVATPAAKPAAKTSQYELFTLTTWLLKEEMKGTIDGELATVISSVSLACKQIASLVNRAGISNLTGVAGNQNVQGEDQKKLDVVSNEVFKNCLASCGRTGVIASEEEDQPVAVEETYSGNYIVVFDPLDGSSNIDAGISVGSIFGIYEPSEECPIDAMDDPQKMMEQCVMNVCQPGSRLKCAGYCLYSSSTIMVLTIGNGVFGFTLDPLVGEFVLTHPNVQIPEVGKIYSFNEGNYGLWDDSVKAYMDSLKDPKKWDGKPYSARYIGSLVGDFHRTLLYGGIYGYPGDAKNKNGKLRLLYECAPMSFIAEQAGGLGSTGQERVLDVNPEKVHQRVPLFIGSKKEVEYLESFTKKH*

GAP3 >Cre01.g010900.t1.2 (mature: 38089.87)
MAAMMQKSAFTGSAVSSKSGVRAKAARAVVDVRAEKKIRVAINGFGRIGRNFLRCWHGRQNTLLDVVAINDSGGVKQASHLLKYDSTLGTFAADVKIVDDSHISVDGKQIKIVSSRDPLQLPWKEMNIDLVIEGTGVFIDKVGAGKHIQAGASKVLITAPAKDKDIPTFVVGVNEGDYKHEYPIISNASCTTNCLAPFVKVLEQKFGIVKGTMTTTHSYTGDQRLLDASHRDLRRARAAALNIVPTTTGAAKAVSLVLPSLKGKLNGIALRVPTPTVSVVDLVVQVEKKTFAEEVNAAFREAANGPMKGVLHVEDAPLVSIDFKCTDQSTSIDASLTMVMGDDMVKVVAWYDNEWGYSQRVVDLAEVTAKKWVA*

PGK1 >Cre11.g467770.t1.1 (mature: 42876.6 kDa)
MALSMKMRANARVVSGRRVAAVAPRVVPFSSASSSVLRSGFAAEVSVDIRRVGRSRIVVEAVKKSVGDLHKADLEGKRVFVRADLNVPLDKATLAITDDTRIRAAVPTLKYLLDNGAKVLLTSHLGRPKGGPEDKYRLTPVVARLSELLGKPVTKVDDCIGPEVEKAVGAMKNGELLLLENVRFYKEEEKNEPEFAKKLAANADLYVNDAFGTAHRAHASTEGVTKFLKPSVAGFLLQKELDYLDGAVSNPKRPFVAIVGGSKVSSKITVIEALMEKCDKIIIGGGMIFTFYKARGLKVGSSLVEDDKIELAKKLEEMAKAKGVQLLLPTDVVVADKFDANANTQTVPITAIPDGWMGLDIGPDSVKTFNDALADAKTVVWNGPMGVFEFPKFANGTVSIANTLAGLTPKGCITIIGGGDSVAAVEQAGVAEKMSHISTGGGASLELLEGKVLPGVAALDEK*
