
(Seluanov et al., 2004; Mao et al., 2007; Mansour et al., 2008, 2010; Xie et al., 2009; Bindra et al., 2013; Gomez-Cabello et al., 2013; Kuhar et al., 2016; Arnoult et al., 2017; Bhargava et al., 2017; Tennant et al., 2020; Roidos et al., 2020)
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