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Abstract: Stem diameter is an important factor affecting maize lodging and grain yield. In the study, we collected
the information of maize stem diameter QTL from 17 different mapping populations. 95 QTLs for maize stem diame-
ter were integrated into IBM2 2008 Neighbors, and 20 consistent QTL (Meta—QTL) regions related to maize stem di-
ameter were obtained by meta—analysis. Compared with cloned genes related to stem diameter of rice and sorghum,
two candidate genes, GRMZM2G307588 and GRMZM2G089836, were identified for stem diameter in maize.
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