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SLC (solute carrier) family is transporter, expressing in various organ, which has close relation to
not only delivering nutrient into our body but also disposition of drug.

In case of drug design targeting on transporters, it is essential to get information of the functional
sites, in other words, the sites to recognize transport substrates. To get information of the
functional sites, known 3D structures of transporters are useful. But, structural analysis of
membrane proteins is technically difficult. It leads to the lack of 3D structures and makes it hard
to design a new drug targeting on transporters.

In this study, we propose a novel strategy of predicting functional sites not dependent on
structural data. This study is useful to reveal a functional site and will help transporter targeting
drug discovery.
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