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Suppl.Fig. 1 Cloning of the LaCKXI gene in L. angustifolia
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Suppl.Fig. 2 Secondary structure (A) and tertiary structure (B) and transmembrane structure (C) and struc

tural domains (D) prediction of L. angustifolia LaCKX1 protein
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Suppl. Table 1 Primers used in this study
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Primer name Primer sequence (5'-3") Application
LaCKXI-F ATGTCAACCCAATTTCCCAT ERE
LaCKXI-R CAAATATCCGAATATTTCGAAGA Gene clone
pBINGFP4-LaCKXI-F cgaacgatagggtaccATGTCAACCCAATTTCCCATT T 40 AR E i

pBINGFP4-LaCKXI-R
pCAMBIA1305-LaCKX1-F
pCAMBIA1305-LaCKX1-R
pTRV2-LaCKXI-F
pTRV2-LaCKXI-R
q-PCR-LaCKXI-F
q-PCR-LaCKXI-R
q-PCR-ACTIN-F
q-PCR-ACTIN-R
pCAMBIA1305-F
pCAMBIA1305-R

ccettgetcaccatggatccAATATCCGAATATTTCGAAGAAGC
agcteggtacceggggatcc ATGTCAACCCAATTTCCCATT
ttgcatgeetgeaggtcgac AATATCCGAATATTTCGAAGAAGC
tgagtaaggttaccgaattc ATGTCAACCCAATTTCCCATT
gtgagceteggtaccggatcc AATATCCGAATATTTCGAAGAAGC
AAAGCCTCCAACGACTACGG
GGAGATGGTGAACGGAGTGG
TGTGGATTGCCAAGGCAGAGT
AATGAGCAGGCAGCAACAGCA
TGTGTACGCCCGACAGTCCC
CCGATTCCGGAAGTGCTTGACA
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Reference gene in L. angustifolia
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PCR identification of transgenic




