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Abstract

Phosphatidylserine (PS) synthase 1 (PSS1) of mammalian cells is a multiple

membrane-spanning protein of the endoplasmic reticulum (ER) and regulated

by inhibition with the product PS. Alanine-scanning mutagenesis of PSS1 has

revealed eight amino acid residues as those crucial for its activity and six as

those important for its regulation. Furthermore, three missense mutations in

the human PSS1 gene, which lead to regulatory dysfunctions of PSS1 and are

causative of Lenz–Majewski syndrome, have been identified. In this study, we

investigated the membrane topology of PSS1 by means of epitope insertion

and immunofluorescence. According to a 10-transmembrane segment model

supported by topology analysis of PSS1, all the 8 amino acid residues crucial

for the enzyme activity were localized to the luminal side of the lipid bilayer or

the lumen of the ER, whereas all the 9 amino acid residues involved in the

enzyme regulation were localized to the cytosol or the cytoplasmic side of the

lipid bilayer of the ER. This localization of the functional amino acid residues

suggests that PSS1 is regulated by inhibition with PS in the cytoplasmic leaflet

of the ER membrane and synthesizes PS at the luminal leaflet.
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1 | INTRODUCTION

Phosphatidylserine (PS) is an essential phospholipid for
the growth of mammalian cells,1 comprising 3–15% of
the total phospholipids in various mammalian tissues
and cultured cells. Although PS in bacteria and yeast is
synthesized from cytidine diphosphate (CDP)
diacylglycerol and L-serine,2,3 PS in mammalian cells is
synthesized through the exchange of L-serine with the
choline moiety of phosphatidylcholine (PC) or the

ethanolamine moiety of phosphatidylethanolamine
(PE).4–6 The PS synthesis from PC and PE, respectively,
are catalyzed by PS synthase (PSS) 1 and 2.4–10

Biosynthesis of PS in cultured mammalian cells, such
as CHO-K1 cells, is inhibited on the addition of PS to the
culture medium, indicating the presence of negative feed-
back control for PS biosynthesis.11 A mutant strain
(No. 29) isolated from CHO-K1 cells exhibits exogenous
PS-resistant PS biosynthesis12 and has been shown to har-
bor a missense mutation resulting in the replacement of
Arg-95 of PSS1 with Lys, which causes a regulatory dys-
function of PSS1.13 Through alanine-scanning mutagene-
sis of a cDNA clone of Chinese hamster PSS1, we have
identified eight amino acid residues as those crucial for

Abbreviations: CDP, cytidine diphosphate; ER, endoplasmic
reticulum; HA, hemagglutinin; PC, phosphatidylcholine; PE,
phosphatidylethanolamine; PS, phosphatidylserine; PSS, PS synthase.
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its activity; namely, their mutation to alanine causes
almost complete inactivation of PSS activity, but does not
affect protein level of the PSS1.14 Among these amino
acid residues, Asn-209 is probably involved in the recog-
nition and/or binding of L-serine, because, like the wild-
type PSS1, the mutant PSS1 with the replacement of
Asn-209 with Ala has activities of the choline and ethanol-
amine base exchange to synthesize PC and PE, in spite of
defective in PS synthesis by the serine base exchange.14 In
addition, we have identified six amino acid residues as
those important for its regulation; their mutation to ala-
nine increases activity of PSS1 and attenuates inhibition of
PSS1 by PS.14 Furthermore, three missense mutations in
the human PTDSS1 gene encoding PSS1 have been identi-
fied as causative mutations of Lenz–Majewski syndrome
and shown to lead to exogenous PS-resistant PS biosynthe-
sis.15 These functional amino acid residues involved in the

activity and regulation of PSS1, except for Leu-265 mutated
in individuals with Lenz–Majewski syndrome, are found
not only in PSS1 of various species, but also in PSS2
enzymes (Figure S1).

PSS1 is a multiple membrane-spanning protein7

localized to the endoplasmic reticulum (ER) and a sub-
compartment of the ER, mitochondria-associated mem-
branes.16,17 However, the membrane topology of PSS1
has not been elucidated. Transmembrane prediction-
programs HMMTOP,18,19 TMHMM,20,21 and SOSUI22

predict nine-transmembrane segment models for PSS1.
On the other hand, the MEMSAT2 program23 predicts a
10-transmembrane segment model. As shown in
Figure 1a, in the 10-transmembrane segment model of
PSS1, all of the 8 amino acid residues crucial for its
enzyme activity are localized to the luminal side of the
lipid bilayer or the lumen of the ER, while all of the

FIGURE 1 Membrane topology models of Chinese hamster phosphatidylserine synthase 1 (PSS1). (a) The 10-transmembrane segment

model predicted by the MEMSAT2 transmembrane-prediction program of a public server (http://www.sacs.ucsf.edu/cgi-bin/memsat.py).

Internal hemagglutinin (HA)- and Myc-epitope tags of the recombinant PSS1 proteins used in this study were inserted after amino acids

corresponding to the native protein's amino acids 63, 98, 146, 180, 211, 254, 317, 344, and 377 (63-HA, 98-HA/Myc, 146-HA, 180-HA/Myc,

211-HA, 254-HA, 317-HA, 344-HA/Myc, and 377-HA). The arrows point to where the epitope tags indicated were inserted. (b) The nine-

transmembrane segment model predicted by the SOSUI transmembrane-prediction program of a public server (https://harrier.nagahama-i-

bio.ac.jp/sosui/mobile/)
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9 amino acid residues involved in the enzyme regulation
are localized to the cytosol or the cytoplasmic side of the
lipid bilayer of the ER. In contrast, in the nine-
transmembrane segment model (Figure 1b), the amino
acid residues important for the enzyme activity and reg-
ulation are randomly distributed to the lipid bilayer of
and near the ER membrane. In this study, we investi-
gated the membrane topology of PSS1 and our results
favored the 10-transmembrane segment model rather
than the 9-transmembrane one, providing the basis for
further structure–function studies on PSS1.

2 | RESULTS

To investigate the membrane topology of PSS1, we
employed the approach of epitope insertion and immu-
nofluorescence.24–28 To visualize cytosolic epitopes selec-
tively or both cytosolic and ER luminal epitopes by
immunofluorescence microscopy, HeLa cells producing
recombinant proteins with epitope insertion(s) were
permeabilized in one of the following manners:
(a) digitonin-treated selective permeabilization of the
plasma membrane or (b) Triton X-100-treated complete
permeabilization of membranes including the ER and
plasma ones. To determine whether the digitonin-treated

selective permeabilization was adequately performed,
HeLa cells producing a fusion protein, ER-EGFP,29 local-
ized to the lumen of the ER, or an ER-membrane fusion
protein, EGFP-Cyt b5,

29 exposing an EGFP-tag to the
cytosol were permeabilized by digitonin treatment and
then subjected to immunofluorescence with an anti-
EGFP antibody. As shown in Figure 2a, the cytosolic
EGFP tag of EGFP-Cyt b5, but not the ER luminal EGFP
tag of ER-EGFP, was visible in the digitonin-treated cells
as immunofluorescence, although the fluorescence of
EGFP itself was equally visible, indicating normal pro-
duction (Figure 2a). This control experiment indicated
that the selective permeabilization of the plasma mem-
brane by digitonin was adequately performed for analysis
of the membrane topology of PSS1.

To determine whether the 9- or 10-transmembrane
segment model of PSS1 (Figure 1) was more reliable, we
first investigated the localization of the N- and C-termini
of PSS1 by means of epitope insertion and immunofluo-
rescence. We constructed cDNA clones encoding recom-
binant Chinese hamster PSS1 with a FLAG-epitope tag
after the first methionine (1-FLAG) or a hemagglutinin
(HA)-epitope tag at the C-terminus (471-HA). After intro-
duction of these cDNA clones into HeLa cells, the cells
expressing the recombinant proteins were subjected to
the immunofluorescence assay described above. As
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FIGURE 2 The N- and C-termini of recombinant phosphatidylserine synthase 1 (PSS1) proteins are oriented toward the cytosol.

(a) Evaluation of digitonin-treated selective-permeabilization of the plasma membrane. HeLa cells were transiently transfected with the

plasmid pcDNAZeo/EGFP-Cyt-b5
29 and pcDNAZeo/endoplasmic reticulum (ER)-EGFP29 that encode EGFP-Cyt b5 and ER-EGFP,

respectively, fixed with paraformaldehyde, and then treated with digitonin for selective permeabilization of the plasma membrane. The

digitonin-treated cells were observed by immunofluorescence with an anti-EGFP antibody (Immunofluorescence). In addition, fluorescence

of EGFP in the cells was observed directly with a fluorescence microscope (EGFP fluorescence). (b) HeLa cells were transiently transfected

with a cDNA clone encoding the PSS1 protein carrying an epitope tag indicated, fixed with paraformaldehyde, treated with digitonin for

selective permeabilization of the plasma membrane or Triton X-100 for complete permeabilization, as indicated, and then subjected to

immunofluorescence with an anti-FLAG (α-FLAG) or an anti-hemagglutinin (α-HA) antibody (Ab)
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shown in Figure 2b, the 1-FLAG tag was visible in
digitonin-treated selective-permeabilized cells, as well as
in Triton X-100-treated complete-permeabilized cells
as immunofluorescence with an anti-FLAG antibody,
indicating that the N-terminus of the recombinant PSS1
protein is oriented toward the cytosol. Similarly, the
471-HA tag was visible in both digitonin- and Triton
X-100-treated cells as immunofluorescence with an anti-
HA antibody (Figure 2b), indicating that the C-terminus
of the recombinant PSS1 protein is also oriented toward
the cytosol. These orientations of the N- and C-termini
were consistent with the 10-transmembrane segment
model of PSS1. Furthermore, because a recombinant
PSS1 protein with a FLAG-epitope tag after the first
methionine and an HA-epitope tag at the C-terminus was
previously shown to be functional,30 the cytoplasmic ori-
entations of the N- and C-termini of the recombinant

PSS1 proteins seemed to reflect the topology of the native
PSS1 protein.

For further evaluation of the reliability of the
10-transmembrane segment model, we constructed addi-
tional nine cDNA clones encoding recombinant Chinese
hamster PSS1 proteins that had the 1-FLAG tag and one
of nine internal HA-epitope tags inserted into the loop
regions of the 10-transmembrane segment model
(Figure 1a). These internal HA-epitope tags were desig-
nated as 63-, 98-,146-, 180-, 211-, 254-, 317-, 344-, and
377-HA, respectively (Figure 1a). HeLa cells were tran-
siently transfected with these cDNA clones and then sub-
jected to the immunofluorescence assay described above.
As shown in Figure 3a, the 63-, 146-, 211-, 317-, and
377-HA tags were clearly visible in the Triton
X-100-treated complete permeabilized cells, but not in
the digitonin-treated selective permeabilized cells,
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FIGURE 3 Orientations of epitope tags inserted into the loop region of the 10-transmembrane segment model of phosphatidylserine

synthase 1 (PSS1). HeLa cells were transiently transfected with a cDNA clone encoding the PSS1 protein with the epitope tag indicated, fixed

with paraformaldehyde, treated with digitonin for selective permeabilization of the plasma membrane or Triton X-100 for complete

permeabilization, as indicated, and then subjected to immunofluorescence with anti-FLAG (α-FLAG), anti-hemagglutinin (α-HA), or anti-

Myc (α-Myc) antibodies indicated
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although the 1-FLAG tag of the same protein constructs
was visible in both digitonin- and Triton X-100-treated
cells. These results indicated that the 63-, 146-, 211-, 317-,
and 377-HA tags reside in the lumen of the ER, consis-
tent with the 10-transmembrane segment model. Fur-
thermore, the 254-HA tag, as well as the 1-FLAG tag of
the same protein construct, was clearly visible in both
digitonin- and Triton X-100-treated cells as immunofluo-
rescence (Figure 3a), indicating the cytoplasmic orienta-
tion of the 254-HA tag. This was also consistent with the
10-transmembrane segment model.

Unexpectedly, the 98-, 180-, and 344-HA tags were
not visible in either digitonin- or Triton X-100-treated
cells as immunofluorescence (Figure 3a), then we tried a
different epitope tag, Myc. We constructed cDNA clones
encoding recombinant PSS1 proteins with the 1-FLAG
tag and an internal Myc-epitope tag (98-, 180-, or
344-myc tag) that substituted for the 98-, 180-, or 344-HA
tag, and introduced these cDNA clones into HeLa cells.
Like the 98- and 180-HA tags, the 98- and 180-Myc tags
were not visible in either digitonin- or Triton
X-100-treated cells as immunofluorescence with an anti-
Myc antibody; however, the 344-Myc tag was clearly visi-
ble in both digitonin- and Triton X-100-treated cells as
immunofluorescence (Figure 3b), indicating the cytoplas-
mic orientation of the 344-Myc tag. This was also consis-
tent with the 10-transmembrane segment model.

Although the 98-, 180-, and 344-HA tags and the 98-
and 180-Myc tags were not visible in either digitonin- or
Triton X-100-treated cells as immunofluorescence, the
recombinant proteins carrying these tags appeared to be
significantly produced, because the 1-FLAG tag of the
same protein constructs was visible in both digitonin-
and Triton X-100-treated cells as immunofluorescence
(Figure 3a,b). To confirm this and examine whether the
full-length proteins with the 98-, 180-, or 344-HA tag
were produced, we constructed cDNA clones encoding
recombinant PSS1 proteins with triple tags, the 1-FLAG
tag, a C-terminal Myc-epitope tag (471-Myc) (Figure 1a),
and the 98-, 180-, or 344-HA tag, and transfected these
cDNA clones into HeLa cells. Again the internal HA tags
of these protein constructs were not visible, but both the
1-FLAG and 471-Myc tags of the same protein constructs
were visible in Triton X-100-treated cells as immunofluo-
rescence (Figure S3), indicating that the full-length pro-
teins with the 98-, 180-, or 344-HA tag were produced.
We speculated that the 98-, 180-, and 344-HA tags and
the 98- and 180-myc tags could not be recognized by the
corresponding antibodies for some reason, such as mas-
king by protein(s) and/or lipid(s) that interact(s) with
PSS1. Alternatively, the structure of these epitope tags
might change to a form that is not recognized by the
corresponding antibodies.

3 | DISCUSSION

All orientations relative to the ER membrane of the
FLAG-, HA-, and Myc-epitope tags added to the PSS1
protein (Figures 2 and 3), except for those of undetected
tags, were consistent with the 10-transmembrane seg-
ment model (Figure 1a), while the 9-transmennbrane
segment model (Figure 1b) was inconsistent with the ori-
entations of the 211-, 254-, 317-, 377-, and 471-HA tags
and the 344-Myc tag. Thus, the 10-transmembrane seg-
ment model of PSS1 was more reliable than the
9-transmembrane one.

According to the 10-transmembrane segment model
(Figure 1a), all of the eight amino acid residues crucial
for the enzyme activity14 including the Asn-209 involved
probably in the recognition and/or binding of L-serine14

are localized to the luminal side of the lipid bilayer or the
lumen of the ER, whereas all of the nine amino acid resi-
dues involved in the enzyme regulation14,15 are localized
to the cytosol or the cytoplasmic side of the lipid bilayer
of the ER. This localization of functional amino acid resi-
dues suggests that PSS1 senses the level of PS in the cyto-
plasmic leaflet of the ER membrane for its own
regulation and synthesizes PS at the opposite luminal
leaflet. In general, the synthesis of phospholipids includ-
ing PC, PE, phosphatidylinositol, and PS in the ER is
thought to occur at the cytoplasmic leaflet of the lipid
bilayer, due to utilization of water-soluble precursors pro-
duced in the cytosol, such as CDP-choline, CDP-ethanol-
amine, myo-inositol, and L-serine. Given that PS is
synthesized at the luminal leaflet of the ER membrane,
transport of L-serine to the lumen or the luminal leaflet
must be required. Such transport might be catalyzed by
Serinc proteins,31 because (a) Serinc proteins are ER
membrane proteins that have 11-transmembrane seg-
ments, like amino acid transporters31; (b) a Serinc protein
of yeast forms a protein complex with key enzymes for
biosynthesis of L-serine31; and (c) overproduction of
mammalian Serinc1, Serinc2, and Serinc5 in COS cells
results in enhancement of the enzyme activity of
PSS(s).31

The distributions of PS in the lipid bilayer of the ER
membrane are probably important for the roles of PS in
cell biology and physiology and must depend on the site
of synthesis and the transbilayer flip-flop of PS, at least in
part. It was recently suggested that PS is more abundant
in the cytoplasmic leaflet than in the luminal leaflet of
the ER membrane in mammalian cells,32 and that this
imbalance in the PS distribution is attenuated by stimula-
tion of a phospholipid scramblase, TMEM16K, by Ca2+ 32

and enhanced by depletion of other scramblases,
TMEM41B and VMP1.33 It is therefore likely that these
scramblases and PSSs cooperatively maintain a normal
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level and distribution of PS in the lipid bilayer of the ER
membrane. In such a cooperative function, the topologi-
cal positions of catalytic and regulatory sites of PSS in the
ER membrane may be key factors, and thus future struc-
tural investigations of PSS1 at a high resolution would
facilitate the elucidation of the specific roles of PS in cell
biology and physiology as well as the catalytic and regu-
latory mechanisms of PSS1.

4 | MATERIALS AND METHODS

4.1 | Cell culture and DNA transfection

HeLa cells were cultured in DMEM medium (GIBCO)
supplemented with 10% fetal bovine serum under 5%
CO2–95% air at 37�C. Transfection of HeLa cells with
cDNA clones was performed using Lipofectamine LTX
reagent and PLUS reagent (Invitrogen), according to the
manufacturer's instructions.

4.2 | Plasmids

DNA fragments encoding Chinese hamster PSS1 with
a FLAG-epitope tag inserted after the first methionine
(1-FLAG) and an internal HA-epitope tag inserted
after amino acid corresponding to the native protein's
amino acid 63, 98, 146, 180, 211, 254, 317, 344, or
377 were generated by PCR overlap extension recombi-
nation, using two pairs of primer (universal SP6 primer
and respective reverse primer [Table S1], and universal
T7 primer and respective forward primer [Table S1]),
and a template plasmid, pSV/F-pssA encoding Chinese
hamster PSS1 with the 1-FLAG tag.34 The resulting
DNA fragments were digested with SalI and NotI, and
then ligated with the pSVOKneo vector35 digested with
SalI and NotI, to yield expression plasmids of PSS1
with the 1-FLAG tag and the internal HA-epitope tag
at various sites.

For construction of a plasmid encoding PSS1 with a
C-terminal HA-epitope tag, a DNA fragment was gener-
ated by PCR using an N-terminus primer (Table S1) and
a 471HA-reverse primer (Table S1), and a template plas-
mid, pcDPSSA.7 The resulting DNA fragment was
digested with SalI and NotI, and then ligated with the
pSVOKneo vector35 digested with SalI and NotI.

The expression plasmids of PSS1 with the 1-FLAG tag
and an internal Myc-epitope tag were constructed by the
same procedures as those for the construction of the
expression plasmids of PSS1 with the 1-FLAG tag and the
internal HA-epitope tag, using PCR primers shown in
Table S1.

For construction of plasmids encoding PSS1 with the
1-FLAG tag, the internal HA-epitope tag at various sites,
and a C-terminal Myc-epitope tag, DNA fragments were
generated by PCR using universal SP6 primer and a
471myc-reverse primer (Table S1), and template plasmids
encoding Chinese hamster PSS1 with the1-FLAG tag and
the internal HA tag at various sites. The resulting DNA
fragments were digested with SalI and NotI, and then
ligated with the pSVOKneo vector35 digested with SalI
and NotI.

The expression plasmid pcDNAZeo/ER-EGFP29 and
pcDNAZeo/EGFP-Cyt-b5,29 which, respectively, encode
fusion proteins, ER-GFP comprising of amino acid 1–414
of human Hsp47, EGFP, and a KDEL retention signal,
and mouse cytochrome b5 tagged with N-terminal EGFP
are gifts from Dr Yukio Fujiki (Kyushu University).

4.3 | Topology analysis

HeLa cells transfected 24 hr prior to analysis with the
plasmids were fixed with 3.7% paraformaldehyde in PBS.
Fixed cells were treated with 50 μg/ml digitonin in PBS
or 0.2% (wt/vol) Triton X-100 in PBS for 5 min at room
temperature, followed by washing with PBS three times.
Cells were then blocked with 1% fetal bovine serum in
PBS for 10 min and immunostained with the indicated
antibodies diluted to 1:1,000 in PBS with 1% fetal bovine
serum. Mouse antibodies against the FLAG epitope (M2;
Sigma-Aldrich) and the c-Myc epitope (9E10; Invitrogen),
and rabbit antibodies against the FLAG epitope (anti-
DYKDDDDK antibody; Cell signaling technology), the
HA epitope (MBL) and EGFP (Invitrogen) were used as
primary antibodies. Alexa Fluor 568-conjugated goat
anti-mouse IgG and goat anti-rabbit IgG, and Alexa Fluor
488-conjugated goat anti-mouse IgG and goat anti-rabbit
antibodies (Invitrogen) were used as secondary anti-
bodies. Images were acquired using a fluorescent micro-
scope (Leica DMRB).

ACKNOWLEDGMENTS
The authors thank Yukio Fujiki for plasmids and Ayako
Kawaguti for the technical assistance. This work was
supported by Japan Society for the Promotion of Science
(JSPS) KAKENHI grant number JP20K06643 (to N. M.)
and JP19H03226 (to O. K.).

CONFLICT OF INTEREST
The authors declare no conflict of interest.

AUTHOR CONTRIBUTIONS
Non Miyata: Investigation; analysis; funding acquisi-
tion; writing-review and editing. Osamu Kuge:

MIYATA AND KUGE 2351



Conceptualization; investigation; funding acquisition;
writing-original draft; writing-review and editing.

ORCID
Osamu Kuge https://orcid.org/0000-0003-4962-3519

REFERENCES
1. Kuge O, Nishijima M, Akamatsu Y. Phosphatidylserine biosyn-

thesis in cultured Chinese hamster ovary cells. II. Isolation and
characterization of phosphatidylserine auxotrophs. J Biol
Chem. 1986;261:5790–5794.

2. Matsumoto K. Phosphatidylserine synthase from bacteria. Bio-
chim Biophys Acta. 1997;1348:214–227.

3. Yamashita S, Nikawa J. Phosphatidylserine synthase from
yeast. Biochim Biophys Acta. 1997;1348:228–235.

4. Kuge O, Nishijima M, Akamatsu Y. Phosphatidylserine biosyn-
thesis in cultured Chinese hamster ovary cells. III. Genetic
evidence for utilization of phosphatidylcholine and phosphati-
dylethanolamine as precursors. J Biol Chem. 1986;261:5795–
5798.

5. Saito K, Nishijima M, Kuge O. Genetic evidence that phos-
phatidylserine synthase II catalyzes the conversion of phospha-
tidylethanolamine to phosphatidylserine in Chinese hamster
ovary cells. J Biol Chem. 1998;273:17199–17205.

6. Vance JE. Historical perspective: Phosphatidylserine and phos-
phatidylethanolamine from the 1800s to the present. J Lipid
Res. 2018;59:923–944.

7. Kuge O, Nishijima M, Akamatsu Y. A Chinese hamster cDNA
encoding a protein essential for phosphatidylserine synthase I
activity. J Biol Chem. 1991;266:24184–24189.

8. Kuge O, Saito K, Nishijima M. Cloning of a Chinese hamster
ovary (CHO) cDNA encoding phosphatidylserine synthase
(PSS) II, overexpression of which suppresses the phos-
phatidylserine biosynthetic defect of a PSS I-lacking mutant of
CHO-K1 cells. J Biol Chem. 1997;272:19133–19139.

9. Stone SJ, Cui Z, Vance JE. Cloning and expression of mouse
liver phosphatidylserine synthase-1 cDNA. Overexpression in
rat hepatoma cells inhibits the CDP-ethanolamine pathway for
phosphatidylethanolamine biosynthesis. J Biol Chem. 1998;
273:7293–7302.

10. Stone SJ, Vance JE. Cloning and expression of murine liver
phosphatidylserine synthase (PSS)-2: Differential regulation of
phospholipid metabolism by PSS1 and PSS2. Biochem J. 1999;
342:57–64.

11. Nishijima M, Kuge O, Akamatsu Y. Phosphatidylserine biosyn-
thesis in cultured Chinese hamster ovary cells. I. Inhibition of
de novo phosphatidylserine biosynthesis by exogenous phos-
phatidylserine and its efficient incorporation. J Biol Chem.
1986;261:5784–5789.

12. Hasegawa K, Kuge O, Nishijima M, Akamatsu Y. Isolation and
characterization of a Chinese hamster ovary cell mutant with
altered regulation of phosphatidylserine biosynthesis. J Biol
Chem. 1989;264:19887–19892.

13. Kuge O, Hasegawa K, Saito K, Nishijima M. Control of phos-
phatidylserine biosynthesis through phosphatidylserine-
mediated inhibition of phosphatidylserine synthase I in Chi-
nese hamster ovary cells. Proc Natl Acad Sci U S A. 1998;95:
4199–4203.

14. Ohsawa T, Nishijima M, Kuge O. Functional analysis of Chi-
nese hamster phosphatidylserine synthase 1 through systematic
alanine mutagenesis. Biochem J. 2004;381:853–859.

15. Sousa SB, Jenkins D, Chanudet E, et al. Gain-of-function
mutations in the phosphatidylserine synthase 1 (PTDSS1)
gene cause Lenz-Majewski syndrome. Nat Genet. 2014;46:
70–76.

16. Saito K, Kuge O, Akamatsu Y, Nishijima M. Immunochemical
identification of the pssA gene product as phosphatidylserine
synthase I of Chinese hamster ovary cells. FEBS Lett. 1996;395:
262–266.

17. Stone SJ, Vance JE. Phosphatidylserine synthase-1 and -2 are
localized to mitochondria-associated membranes. J Biol Chem.
2000;275:34534–34540.

18. Tusnady GE, Simon I. Principles governing amino acid compo-
sition of integral membrane proteins: Application to topology
prediction. J Mol Biol. 1998;283:489–506.

19. Tusnady GE, Simon I. The HMMTOP transmembrane topology
prediction server. Bioinformatics. 2001;17:849–850.

20. Krogh A, Larsson B, von Heijne G, Sonnhammer EL.
Predicting transmembrane protein topology with a hidden
Markov model: Application to complete genomes. J Mol Biol.
2001;305:567–580.

21. Moller S, Croning MD, Apweiler R. Evaluation of methods for
the prediction of membrane spanning regions. Bioinformatics.
2001;17:646–653.

22. Hirokawa T, Boon-Chieng S, Mitaku S. SOSUI: Classification
and secondary structure prediction system for membrane pro-
teins. Bioinformatics. 1998;14:378–379.

23. Jones DT, Taylor WR, Thornton JM. A model recognition
approach to the prediction of all-helical membrane protein
structure and topology. Biochemistry. 1994;33:3038–3049.

24. Kast C, Canfield V, Levenson R, Gros P. Transmembrane orga-
nization of mouse P-glycoprotein determined by epitope inser-
tion and immunofluorescence. J Biol Chem. 1996;271:9240–
9248.

25. Lin S, Cheng D, Liu MS, Chen J, Chang TY. Human acyl-CoA:
cholesterol acyltransferase-1 in the endoplasmic reticulum con-
tains seven transmembrane domains. J Biol Chem. 1999;274:
23276–23285.

26. Gonzalez-Baro MR, Granger DA, Coleman RA. Mitochondrial
glycerol phosphate acyltransferase contains two transmem-
brane domains with the active site in the N-terminal domain
facing the cytosol. J Biol Chem. 2001;276:43182–43188.

27. Lewis SE, Listenberger LL, Ory DS, Schaffer JE. Membrane
topology of the murine fatty acid transport protein 1. J Biol
Chem. 2001;276:37042–37050.

28. Man WC, Miyazaki M, Chu K, Ntambi JM. Membrane topol-
ogy of mouse stearoyl-CoA desaturase 1. J Biol Chem. 2006;
281:1251–1260.

29. Yagita Y, Hiromasa T, Fujiki Y. Tail-anchored PEX26 targets
peroxisomes via a PEX19-dependent and TRC40-independent
class I pathway. J Cell Biol. 2013;200:651–666.

30. Tomohiro S, Kawaguti A, Kawabe Y, Kitada S, Kuge O. Purifi-
cation and characterization of human phosphatidylserine
synthases 1 and 2. Biochem J. 2009;418:421–429.

31. Inuzuka M, Hayakawa M, Ingi T. Serinc, an activity-regulated
protein family, incorporates serine into membrane lipid synthe-
sis. J Biol Chem. 2005;280:35776–35783.

2352 MIYATA AND KUGE

https://orcid.org/0000-0003-4962-3519
https://orcid.org/0000-0003-4962-3519


32. Tsuji T, Cheng J, Tatematsu T, et al. Predominant localization
of phosphatidylserine at the cytoplasmic leaflet of the ER, and
its TMEM16K-dependent redistribution. Proc Natl Acad Sci U
S A. 2019;116:13368–13373.

33. Li YE, Wang Y, Du X, et al. TMEM41B and VMP1 are
scramblases and regulate the distribution of cholesterol and
phosphatidylserine. J Cell Biol. 2021;220:e202103105.

34. Kuge O, Hasegawa K, Ohsawa T, Saito K, Nishijima M.
Purification and characterization of Chinese hamster phos-
phatidylserine synthase 2. J Biol Chem. 2003;278:42692–
42698.

35. Hanada K, Hara T, Nishijima M, Kuge O, Dickson RC,
Nagiec MM. A mammalian homolog of the yeast LCB1 encodes
a component of serine palmitoyltransferase, the enzyme

catalyzing the first step in sphingolipid synthesis. J Biol Chem.
1997;272:32108–32114.

SUPPORTING INFORMATION
Additional supporting information may be found in the
online version of the article at the publisher's website.

How to cite this article: Miyata N, Kuge O.
Topology of phosphatidylserine synthase 1 in the
endoplasmic reticulum membrane. Protein Science.
2021;30:2346–53. https://doi.org/10.1002/pro.4182

MIYATA AND KUGE 2353

https://doi.org/10.1002/pro.4182

	Topology of phosphatidylserine synthase 1 in the endoplasmic reticulum membrane
	1  INTRODUCTION
	2  RESULTS
	3  DISCUSSION
	4  MATERIALS AND METHODS
	4.1  Cell culture and DNA transfection
	4.2  Plasmids
	4.3  Topology analysis

	ACKNOWLEDGMENTS
	  CONFLICT OF INTEREST
	  AUTHOR CONTRIBUTIONS
	REFERENCES


