Mutation site of Zm00001d010720
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[#] STKc_NDR _like ¢d05599 Catalytic domain of Nuclear Dbf2-Related kinase-like Protein Serine/Threonine Kinases; STKs 114-484 0e+00
[+ MobB_NDR_LATS-like cd21742 Mob-binding domain found in the NDR/LATS family serine/threonine protein kinases; The nuclear ... 50-111 38123

Figure S1 Analysis of protein conserved domain of Zm00001d010720. The mutation
of Zm00001d010720 results in the deletion of several crucial protein binding sites,

including the active site and the polypeptide substrate binding sites.



