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Supporting Information

Figure S1. Photograph of C. sinensis cv. ‘Longjing43’.

The tea plants of ‘Longjing43’ are two-year-old cutting seedlings.




Figure S2. Nucleotide and deduced amino acid sequences of CsAC77 from C.

sSinensis.
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ATGGCTGATGCTGAGGATATTCAGCCCCTTGTCTGTGACAATGGAACTGGAATGGTGAAGGCTGGGTTTGCT
MADAEDTIQPLVCDNGTGMV KAGTF A
GGTGATGATGCTCCCAGGGCAGTTTTCCCCAGTATTGTAGGTCGACCCAGGCACACTGGTGTCATGGTTGGG
GDDAPRAVFPSITVGRPRIHTGVMVG
ATGGGCCAGAAAGATGCTTATGTAGGTGATGAAGCCCAATCCAAAAGAGGTATTCTTACCTTGAAATACCCA
MG6¢GQ KDAYV GDEAQSI K RGTITLTTLZE KTYP
ATTGAACATGGCATTGTCAGCAATTGGGATGACATGGAGAAGATCTGGCATCATACTTTCTATAACGAGCTC
I' EH 66I vSsSNWDDMET KTIWHUHTTFYNEL
CGTGTTGCCCCTGAAGAGCACCCAGTACTTCTTACAGAAGCACCACTGAACCCGAAGGCAAATAGGGAGAAG
RV APEZEHPVLLTEAPTLNPI KANTZ REK
ATGACTCAAATTATGTTTGAGACCTTCAATGTGCCCGCCATGTATGTTTCTATCCAGGCAGTTCTGTCTCTT
MmTQTITIMFET FNVPAMYVSTITQAVLSL
TATGCCAGTGGTCGTACAACAGGTATTGTCTTGGATTCTGGGGATGGTGTTAGCCACACAGTGCCAATTTAC
YASGRTTGTVLDSGDGVY SHTVPITY
GAAGGTTATACCCTCCCACATGCAATCCTTCGGTTGGACCTTGCTGGTCGTGATCTAACAGATTCATTGATG

EGGYTULPHATTLIRTLDTELAGRDTLTUDS STILM
AAGATCCTCACTGAGCGAGGGTACTCCTTCACCACAACAGCTGAACGGGAAATTGTCCGTGATGTGAAAGAG
K 1T LTERGYSVFTTTAEZRETVRDVKE
AAACTTGCTTATGTTGCCCTTGATTACGAGCAGGAGTTGGAAACTGCAAAGAGCAGCTCTGCAGTGGAGAAA
K LAY VALDYEGQETLETAKSSSAVEK
AGCTATGAACTTCCTGATGGGCAAGTGATCACTATCGGAGCAGAGAGATTCCGCTGCCCTGAAGTTCTATTC
S YELPDGQVITTIGAETRTFTRTCPEVLTF
CAGCCATCGCTCATTGGAATGGAAGTTGCTGGAATCCACGAATCCACCTACAACTCCATCATGAAATGTGAT
Q PSLIGMEVAGIHESTYNSTIMEKTCTD
GTTGATATCAGGAAGGATCTCTATGGAAACATTGTCCTTAGTGGTGGATCAACCATGTTCCCAGGGATTGCT
vbIURIKDLYGNTITVLSGGSTMF®PGTIA
GACCGGATGAGCAAGGAAATCACTGCCCTTGCTCCTAGTAGCATGAAGATCAAAGTGGTGGCACCTCCTGAG
DRMSKETITALAPSSMEKTITZ KVVAPPE
AGAAAGTACAGTGTCTGGATTGGAGGCTCAATCTTGGCATCTCTCAGCACATTCCAGCAGATGTGGATATCC
RKYSVWTIGGSTITULASTELSTUFQQMWTIS

AAGGATGAATATGATGAATCTGGTCCAGCCATTGTCCACAGGAAGTGCTTTTGA
K DEYDESGPATIVHRZE KTC CTF *



Figure S3. Nucleotide and deduced amino acid sequences of CsEF-Ia from C.

Sinensis.
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ATGGGTAAGGAAAAAGTTCACATTAACATTGTGGTCATTGGCCATGTCGACTCTGGGAAGTCAACCACCACT
MG6¢GKEKVHINTVVIGHVYDSGK STTT
GGTCATCTCATCTACAAGCTTGGAGGTATTGACAAGCGTGTGATTGAGAGGTTTGAGAAGGAGGCTGCTGAG
G HLIYKV LGS GTIDI KT RYIETRTFEZ KTEAAE
ATGAACAAACGTTCATTCAAGTATGCCTGGGTCTTGGACAAGCTCAAGGCTGAACGTGAACGTGGTATTACC
MNKRSTFIKYAWVLDI KT LI KAETRET RS GTIT
ATTGATATTGCTTTGTGGAAGTTTGAGACCACCAAGTACTACTGCACTGTCATTGATGCCCCTGGCCATCGT
I praAaLwZiKFETTI KYYCTVIDAPGHR
GACTTTATCAAGAACATGATCACTGGTACCTCACAGGCTGACTGTGCAGTCCTTATCATTGACTCAACAACT
DF I KNMTITGTSQADC CAVLTITITITDSTT
GGTGGGTTTGAAGCTGGTATTTCCAAGGATGGTCAGACACGTGAGCATGCTTTGCTTGCCTTTACCCTTGGT
G GGFEAGISKDOGAQTREUHALTLATFTTULG
GTCAAGCAAATGATCTGCTGTTGCAACAAGATGGATGCAACAACCCCAAAGTATTCAAAGGCAAGGTATGAT
vkKaewmMmICOCCCNI KMDATT?PI KYSIKARTYD
GAAATTGTTAAGGAAGTGTCTTCCTATCTGAAGAAGGTGGGTTATAACCCTGACAAGATCCCCTTTGTCCCA
EIT VKEVSSYLIKI KVGYNPDI KTIPTFVP
ATCTCTGGATTTGAGGGTGACAACATGATTGAAAGGTCAACCAACCTTGACTGGTACAAGGGCCCAACCCTG
I S6GFEGDNMTIETRSTNLIDWYKGPTL
CTCGATGCCCTTGACATGATTTCGGAACCCAAGAGGCCCTCGGACAAGCCTCTCCGTCTCCCACTTCAGGAC
L bALDMTISEPI KR RPSDI KPLI RTLPILAG QD
GTCTACAAGATTGGTGGCATTGGCACTGTCCCTGTTGGCCGTGTTGAGACTGGTTTAATCAAACCCGGCATG
vy«KxK 1661 G6GTVPVGRVETG GTLTIZ KZPGM
GTTGTCACTTTTGGCCCAACTGGTCTCACCACTGAAGTTAAGTCAGTAGAAATGCACCACGAGGCTCTCCTG
vvTFGOGPTSOGLTTEVKSVEMHUHEEATLL
GAGGCCCTACCAGGCGACAATGTTGGTTTCAATGTAAAAAATGTTGCTGTCAAGGATCTCAAACGGGGGTTT
EALPGDNVYVGFNVKNVYVAYVY KDTLTI KT RGTF
GTTGCCTCAAACTCCAAGGACGATCCTGCAAAGGAAGCTGCCAACTTTACTTCCCAGGTCATTATCATGAAC
vVvASNSIKDDPAKEAANTFTSQVITMN
CATCCTGGCCAAATTGGAAATGGTTATGCCCCAGTTCTCGATTGCCACACTTCCCACATTGCAGTCAAATTT
HPGQI GNGYAPVLDCHTSHTIAVKTF
GCTGAGATTCTGACCAAGATTGACAGGAGGTCTGGGAAGGAGCTCGAGAAGGAGCCCAAATTCTTGAAGAAC
A°AE I LTI KTIDI R®RSSGIKTETLTEIZ KTEU®PI KT FTLZKN
GGTGATGCTGGGATGGTGAAGATGATTCCAACAAAGCCCATGGTGGTGGAGACTTTTTCCGAGTACCCACCA
GDAGMVEKMTIPTI KPMYVVETTFSEYPP
CTTGGTCGTTTTGCTGTGAGAGACATGCGTCAAACTGTTGCTGTTGGTGTCATCAAGAGTGTTGAGAAGAAG
L GRFAVRDMPRAQTV AV GV IKSVEZKK
GATCCATCTGGTGCCAAGGTCACCAAGGCTGCTCTGAAGAAGAAATGA
DPSGAKVTZ KAALI KKK =*



Figure S4. Nucleotide and deduced amino acid sequences of CselF-4a from C.

Sinensis.
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ATGGCTGGCTTGGCACCTGAGGGTTCTCAATTTGATGCTCGTCAATTTGATGCCAAAATGAATGAGTTACTT
MAGLAPEGSQFDARAQQFDAKMMNETLL
GTGGCTGATGGAGAAGAATTCTTCACCTCATATGACGAGGTTTATGAAAGCTTTGATGCAATGGGCTTACAA
vVvADGEETFZFTSYDEVYESTFDAMMGTLAQ
GAAAATCTCCTGAGGGGCATCTATGCTTATGGTTTTGAGAAGCCGTCTGCAATTCAGCAAAGGGGGATAGTT
ENLLURGIYAYGFEIZ K®PSATIQQRTGTIWV
CCTTTCTGCAAAGGACTTGATGTAATTCAACAAGCACAGTCTGGAACTGGAAAAACTGCAACATTCTGCTCT
pPF CKOGLDVIQQAQSGTG GI KT ATTFZCS
GGAATTCTGCAGCAGCTTGATTATAGCTTGGTTGAGTGCCAAGCTTTGGTTCTTGCACCCACTCGTGAACTT
G 1 LQQLDYSLVECQALVLAPTR RETL
GCCCAGCAAATTGAGAAGGTTATGCGAGCACTAGGTGTCTATCTTGGTGTGAAGGTTCATGCTTGTGTTGGA
AQQ@ I EXVMRALG GV YLGV KV HATC CVG
GGGACTAGTGTGCGCGAAGATCAGCGCATTCTCTCAAGTGGGGTTCATGTTGTTGTTGGTACTCCTGGTCGT
G TSVREDQRTITLSSGVHYVY VYV GT?PGR
GTGTTTGACATGTTGCGGAGACAATCACTTCGCCCTGATTGCATCAAAATGTTTGTCTTGGATGAAGCTGAT
vVFDMLIRRQQSLURPDC CTII KMEFVLDEATD
GAAATGCTGTCACGAGGTTTTAAAGATCAGATCTATGATATTTTCCAGTTGCTGCCACCCAAAATCCAGGTT
EMLSRGFI KD QTIYDTITFAQULTELPPIEKTI® QUV
GGGGTGTTCTCTGCCACAATGCCACCAGAGGCTCTTGAAATCACCAGGAAATTCATGAATAAGCCTGTGAGG
G VFSATMPPEALETITURIKTEFMNEKPVR
ATTCTTGTGAAACGTGACGAACTTACTCT*GAGGGTATCAAGCAATTTTATGTGAATGTTGACAAGGAGGAA
I L v K R DELTH=*xES GTII KU QPFYVNVYVDIKTEE
TGGAAGCTTGAGACACTTTGTGATCTCTATGAGACCTTGGCCATAACCCAAAGCGTCATCTTTGTTAACACC
wWKLETLTCDILYZ ETTLATITTO SV IFVNT
CGACGCAAGGTTGACTGGCTCACTGACAAAATGCGCAGCCGTGATCACACGGTATCTGCTACCCATGGAGAC
RRKYVYDWILTDI KMRSI RDIHTVSATHGTD
ATGGATCAGAACACTAGAGATATCATTATGCGGGAATTCCGGTCTGGTTCCTCTCGTGTGCTTATCACAACT
MbDQNTRDTITIMRETFRSGSSRVLTITT
GATCTTTTGGCTCGTGGTATTGATGTCCAGCAAGTCTCTCTTGTGATAAATTATGATCTGCCAACCCAACCT
bLLARGIDVQQVSLVINYDILZPTNA QP
GAGAACTACCTTCATCGAATTGGGCGTAGTGGAAGGTTTGGGAGGAAGGGTGTTGCCATCAACTTTGTGACC
ENYLHRTIG GRS GRPFGOGRIKTGVATITNTFUVT
AAAGATGATGAAAGGATGCTGGCTGACATCCAGAGGTTCTATAATGTGGTAGTTGAGGAGCTCCCAGCAAAT
K DDERMLADTIG@QRT FYNVVVEETLPAN
GTTGCTGATCTCCTTTGA
V A D L L =*



Figure S5. Nucleotide and deduced amino acid sequences of CsGAPDH from C.

Sinensis.
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ATGGCCACCCATGCTGCTCTGGCTTCTTCAAGAATCCCATCTCACACCTCGCTACTTCCCTCTAAGTCCTCT
MATHAALASSU RTIPSHTS STU LTLPSIKS S
CACTCCTCCTGCTTCCCCACTCAATGCCTTTCCAAGAGACTGGAAGTAGCAGAGTTTTCTGGTCTTCGATCC
HSSCFPTAQCLSI KT RTLEVAETFS S GTLRS
AGTGGACGTGTGACATACGCCAAGAATGCTAGGGAAGCATCCTTGTTTGATGTAGTGGCTGCCCAAGCAACT
S GRVTYAKNAREASTLT FDVVAAQAT
CCCATGACTGCAGGTTCAACCCCTGTCAAGGGACAAACAGTGGCCAAATTAAAGGTAGCAATTAATGGTTTT
pPMTAGST?PVKGQTVAKTLZE KVATINGTF
GGACGCATTGGCCGCAACTTTCTCCGGTGCTGGCATGGCCGGAAGAACTCCCCCGTTGATGTTATTGTGGTT
G RIGRNFLRCWHGRIKNSZPVDVIVYV
AACGACAGTGGTGGTGTCAAGAATGCATCTCACTTGCTGAAGTATGATTCATTGTTGGGCACTTTCAAAGCA
NDSGGYVY KNASHTLTLZI KYD ST LTZLTGTTFKA
GAAGTGAAAATAGTGGACAATGAGACCATCAGTGTTGATGGTAAGCCCATCAAAGTTGTCTCTAGTAGGGAC
EvVvKIVDNETTISVDGK?PTITI KVVSSRD
CCTTTGAAGCTCCCTTGGGCTGAACTAGGCATTGACATTGTTATTGAGGGGACAGGGGTGTTTGTGGATGGA
pLKXKLPWAELSGTI?DTIUVIES GTT GV FVDSG
CCTGGGGCTGGGAAGCACATCCAAGCTGGTGCCAAGAAAGTTATTATCACTGCTCCAGCAAAAGGTGCCGAC
P GAGKHTITQAGAZKT KV I TITTAPAZKTGATD
ATTCCCACCTATGTTGTTGGAGTCAATGAAGGAGACTACGCCCATGATGTTTCTAACATTGTAAGCAATGCT
I pTYVVGVNESGDYAHDVSNTVSNA
TCTTGCACCACAAACTGTTTAGCTCCTTTCGTGAAAGTCTTGGATGAAGAACTCGGTATTGTCAAGGGGACC
s cTrTNCLAPFVKVLDETETLSGTIUVKTGT
ATGACCACCACTCATTCCTACACTGGAGACCAGAGACTCTTAGATGCTTCACACCGGGACTTGAGGCGAGCC
MTTTHSYTOGDQRTLTLDASHRDILTRTRA
AGAGCTGCAGCACTTAACATAGTCCCAACAAGCACCGGTGCAGCCAAGGCCGTGTCTCTAGTGCTTCCACAG
RAAALNTITVPTSTSOGAAKAVSLVLPAQ
CTCAAGGGCAAGCTCAACGGCATTGCTCTCCGTGTTCCCACACCAAATGTATCTGTCGTTGATCTTGTTGTG
LK GGKLNGIALRYVYPTPNVSVVDLVYV
AACGTCGCGAAAAAAGGAATATCTGCTGAAGACGTTAATGCTGCCTTTAGAAAAGCAGCCGATGGACCATTG
NVAKKGISAEDVNAATFTIRIEKAADTGTPL
AAGGGTATATTAGCCGTGTGTGATGTCCCTCTTGTGTCAGTCGATTTCAGGTGCTCTGATGTTTCTTCCACC
K I LAV CDVPLVSVDFURCSDVS ST
ATCGATTCATCTTTGACAATGGTCATGGGAGACGACATGGTCAAGGTAGTGGCATGGTACGACAATGAATGG
I pssLTMVMGDDMVKVVAWYDNEW
GGATACAGCCAACGTGTTGTCGATTTGGCACATTTGGTAGCAAGCAAGTGGCCAGGCATGCCTGCACAAGGA
G YSQRVVDLAHLVASI KWPGMPAAG QG
AGTGGAGATCCATTGGAGGATTTTTGCGAGACAAGCCCTGCTGAGAAGGAGTGCAAGGTTTATGAAGCTTAA
S GbPLEDTFT CETSU®PAETI KTET CIKUVYE A *



Figure S6. Nucleotide and deduced amino acid sequences of CsPP2A4 from C.

Sinensis.
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ATGATTAGGCAGATTCTGGGTAAGCTTCCTCGGAAGCCATCGTCGAAATCATCACACAACGATTCGAACAAT
MIRQTIULGEKTLPRI KPSSIKSSHNDSNN
GATGGGGCGGTTTCAACTATGAATTCCTCGACTTGGAATTCCATGAATAGCAGCTCGAAAAGCACTACGGTT
DGGAVSTMNSSTWNSMNSSSI KT STTV
TCTGGGAAAGTTTCGAATTTGGGTTCTGGTGCAGGTCGCTCTATCAATGGAACATATGCCCCAAACTCAATG
S ¢GKVSNLGSGAGRT STINGTYAPNSM
AGTAAATCAAATCAAGGGAAGAAATCGGGTCCCTTGGCTGCTCAAGGTGGTGGACCGGTGTCGAATATTGCA
S KSNQGKIKSGPLAAQGGGPVSNTIA
ACATATGAAGCTTTGCCAAGTTTTCGTGATGTTCCAAACCCAGAAAAGCAGAATCTTTTCATTAGGAAGTTG
T Y EALPSFRDVPNPEZ KU QNTLTFTIREKL
AAAATGTGTTGTGTTGTCTTTGATTTTAGTGACCCCTCTAAGAATATCAAAGAGAAGGATATAAAGCGGCAG
KaMmCccvv EFDFSDPSKNTIIKTETZ KDTITZKRAQ
ACATTGCTTGAGCTTGTTGATTATATCTCCACTGTAAATTCAAAGTTCAATGAGGTCACAATGCAGGAAATT
T L L ELVDYTITOSTVNSI KT FNEVTMAGQEI
ACAAAAATGGTAGCTACCAATTTATTCAGAACTTTTCTATCCACTAATCATGAAAGCAAGTCACCTGATATG
T K MV ATNTLTFRTT FTLSTNHNETZSI KT SUPIDM
TATGATGCAGAAGAAGAGGAACTGGCGACGGAACCATCGTGGCCTCATCTTCAGATTGTGTATGAATTTCTA
Y DAEEEZETLATEWPSWPHLQTIUVYETFIL
CTTAGATTTGTGGCTTCGTCAGAGACAGATGCCAAGCTTGCTAAAAGATATGTAGACCATTCGTTTGTGTTG
L RFVASSETIDAIKTLAKT RYVDHS ST FVL
CGTTTGCTGGACCTGTTTGACTCTGAGGATCAAAGAGAGAGGGAGTACTTGAAGACGATTCTCCACCGCATT
R LLDU LV FDS SEDI QRETREYTLI KTTITZLHRI
TATGGGAAGTTTATGGTGCATCGGCCATACATTAGGAAAGCCATCAACAATATCTTCTACCGTTTTATCTTT
Y G K FMVHRPYTRIKAINNTITFYRTFTITF
GAGACAGAGAAGCACAATGGGATAGCAGAATTGCTTGAGATCTTGGGCAGTATTATTAATGGTTTTGCTTTG
ETEKHNHNGTIAETLTLETITLSGSTITINSGTFATL
CCTTTAAAGGAAGAGCACAAGCTTTTCCTTGTCCGTGCCTTGATTCCACTTCACAAGCCCAAGTGTGTAGCC
pPLKEZEHI KT LUPFULVRALTIPLUHEKPZ KT CVA
ATGTATCACCAACAACTTTCATATTGCATCACTCAGTTTGTGGAGAAGGATATAAAGCTAGCTGACACGGTA
MYHQQLSYCTITA QFVETZ KDTIZ KTLATDTYV
ATTCGTGGTCTTTTAAAGTATTGGCCATTAACTAACAGTTCAAAGGAGGTGATGTTCCTCGGTGAGTTGGAA
I R ¢GLLKYWPLTNSSIKTEVMTFTLTGETLE
GAAGTTCTAGAAGCCACACAGGCTGCAGAATTTCAGCGCTGCATGGTCCCCCTTTTCCGTCAGATTGGACGC
EVv L EATQAAEFQRCMVPLFRAQTIGR
TGCCTCAATAGCTTACATTTTCAGGTGGCTGAGCGTGCCTTGTTTCTCTGGAACAACGATCACATTGGGAAT
Cc LNSLHFQVAETRALTFTLWNNDIHTIGN
TTGATCACGCAGAACCGTAAAGTAATACTGCCTATAATTTTCCCAGCCTTGGAGAGAAACACACGAAGTCAC
L I TQ NRKVILPTITITTFPALET RNTRSIH
TGGAACCAAGCTGTTCAGAGCCTGACACTTAATGTGAGGAAGATATTTTCAGATGCTGACCAAGCACTGTTT
W NQAVQSLTLNVREKTIFSDADU QATLTF
GATGAGTGCCTAGTAAGATTCCAAGAAGATGAAATTAAGGAAAAGGAGGCTCAGGAGAAGCGGGAATCAACA
bDECLVRPFQEDETIZ KTETZ KT EAQEZ KT RETST
TGGAAGCGCTTGGAAGATGTGGCAGCCTCCAAGGCTGTTGTAAGTAATGAGGCTGTGCTTGTGAAGTTTGTC
WK RLEDVAASKAVVSNZEAVLVKTFV
TCTTCTGTTGCCATTGCTACCAACACAAATCTGCGAACAACTGTGGGTAGTTGA
S SvVATIATNTNILRTTVG S *®



Figure S7. Nucleotide and deduced amino acid sequences of CsSAND from C.

Sinensis.
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ATGGGGTCCGATTTGGACTCCTCAACGTCCTCCGACGATCCCATACACGAAAGCCCTAATTCTACTTCAATC
M G S DLDSSTSSDDU®PTIHESU®PNSTSII
GATCAGTCCCTCGACGCCATCGAAGATCAATTAGCCTCAATCGCATTGACCCAACCGAACGGCGTTGCAGCC
D Q SLDATEDU QULASTALTI GQQ?PNGV A A
GACGATGAATCGTCCGAGCAAGAAGTTTTCAAGGACACCCCAAATGGGCTGCCTTTGGATGAGGACAGTAAT
D DESSE®QEVFKXKDTU®PNSGTL®PTILDTET D SN
CAGCAGGAGAGCAAGGGAGGTGAAATCGGAGAGGAGGGTTTTGGGAATTCAGTGCCTGAACCGTCTTCTGTG
Q Q ES K GG ETIGEESGT FSGNSV P ETZPS SV
GAGTTTGAAGTTGTGGAGGAGGTTCGGGAGAGCTCGTCGAGTGGTGTTTTTGCGTGGAGGAGGACCAATTCG
EFEVVEEVI RESS SSSGV FAWT RT RTNS
GAGCTCGAAGTTGAGCGGCAGGAGAGCCCAAGCAGTAGTGGGTATGCTGGTGAGAGAGGGAGTAGCAGTAGC
ELEVEI R QESUPSSSGYAGET RTGS S S S S
ACCAGTGTGTCTGAGATTGAGGAGGTGGGTGAAGATCAAATTTGTGAAGTTGGGAAGGATGATTCTGTTGAT
T S vsS ETEEV GEDAGQQTTCEV GKDDS VD
GGGGGTTCGGATTGGGTTCCGGGGAAGCGGCATCTCGATGAAGATGATGCTTCTGTTTCATGGAGGAAAAGG
G G SDWUVPGI K RUHLDET DU DA AS SV S WRIKR
AAGAAGCACTTCTTTATTTTGAGTAACTCTGGCAAACCAATATATTCCAGATACGGAGATGAACACAAGTTA
K K HFF ILSNZSSGI KU?®PTIYSRYGDEHIKL
GCGGGATTTTCGGCTACTCTGCAAGCAATCATTTCCTTCGTGGAGAATGGGGGCGATCGTGTGAAATTGGTA
A GF SATULA QATITIS FUVENSGS GDT RV KLV
AGGGGCAGGCAAACACCAGGTAATTTTTCTTGTGAAAGGACCAATCTACTTAGTTTGCATAAGCTGTACGGAG
R A G K HQ VI FULVKSGP?PTIYUILUVCTISCTE
GAGCCTTATGAGTCATTAAGGGG*CAATTGGAGCTTGTTTATGGGCAGATGATAGTTATTCTTACAAAGTCT
EPYESULU R®S*QL EULVY GQMTIUVITULT K S
GTAAACAGATGTTTCGAGAAGAATTCAAAGTTTGATATGACACCTTTGCTTGGAGGAACAGATGTTGTCTTC
VNR CFEI KNS KT FDMT®PVLILSGSGTDV VF
TCTTCTCTCATCCATTCTTTCAGTTGGAACCCTGCCACTTTTCTTCATGCATACACGTGTCTTCCCGTTGCT
S S LIHS SV FSWNZPATUV FILHAYTTCTLUP VA
TATGCGACAAGACAAGCTGCAGGTGCCATATTGCAAGATGTTGCTGATTCAGGTGTCCTGTTTGCAATATTA
Y ATRQAAGATITULOQDVADSGV L F AT L
ATGTGCAAACACAAGGTTATCAGTCTTGTTGGTGCACAAAAAGCATCTCTTCATCCCGATGATATGCTCCTA
M C KHKVISLVGAQKASLHUPDUDMTLL
CTTTCCAATTTTGTTATGTCATCGGAATCATTTAGGACATCTGAATCTTTCTCACCAATTTGCCTGCCAAGA
L S NFVMSSES ST FIRTS SES ST FSU&PTIT CLUPTR
TATAATCCCATGGCATTTTTGTATGCTTATGTCCATTATCTTGATGTTGATACATACTTAATGTTGCTTACT
Y NP M A FLYAYVHYLDVDTYTLMMTLTLT
ACCAGTTCAGATGCCTTTTTTCATCTTAAAGATTGCAGGATTCGTATCGAAATGGTCCTTTTGAAGTCAAAT
T S S DA F FHULIKWDT CIZRTIWIRTIEMV L L K SN
GTTCTCAGTGAAGTTCAGAAATCCATGCTAGATGGCGGCATGCGTGTTGAGGATTTGCCTGTTGATCCATCT
v L SEVQ KSMULDG GG GM®RVYV EDTLUPVDP S
CCTCGTTCTGGATATTCATCTGCTCATTTAGGTCAGCCCAGACTTGCAACAGATTCTCCTGAGAGATTCCGG
PR SGY S SAHULGA® QP RTILATDSUPETRTFR
GAAGCATTTGTTGGTATTGGTGGTCCTGCTGGACTTTGGAATTTCATATATCGTAGTATTTACTTGGACCAA
E A F V GGI GGPAGLWNUEFTYU RS I Y L D Q
TATGTATCTTCTGAGTTCTCTTCGCCAATCAGTAGTTCGCGACAGCAGAAAAGATTGTATAGAGCTTACCAA
Y Vv.s S EF S SPTISSSRQQKRLY RAY Q
AAACTTTATGCCTCCATGCATGAGGAAGGAGTTGGACCCCACAAAACTCAGTTTAGAAGAGATGAGAACTAT
K L YA SMUHETETGV GPHI KTGQQT FT RT RDTENTY
GTTTTACTATGCTGGGTCACCCAGGACTTTGAACTCTATGCTGCATTTGATCCCCTGGCACACAAGGCTTTG
v L L CWVTQDF EULYAAZ FUDUPILAHIK A L
GCAATAAAGACTTGCAACCGGGTGTGTCAATGGGTGAAAGATGTGGAAAATGAGATCTTCTTGTTGGGAGCC
A I K T CNWJ RV CQWV KDV ENZETITFTILTILGA
AGCCCCTTTTCATGGTGA
S P F S W =*



Figure S8. Nucleotide and deduced amino acid sequences of CsTBP from C. sinensis.
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ATGGCGGATCAAGTGTTGGAAGGGAGCCAACCCGTGGATCTCTCCAAGCACCCGTCTGGCATCGTTCCTACT
MADQVLEGSQPVDLSIKHPSGTIVPT
CTTCAGAATATTGTGTCAACAGTGAACCTCGATTGCAAGTTAGATCTCAAAGCCATTGCTTTGCAAGCTCGT
LQNT VS TVNLDT CI KT LDTLI KATIALZG QAR
AATGCCGAATACAATCCCAAGCGTTTTGCTGCTGTTATTATGAGGATAAGGGATCCAAAGACGACAGCTTTG
NAEYNPIKRFAAVIMRTIRDPZE KTTAL
ATTTTTGCCTCTGGGAAGATGGTTTGCACTGGTGCAAAGAGCGAACAACTTTCAAAACTGGCAGCAAGAAAG
I FASGKMVCTOGAKSEA QLSI KT LAARK
TATGCACGAATTATTCAAAAGCTTGGGTTTCCTGCCAAATTCAAGGATTTCAAGATTCAGAACATAGTTGGT
Y ARITITTQ KL GFPAKZ FI KDTFZKTIQNTIUWVSG
TCCTGTGACGTAAAATTTCCCATCAGACTTGAAGGTCTTGCATATTCCCATGGTGCCTTTTCAAGTTATGAA
s ¢bVKFPTIRLES GLAYSHGATFS SSYE
CCAGAACTATTTCCAGGCTTAATATATCGTATGAAGCAACCAAAGATTGTGCTACTCATCTTTGTTTCTGGA
pPELFPGLTIYRMEKOQPIKTIVLILTITFUVSG
AAGATTGTCCTTACGGGAGCCAAGGTGAGGGATGAGACATATACAGCCTTCGAGAACATATACCCTGTCCTT
K 1T v>L TGAKVRDETYTATFENTIYZPVL
ACTGAGTTCAGGAAGAATCAACAATGGTAG
T EF R KNQQ W x*



Figure S9. Nucleotide and deduced amino acid sequences of CsTIP41 from C.

Sinensis.
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ATGGAGTTGGAAGTGGACGAGACCGAGCTCAAAGCCGCCGGAGCTCAGCTTCTTCCGGAAGGACGCGTTGGA
MELEVDETETLZI KAAGAQLULPEGTRYVG
CTCTTCATACATGGTTGGGAGATCGAGTCTCGCAAGCGTCCCATTCTCAACTCTCTCCACCTCCAACAGTGG
L F I HGWETITES ST RI KT RPTITLNSILIHLG QA QW
GAGCATAAGCTTCAAACATCCCACTTTCCAGAGATGGTTTTTGGGGACAGTTCTTTGGTTCTTAAACATGTC
EHKLQTSHTFPEMVFGDSSILVLIKHYV
AGTAGTGGCATTAAGATTCATTTTAATACATTTGATGCTCTAACTGCCTGGAAGCAGGAAGCATTGCCACCA
S SG6GI KIHFNTTFDALTAWI KA QEATLPP
GTTGAAGTTCCTGCAGCTGCAAAATGGAAATTCAGAAGCCAACCCTTCCAGCAATTGGATTATGACTATACC
VEVPAAAKWKFRSQPTFQQULDYTDYT
TTTACAACACCATATTGTGGAAGTCAAACGATTGAGATAAATGAAGAGCTTGCGAGAGGAGCAACCTCTGAA
FTTPYOCGSQTTETINETETLARGATSE
GATAACAACTGTGGTCTTTATTGGGAGGACTGCAAAGAGCAAATTGATTTGGCTGCACTGGCATCGAAAGAG
DNNCGLYWETDT CKEA®QQTITTDTLAALASKE
CCCATTCTCTTCTATGATGAGGTAATCTTGTATGAAGATGAATTGGCGGATAGTGGTGTTTCACTTTTAACT
p I LFYDEVILYEDZETLADSGVSLTILT
GTAAAAGTGAGGGTAATGCCAAACTCTTGGTTTCTTCTCTTGCGTTTTTGGCTTAGAGTTGATGGGGTGCTT
vVKVvRVMPNSWFLLTLRTFWLIRYVDGVL
ATGAGATTGAGGGACACACGTATGCATTGTGTTTTTGCAAATAGTGCAACCCCCATTATTCTTCGAGAAAGC
MRLRDTURMHECVFANSATU®PTITULTRES
TGTTGGAGGGAAGCCACATTTAAAGCTTTGTCTGCAAAAGGATACCCATCTGATTCTGCGGCATATAATGAT
C WREATTFZ KALSAKGY?PSDSAAYNTD
CCAAGCATCATCAGCCAGAGGCTTCCTATCATCATGCATAAGTCCCAAAAGCTTAAAATCCCTGGTAACCTA
pS I T SQURLPTITTITMHKSAQKT LI KTI®PSGNTL
TAA
*



Figure S10. Nucleotide and deduced amino acid sequences of CsTUB from C.

Sinensis.
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ATGAGAGAGATTCTTCACATTCAAGGTGGACAGTGCGGAAATCAGATCGGATCAAAATTTTGGGAAGTTGTT
MRETITLIHTIAQGGQCGN QTIGSI KT FWEVV
TGTGATGAACATGGCATAGATCCTACTGGAAGATATGTTGGAACTTCAGATTTGCAGCTCGAACGTGTCAAT
c bEHGID®PTSGRYVGTSDILAQULTETRVN
GTCTACTACAATGAGGCTTCTTGTGGGAGGTTTGTTCCTCGTGCTGTGCTCATGGATCTTGAGCCGGGCACC
vVYy Y NEASCGRT FVPRAVLMDTELTETPGT
ATGGACAGTGTTCGCACTGGTCCGTATGGCCAGATCTTCCGCCCTGATAACTTTGTTTTCGGTCAGTCTGGT
MDSVRTGPYGQIFRPIDNTFVFGAQS G
GCTGGAAATAACTGGGCCAAAGGACATTACACTGAGGGTGCAGAACTTATTGATTCAGTTCTTGATGTTGTG
AGNNWAKGHYTESGAETLTITDSVLDVYV
AGGAAGGAGGCCGAGAACTGTGACTGTCTTCAAGGTTTTCAAGTCTGCCATTCCCTGGGTGGAGGAACAGGT
R KEAENCDT CLAGQGFQVCHSLSGS GG GT G
TCTGGGATGGGTACCTTGCTAATTTCAAAAATTAGGGAGGAGTACCCTGACAGGATGATGCTCACATTCTCT
s ¢GMGeTLTLTSIKTIRETEYZPDIRMMTLTTFS
GTGTTCCCATCGCCAAAGGTTTCAGATACTGTTGTTGAGCCATACAATGCTACCCTTTCTGTCCACCAGCTT
vFPSPKVSDTVVEPYNATTLSUVHAQL
GTTGAGAATGCAGATGAGTGCATGGTGCTTGATAATGAAGCTCTATATGATATCTGTTTCAGGACTCTTAAG
VENADECMVYLDNEALYUDTIZ CTFRTTILK
CTTACCACTCCTAGCTTTGGCGATCTGAACCACTTGATATCTGCAACCATGAGTGGTGTCACTTGCTGCCTT
L TT?PSFGDULNHLTIGSATMSG GV TT CTC CIL
CGATTCCCTGGTCAACTCAATTCTGATCTCCGAAAGCTTGCTGTAAACCTTATCCCTTTTCCCCGTCTACAC
R FPGQLNSDLIRIKTLAVNLTIPTFZPRTILH
TTCTTCATGGTGGGTTTTGCTCCGCTGACTTCACGTGGGTCCCAGCAATACCGAGCCCTTACTGTCCCTGAA
FFMVGFAPLTSRGSQQYRALTVPE
CTGACCCAACAAATGTGGGATGCAAAGAACATGATGTGTGCTGCTGACCCACGACATGGCCGCTACCTCACT
L TQ QMWDAKNMMCAADZ PR RIHEGRYLT
GCTTCAGCCATGTTCAGGGGTAAAATGAGCACCAAGGAAGTGGATGAACAAATGATCAACGTTCAAAACAAG
AS AMFRGKMMSTI KTEVDEA® QQMTINYVQNK
AACTCTTCTTACTTTGTGGAGTGGATCCCTAACAATGTGAAATCGAGCGTCTGTGACATTCCACCTAGGGGA
NSSYFVEWTIPNNVKSSVCDTIPPRSGEG
CTTTCCATGGCATCAACCTTTATTGGGAATTCAACCTCCATTCAGGAAATGTTCAGGAGAGTGAGTGAGCAG
L SMASTFTIOGNSTS STITIQEMFZRIR RV SEQ
TTCACTGCTATGTTCAGGAGGAAGGCTTTCTTGCATTGGTATACTGGCGAAGGTATGGATGAAATGGAGTTC
FTAMFRRIKAFLUHWYTGETGMMDEMETF
ACAGAAGCCGAGAGCAACATGAATGATCTAGTGTCGGAGTACCAGCAGTACCAGGATGCTACTGCTGATGAG
T EAESNMNDLUVS EY Q QY QDATATDE
GAGGGCGAATATGATGATGAGGAGGAAGAAGGTATGGAGGACATGTGA
EGEYDUDETZEZEZEG GMETDM *



Figure S11. Amplification of QRT-PCR specific primers.
Amplified fragments of nine candidate reference genes in C. sinensis were separated

by 1.2% agarose gel electrophoresis. M: marker 2000.

M CsACT7 CsEF-1a CselF-4a CsGAPDH CsPP2A CsSAND CsTBP CsTIP41 CsTUB



Figure S12. Standard curves of each candidate genes.
Standard curves of CsACT7, CsEF-la, CselF-40, CsGAPDH, CsPP2A, CsSAND,
CsTBP, CsTIP41, and CsTUB. The linear correlation (R?) and PCR efficiencies (% E

= (10157l — 1) x 100%) were calculated from the standard curve.
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Table S1. Primer sequences for cloning of nine reference genes from C. sinensis

Amplicon . . .
Gene . Arabidopsis Identity
Primer sequence (5°-3’) forward/reverse length
symbol (bp) homolog gene (%)
P

ATGGCTGATGCTGAGGATATTCAGC
CsACT7 1134 AT5G09810 96.82
TCAAAAGCACTTCCTGTGGACAATG

ATGGGTAAGGAAAAAGTTCACATTA
CsEF-la 1344 AT5G60390 95.77
TCATTTCTTCTTCAGAGCAGCCTT

ATGGCTGGCTTGGCACCTGAG
CselF-4a 1241 AT3G13920 92.74
TCAAAGGAGATCAGCAACATTTGCT

ATGATAACTGAAAAAACAAATGTAA
CsGAPDH 1368 AT1G42970 83.99
TTAAGCTTCATAAACCTTGCACT

ATGATTAGGCAGATTCTGGGTAAGC
CsPP24 1638 AT3G21650 73.32
TCAACTACCCACAGTTGTTCGCAG

ATGGGGTCCGATTTGGACTCCT
CsSAND 1890 AT2G28390 64.09
TCACCATGAAAAGGGGCTGGCT

ATGGCGGATCAAGTGTTGGAA
CsTBP 606 AT1G55520 93.03
CTACCATTGTTGATTCTTCCTGAAC

ATGGAGTTGGAAGTGGACGAGA
CsTIP41 867 AT4G34270 67.24
TTATAGGTTACCAGGGATTTTAAGC

ATGAGAGAGATTCTTCACATTCAAG
CsTUB 1344 AT5G12250 96.66
TCACATGTCCTCCATACCTTCTTCC




Table S2. Raw Cq values of nine reference genes in C. sinensis.

Plant material samples from different development leaves and hormone treatments.

CsACT7 CsEF-lo.  CselF-4o0 CsGAPDH CsPP24 CsSAND CsTBP CsTIP41 CsTUB

First-leaf-1 23.00 20.08 24.78 23.53 26.76 25.56 25.54  25.08 22.62
First-leaf-2 23.24 20.39 24.59 23.47 26.66 25.67 2542 2493 22.51
First-leaf-3 22.78 20.09 24.36 23.19 26.49 25.04 2521 2478 22.30
First-leaf-4 22.51 19.38 23.75 22.43 26.37 25.51 25.13  24.67 21.74
First-leaf-5 22.66 19.27 23.75 22.48 26.30 25.21 25.00 24.56 21.75
First-leaf-6 22.55 19.24 23.82 22.66 26.33 25.13 2498  24.59 21.85
First-leaf-6 23.29 19.82 24.53 23.04 2691 25.93 25.64 2539 22.67
First-leaf-8 23.69 20.20 24.72 23.40 27.28 26.21 2582 25.68 22.89
First-leaf-9 23.70 20.21 24.55 23.36 27.02 26.17 2574  25.50 22.98
Second-leaf-1 22.37 19.70 24.41 22.00 26.07 24.85 25.08  24.55 22.22
Second-leaf-2 22.43 19.78 24.07 22.08 26.21 24.99 25.14 2474 22.35
Second-leaf-3  22.65 19.75 24.18 22.18 26.27 25.00 2512 24.69 22.39
Second-leaf-4 23.17 20.13 24.55 21.84 26.78 25.85 2585 2541 22.82
Second-leaf-5 22.85 19.80 24.37 21.68 26.70 25.83 25.63  25.11 22.65
Second-leaf-6  22.87 19.86 24.23 21.51 26.58 25.78 2547  25.13 22.47
Second-leaf-7 22.46 19.35 23.94 21.84 26.18 24.93 2496  24.55 22.10
Second-leaf-8  22.60 19.47 23.95 21.88 26.21 25.05 25.11  24.60 22.06
Second-leaf-9 22.65 19.68 24.06 22.07 26.35 25.08 25.08  24.67 22.26
Third-leaf-1 22.71 20.40 24.68 21.80 26.40 25.36 2549  25.05 22.98
Third-leaf-2 ~ 22.68 20.28 24.48 21.73 26.29 25.06 2531 24.88 22.76
Third-leaf-3 22.66 20.11 24.44 21.70 26.34 25.08 2528  24.89 22.75
Third-leaf-4  22.84 20.33 24.71 21.43 26.75 25.61 25.56  25.14 22.83
Third-leaf-5  22.61 20.29 24.64 21.39 26.60 25.62 25.55  25.19 22.88
Third-leaf-6 ~ 22.73 20.36 24.65 21.34 26.56 25.57 25.53  25.28 22.85
Third-leaf-7  22.08 19.98 24.04 21.17 25.82 24.71 2495 2447 22.37
Third-leaf-8 ~ 22.29 20.05 23.92 21.12 25.67 24.73 25.08  24.05 22.46
Third-leaf-9  22.20 19.94 24.09 21.23 25.85 24.72 2495 2447 22.52
Fourth-leaf-1  22.34 20.33 24.46 21.96 26.52 25.53 25.54 24.77 23.09
Fourth-leaf-2  22.00 19.98 24.08 21.60 26.09 25.11 2521  24.60 22.73
Fourth-leaf-3  21.86 19.80 24.01 21.39 25.99 24.94 25.00 2440 22.56
Fourth-leaf-4  21.70 20.02 24.16 20.73 26.30 25.37 2532 2470 22.77
Fourth-leaf-5  21.50 19.86 24.17 20.68 26.33 25.38 25.17  24.38 22.68
Fourth-leaf-6 ~ 21.74 20.12 24.25 20.69 26.32 25.65 2536  24.68 22.77
Fourth-leaf-7  22.24 20.26 24.43 21.39 26.38 25.92 25.54  25.09 23.05
Fourth-leaf-8  22.20 20.10 24.52 21.38 26.37 25.79 25.55  25.08 23.12
Fourth-leaf-9  22.46 20.51 24.72 21.71 26.59 26.00 25.68 2531 23.33
Older-leaf-1 ~ 23.70 22.64 26.69 21.95 29.73 28.26 28.10  26.64 29.53

Older-leaf-2 ~ 23.80 22.50 26.53 21.85 29.61 28.05 2812 26.39 29.09



Older-leaf-3  23.54 22.24 26.52 21.78 29.19 27.85 2792 2636 29.18
Older-leaf-4  22.24 21.33 25.55 20.97 27.80 26.67 26.60 2543 27.45
Older-leaf-5  22.11 21.01 25.25 20.80 27.99 26.42 2642 25.05 27.20
Older-leaf-6  22.65 21.37 25.85 20.75 27.99 26.71 26.68 2521 27.61
Older-leaf-7  23.11 21.82 26.14 21.34 29.22 28.07 2738 26.11 28.69
Older-leaf-8  23.11 21.87 26.02 21.34 29.16 27.98 27.63  26.07 28.73
Older-leaf-9  23.02 21.73 26.17 21.43 29.49 28.17 27.62  26.28 28.86
ABA-1 23.43 20.57 24.95 21.81 27.05 26.40 2581  25.79 23.24
ABA-2 23.45 20.67 24.84 21.69 26.93 26.31 2574 2571 23.14
ABA-3 23.34 20.39 24.74 21.65 26.88 26.24 25.60  25.58 23.06
ABA-4 22.82 20.18 24.60 21.67 25.90 25.22 25.00 24.83 22.19
ABA-5 22.74 20.06 24.44 21.38 25.80 25.24 2487 2449 22.18
ABA-6 22.75 19.97 24.49 21.64 25.85 25.37 2473 24.72 22.23
ABA-7 22.39 19.82 23.89 21.07 25.66 24.71 2451  24.52 21.92
ABA-8 22.27 19.78 23.94 2091 25.68 24.74 2443 2435 21.80
ABA-9 22.44 19.53 23.46 21.00 25.46 24.46 2441 2438 2191
GA-1 23.04 20.36 24.57 21.03 26.48 26.41 2527  25.16 22.16
GA-2 23.14 20.16 24.27 21.03 26.61 26.13 2530  25.28 22.30
GA-3 23.07 20.35 24.73 21.23 26.63 26.33 25.72 2539 22.22
GA-+4 22.99 20.29 24.72 21.25 26.18 25.73 25.15  25.13 22.68
GA-5 23.26 20.69 24.86 21.56 26.31 26.04 2547 2543 22.75
GA-6 23.22 20.31 24.66 21.30 26.22 25.93 2539 2529 22.69
GA-7 23.81 21.55 25.60 22.12 27.74 27.47 26.48 2546 24.12
GA-8 24.40 21.95 26.22 22.67 28.37 27.84 26.72  25.86 24.69
GA-9 23.99 21.80 25.99 22.47 28.11 27.65 26.83  25.75 24.62
TIAA-1 24.67 20.22 2421 21.63 26.66 25.87 2585  25.89 23.14
IAA-2 24.66 20.18 24.27 21.51 26.62 25.76 2583  25.76 23.00
IAA-3 24.77 20.16 24.56 21.69 26.50 25.45 2550  25.70 22.97
TIAA-4 23.45 20.26 24.56 21.37 26.38 25.85 2543 2535 22.53
TAA-5 23.12 20.10 24.66 21.32 26.48 25.69 2525 2536 22.52
IAA-6 22.86 19.97 24.43 21.00 26.35 25.70 2573 2523 22.56
TIAA-7 23.06 20.11 24.71 21.08 27.15 26.29 2581 2554 22.87
TAA-8 23.17 20.15 24.63 20.82 26.96 26.25 2582  25.65 22.99
IAA-9 23.25 20.31 24.69 20.95 26.91 26.50 2585 25.80 23.10
MJ-1 23.12 20.78 24.96 21.47 27.38 26.72 2598  25.87 23.30
MJ-2 22.89 20.24 24.50 20.99 26.82 26.17 25770  25.50 22.92
MJ-3 22.87 20.34 24.59 20.89 26.91 26.32 2572 2548 22.97
MJ-4 23.14 20.58 24.64 21.30 26.72 26.10 25.63  25.20 23.61
MJ-5 23.06 20.66 24.82 21.14 26.67 26.10 2552 2520 23.53
MJ-6 23.03 20.38 24.52 20.96 26.50 26.07 25.41  25.19 23.26
MJ-7 22.35 19.67 24.08 21.78 26.05 25.09 2482  24.61 23.09
MJ-8 22.32 19.68 24.11 21.78 25.92 25.28 2493 2457 23.30
MJ-9 22.10 19.52 24.56 21.65 25.78 25.01 2479  24.53 22.87
SA-1 23.21 20.02 24.66 21.05 27.02 26.31 2590 2533 23.53



SA-2
SA-3
SA-4
SA-5
SA-6
SA-7
SA-8
SA-9

23.65
23.71
23.30
23.32
23.51
22.65
22.47
22.51

20.47
20.44
20.42
20.52
20.79
20.00
20.78
20.01

24.79
25.07
24.95
24.98
25.14
24.33
25.00
24.42

21.26
21.41
20.48
20.52
20.48
20.49
20.33
20.54

27.19
27.35
26.87
26.96
27.21
26.53
27.27
26.68

26.59
26.70
26.26
26.40
26.38
25.99
26.72
26.11

26.23
26.02
25.58
25.73
25.96
25.25
25.86
2542

25.43
25.68
25.48
25.68
25.78
24.27
25.08
24.48

23.67
23.70
23.55
23.67
23.80
22.94
23.97
23.08




Table S3. Data statistics of Cq values of candidate reference genes.

N Total Median ArMean Std Dev Minimum Maximum

CsACT7 72 22.87 22.92 1.41 21.5 24.77
CsEF-lo. 72 20.21 20.34 1.39 19.24 22.64
CselF-4a. 72 24.56 24.66 1.37 23.46 26.69
CsGAPDH 72 21.42 21.54 1.43 20.33 23.53
CsPP24 72 26.59 26.78 1.54 25.46 29.73
CsSAND 72 25.85 25.93 1.59 24.46 28.26
CsTBP 72 25.53 25.64 1.43 24.41 28.12
CsTIP41 72 25.19 25.17 1.36 24.05 26.64

CsTUB 72 22.88 23.4 2.21 21.74 29.53




