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Figure 1- General view of the process of cell differentiation from merula cells and blastocyst (the
formation of different cells and tissues from a cell) (Hardy, 1999; Hansen and Tribulo, 2019)
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Figure 2- The proposed model for differentiation and epigenetic effect and differential
expression of genes (Botchkarev et al., 2012)
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Figure 3- The role of histones and epigenetics in turning gene expression on and off (Singh et al., 2019)
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Figure 4- An overview of the principles governing the microarray and its details. In chopping, the cDNA
should be about the length of the probes (Russell et al., 2008).
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Figure 5- Summary of the general design of a gene expression study and investigation of significant
differential patterns based on microarray (Heller, 2002)
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Figure 6 - Overview of the outputs of a microarray-based gene expression study (from start to finish)
(Ramakrishnan et al., 2005)
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(new) and their staining (Hall et al., 2007)
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Figure 8 - Steps of microarray data analysis to reach final interpretation and conclusion (Silver et al.,
2009)
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Figure 9 - Principal component analysis (PCA) image of the bovine embryonic cell to a 16-cell and
blastocyst stage of microarray data. The graph indicates the quality and proper classification of the data

and the data do not need normalization (Khaje Ghiassi et al., 2022).
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et al., 2017).
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Figure 11- An image of the primary data of normal and abnormal gene expression by bar chart (Brennan

etal., 2018)
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significant expression differences (Russell et al., 2008).
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