— Rice total protein
& Rice secreted protein
—— Extraction buffer

—=—allus total protein

—— Callus media culture

Table 1. Malate dehydrogenase activities were
determined during the first Iminute after reaction.
(nmol mg proteint min?)

Material Fraction MDH activity
Rice soluble protein 2.9440.03
Rice secreted protein 0.00x0.07
Callus soluble protein 2.02+0.01
Callus secreted protein 0.01+0.03

Extraction buffer 0.01+0.02

Supplementary Figure 1
Jung et al.



Supplementary Figure 2
Jung et al.
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