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Epitranscriptome in placentas of AGA and SGA babies
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To clarify epitranscriptome in placentas, first we confirm experimental
conditions for immunoprecipitation of modified transcriptions. With these obtained adequate conditions,
we proceed to analyze normal and abnormal placentas. Several case-specific abnormally modified
transcriptions were detected and we are confirming the candidates and seeking other possible abnormally
modified transcriptions.
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