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FIGURE 15. Detection of OAS protein by western blotting. Detection of OAS protein on PVDF
membrane (A) and relative expression of OAS protein (B) in the endometrial tissue of pregnant and
non-pregnant goats. M: Molecular weight markers (Himedia); Lanes 1: Non-pregnant goat; Lanes 2: 16
to 24 days pregnant goat; Lane 3: 25 to 40 days pregnant goats. Bars indicate mean + SEM values (n=
6). Different alphabets indicate significant difference (P < 0.05).



