Supplementary file 2.

Alignment of Cpt 1 deduced amino acid sequences of Nile tilapia (Ti), Zebrafish (Zf), Human (Hu), Anole
lizard (Al), Tetraodon (Te), and Japanese medaka (Me). The green letters represent 100% homology. CPT
N-terminal is shown in underlined letters, transmembrane region domains (Transmembrane region 1 and
Transmembrane region 2) boxed in yellow, acyltransferases choActase domains (Acyltransferases ChoActase
1 and Acyltransferases ChoActase 2) boxed in red.

CPT N-Terminal Transmembrane
Region 1
Ti Cpt 1 Alphala 1 MAEAHQAVAFQFTVTPEGIDLHLSHEALRQVYLSGIHSWKKRFVRFKNGIETGVYPGSPA
Zf Cpt 1 Alphala 1 MAEAHQAVAFQFTVTPDGIDLHLCHEALRQIYLSGIHSWKKRFIRFKMGVMTGVYPGSPS
Hu CPT 1lAlphal 1 MAEAHQAVAFQFTVTPDGIDLRLSHEALRQIYLSGLHSWKKKFIRFKNGIITGVYPASES
Al CPT 1lAlphal 1 MAEAHQAVAFQFTVTPDGIDLRMSHEALRQIYLSGLYSWKKKFIRFKNGIITGVYPASES
Ti Cpt 1lAlpha2a 1 MAEAHQAVAFQFTVTPDGIDLQLSHQALTEIYLSGMRSWKKRIVRVKNSWITGVYPASPS
Zf Cpt 1lAlpha2a 1 MAEAHQAVAFQFTITPEGIDLQLSHQALRQVYLSGLRSWKKRVTRLKNSWITGVYPASPS
Te Cpt 1lAlpha2a 1 MAEAHQAVGFEFTVIPEGTDAQLSHQALTEIYLSAVHSWKKCIIRIKNSVIKQY!PASPF
Ti Cpt 1Alpha2b 1 MAEAHQAVAEQFTITPEGIDLQLSYQALNQIYLSGVRSWKKRVSRVRNSLIKGVYPASPS
Zf Cpt 1Alpha2b 1 MAEAHQAVAFQFTISPEGINLHLSYQALNQIYLSGLRSWKKRISRIKNRIIKGAYPASPS
Me Cpt 1Alpha2b 1 MAEAHQAVAEQFTITPEGIDLQLSYQALNQIYLSGVRSWKKRVSRMRNRVIKGVYPASPS
Ti Cpt 1Beta 1 MAEAHQAVGFQFTVRPDGVDFKLSQEVIKNIYLSGVTAWKKKAIQFKNGVLAGVYPASPS
Zf Cpt 1Beta 1 MAEAHQAVAFQFTVTPDGIDLQLSREVLKHIYISGVTSWKKRAIRFKMSVLTGVYPASPS
Hu CPT 1Beta 1 MAEAHQAVAFQFTVTPDGVDFRLSREALKHVYLSGINSWKKRLIRIKNGILRGVYPGSPT
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Transmembrane Region 1 Transmembrane
Region 2
Ti Cpt 1lAlphala 61 GFSIVVGSYMAYNKFKQLDPSLGLFTKLGQHIP--ISRYMSTDSQKIVGGILVGTSLWVT
Zf Cpt 1Alphala 61 GLVVVLVGYMSSTKYAKIDPSLGILTKLSTHLP--VSKYITEDGQRIVGGVLVGTGLWIA
Hu CPT 1Alphal o6l SMLIVVVGVMT—TMYAKIDPSLGIIAKINRTLE——TANCMSSQTKMVVSGVLFGTGLWVA
Al CPT 1Alphal o6l SMLIVVVGVMS—TMYAKIDPSLGLIAKINRTLD——ITGYMSNQTQNIVSGVLFGTGLWVA
Ti Cpt 1Alpha2a 61 SWLFVVIAILN—TMYTRSDPSMGLIAKIQEHLPVSQ——SMSTQCQAWVSAVLFSTMLWLM
Zf Cpt 1lAlpha2a 61 SWLFVVIAILA—TMYTRSDPSMGLIAKIQEHLPVSD——SLSVQCRTMVSAVLFSTLLWFS
Te Cpt lAlpha2a 61 [SWLEVVIAILA-TMYTRSDPSMGLIAKIQENLPVSQ--SLSTQCKVLLSAVIFSTMLWLL|
Ti Cpt 1Alpha2b 61 SWLFVAIGILA-TMYMQSDPSMGLITKIQQHLPLSLHMSLSTQGQTMVSALVFSTLLWLS
Zf Cpt 1lAlpha2b 61 SWLFIVIAILA—TMYMQSDPSMGLIAKIQEHLPLSL——SLSPQGQTMLSALLFSTLLWMS
Me Cpt 1lAlpha2b 61 SWLFVAIGILA—TIYMQSDPSMGLIAEIQQRLPLSLHVSLSAQGQTMVSALVFSTLLWLS
Ti Cpt 1Beta 61 SWLIVVIAMMS—SLYIHIDPSLGMMDAIKENLP——YRDCMSVQTRAVLSAILFATGLWLF
Zf Cpt 1Beta 61 SWLFVVIAIMﬂ—TMYARIDPSMGTIDKIKTSLP——VSEFMTVQTQTVLSAILFATGLWLS
Hu CPT 1Beta 61 SMLVVIMATVG—SSFCNVDISLGLWSCIQRCLPQGCGPYQTPQTRALLSMAIFSTGVWVT
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Transmembrane Acyltransferase
Region 2 ChoActase 1
Ti Cpt 1lAlphala 119 [IIMIMRTVLKSLLSWHGWMQERHGSLSWSSRIWMVLVKVFSGRKPMLYSFONSLPRLPVP
Zf Cpt 1lAlphala 119 VTFVMRNALKYLLSWHGWMFNQHGTLSLKTKIWLVLVKLFSGPKPMLYSFQSSEE PVP
Hu CPT 1Alphal 118 LIVTMRYSLKVLLSYHGWMFTEHGKMSRATKIWMGMVKIFSGRKPMLYSFQTSEE
Al CPT 1Alphal 118 LIFSMRYTLKMLLSYHGWMFAEHGKLSTGTKIWMTLVKLFSGRKPMLYSFQTSEE
Ti Cpt 1Alpha2a 118 LIFTMRLCLKQLLSYHRWMFEQHGKMSTTTKIWVALVRIFSGRKPLLYSYQGSEE
Zzf Cpt 1Alpha2a 118 LIFTMRLCLKQLLSYHGWMFEQHGKVSNTTKIWAAMVRIFSGRQPLLYSYQGSEE
Te Cpt 1Alpha2a 118 [LIFTMRLCLKQLLSYHRWMFEPHGKMSTTTKVWVALVRIFSGRKPRLYSYQGSLP
Ti Cpt 1Alpha2b 120 LILALRFCLKLLLSYHQWMFEKHGRISNTTKVWVPLVRLLSSRKPLLYSYQSSEE
Zf Cpt 1Alpha2b 118 LILTLRFCLKLLLSYHRWMFEQHGHMSTKTKVWATLVKLLSSRKPLLYSYQTSLPHLPVP
Me Cpt 1Alpha2b 120 LILALRFCLKLLLSYHQWMFEQHGRVSNTTKVWVTLLRLLSGRKPLLYSYQTSEE
Ti Cpt 1Beta 118 LIYLLRYTLKALLSYHGWIFESHGKMSTSTKVWLCLVKMFSGRRPLLYSFQASEE
Zf Cpt 1Beta 118 VIFLLRYLLKALLSYHAWIFESHGKMSYSTKVWLSLVKLLSGRRPLLYSFQGSEE
Hu CPT 1Beta 120 GIFFﬂRQTLKLLLCYHGWMFEMHGKTSNLTRIWAMCIRLLSSRHPMLYSFQTSEE
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