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Identification and functional analysis of genes related with
microspore embryogenesis
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Figure 2. Morphological analysis of developing embryos in wildtype and gyo/ gro2 homozy gote.
Ovules from wildtype (A-E) and gvo! gso2 homozygous (F-J) plunts contnining developing embryos were

examined a1 vanows stages of seed growing I result, aberrant bending patterns of gsal gso2 embryos were

(D) and (1) Curled cotyledon stage.
(F) and (J) Mature embryo
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Figure 4, AtEMK promoter GUY analysis,

Schematic diagram of construct for AFMK promoter.GUS assay.
(A) Globular embryo.

(B) Heart embryo.

(C) Torpedo embryo

(D) Cotyledanary embryo embedded in ovule
(E, F) Excised cotyledanary embryo of MEMK:GUS transformant (E) or wildtype (F).
(G) Root tip

(H) Cotyledon at 4 days after germination
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Figure 5 Transition of percentage of fluorescent microsporesin line 17.
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Figure 8 Linkage map based on SNP markers of Brassica rapa
Black lines showed regions distorted segregation in microspore-derived population
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