Developmental Validation of a Novel 13-loci STR Multiplex Method for
Cannabis sativa DNA Profiling
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markers recently described by Valverde et. af [4] wl T Cannabis ﬁ?’ ol e tzp = ST;R system was optimized using the Type-IT  ogtimated using the PowerStats v.12 software [8]. In addition,
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SWGDAM guidelines. CONCLUSIONS

MATERIALS AND METHODS Validation Studies e High quality profiles with template input as low as 0.13 ng
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