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Fig. 1 Electrophoresis profiles of total RNA and genomic DNA in Myrmecia incisa
MI1: DL 2000 marker; M2: Marker IV; Lane 1: RNA; Lane 2: DNA.
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(a) M: DL-2000 4> T-EArdE; #Ki8 1: 5 ‘RACE [ PCR ToF£74); ¥ki& 2: 3’ RACE [ PCR 7L
FEF=4; ¥KiE 3: MIiPLA2 JE[N 1) DNA #5751, =K 50108 1594 bp;:  (b) MiPLA2
REEREE: BERRINE T, BERTINET, K& UTR.
Fig. 2 The full-length sequences amplification of cDNA and DNA cloning products
(a) M: DL-2000 marker; Lane 1: MiPLA2 products of 5 ‘RACE; Lane 2: MiPLA2 products of
3 ‘RACE; Lanes 3: MiPLA2 DNA cloning products; (b) Schematic gene structure of MiPLA2: Exon
and intron are shown by black boxes and black lines, and UTR is indicated by grey lines.
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Fig. 3 Enzymatic identification of prokaryotic expression vector pET32a-MiPLA2
MI1: D2000; M2: Mark IV marker; Lane 1: Products of primers with restriction sites amplify of
MiPLA2; Lane 2: Double enzyme digestion Electrophoresis patterns of pMD19T-MiPLA2; Lane 3:
Double enzyme digestion Electrophoresis patterns of PET32aparticles/um?.
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Fig. 4 Expression profile of recombinant MiPLA 2in E. coli
M: Prestained Protein Ladder; Lanes 1: control without insertion of MiPLA2 gene; Lanes 2 to 6:
Recombinant protein expression induced by IPTG for S h, 4 h, 3h, 2h, 1h; Lane 7: insoluble
fraction;
Lane 8: soluble fraction
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