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Abstract

The purpose of this study is evidence, method of microbiome for forensic work
and propose guideline of microbiome for evidence analysis in forensic science. This study
is quality research by analysis both Thailand and foreign countries researches relevant
microbiome in forensic science. The results of this study revealed that microbiome
can be used for three forensic applications. There are 1) identification 2) geolocation and
3) postmortem intervals. Identification can be examined by observing the proportion
of bacteria and types of bacteria rarely found in each individual. To specify the location,
microbiome can be detected from soil and saliva having different microbiome
pattern in each region. The estimated duration of death is determined by bacteria
growing in each period after death. An appropriate method for sequencing of microbiome
is Next Generation Sequencing technology. It is a perfect technique for sequencing of many
bacteria quick, precised and inexpensive. However, there are many factors that can affect
microbiome changes. Therefore, microbiome should be studied in order to have an

accurate and sufficient database that can be used in forensic science clearly and efficiently.
Keywords: Microbiome, Identification, Geolocation, Postmortem intervals
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