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Introduction

NADH: Ubiquinone Oxidoreductase or Complex-l of the
respiratory electron transport chain is the largest multi-subunit enzyme
complex, comprising of ~ 14 subunits in prokaryotes and 42 subunits
in human mitochondria. Complex-| transfers electrons from NADH to
FMN, through a series of eight iron-sulphur centres and nally, to the
terminal electron acceptor ubiquinone. It also possesses proton pumping
activity. e L-shaped structure of Complex-I is organized into three
domains: dehydrogenase domain (N module), hydrogenase domain
(Q module), and the membrane arm (P module). e hydrogenase
domain or the Q module, also known as ubiquinone reduction module,
is made up of four core subunits: NDUFEPUFS3NDUFS7 and
NDUFS8
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