S4 Figure. Amino acid sequences of AOX from C. clementina and C. sinensis.  The signal peptide is underlined. The AOX-pfam01786 functional domain is indicated in gray. Putative phosphorylation sites are indicated in blue. Putative glycosylation sites are indicated in red. Conserved domains are squared. 

>CcAOXa
MMTTLSQTVSVFSNKAINLKSVASFNTIKTLRFNPPSSPRSLSRKFCRVQATILQDEEEKVVVEESSPLKNFPNDDEPPETGSASALEKWVIKFEQSVNILLTESVIMVLDALYRDRDYARFFVLETIARVPYFGFISVLHMYESFGWWRRADYLKVHFAESWNEMHHLLIMEELGGNAWWFDRFLAQHIAVAYYFVTVFMYVISPRMACHFSECVESHAFETYDKFIKAQGGKLKKMPAPAVAIKYYTGADLYLFGEFQTARLPNSRRPKIGNLYDVFLNIRDDEAEHCKTMKACQTHGNLRSPHSYSEDDFGCEDESGCIVAQADCEGIVDCIKKAVAVSTPRVKQN

>CcAOXb
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>CcAOXd
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>CsAOXa
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>CsAOXa*
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>CsAOXd
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