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Karyotyping results for each lineage (P3, P10 and P17) to confirm the genetic stability of the umbilical cord blood mesenchymal stem cell lines selected
for the establishment of the master cell bank.
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Measure FBS content in samples at every step of the process, from cord blood stem cell culture media to final exosome isolation/purification.
The data shows that FBS, which was contained during the USBMSC:s culture, is no longer detectable after three PBS washouts. CM;
conditioned media
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RT-PCR analysis of genes specifically expressed in mitochondria(Cyt.C), endoplasmic reticulum(ERP29), golgi(GOLM]1), and nucleus(NUP153) to
determine if the final exosome materials contains other cell organelles besides exosomes. Confirmed the expression of each gene with three lots of exosome
material using stem cell cDNA for each concentration as a positive control, confirming that the exosome material obtained does not contain cell organelles.



