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Innovation points

A series of comprehensive Tables and Figures were
generated to summarize the new SSR markers and their
application in genetic study and breeding practice

Table 2| Detaied characteristics of the 107 SSR markers .

Table 3| Main fruit characters of the identified Myrica rubra accessions.

Figure 1 | Dendrogram for 45 M. rubra accessions derived from Neighbor-Joining
cluster analysis based on 107 SSR markers .

Figure 2 | Fruit size and color of three new selections and reference cultivars.
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