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ABSTRACT We describe the isolation and characteriza-
tion of proteasomes from recently established immortalized
ovarian granulosa cell lines and their intracellular distribution
during mitosis and during cAMP-induced differentiation, as
revealed by immunofluorescence microscopy. In interphase,
proteasomes were localized in small clusters throughout the
cytoplasm and the nuclear matrix. In prophase, a substantial
increase in proteasomal staining was observed in the perichro-
mosomal area. A dramatic increase occurred in metaphase and
in early anaphase; the chromosomes remained unstained. In
late anaphase, intensive staining remained associated mainly
with the spindle fibers. In telophase and early interphase of the
daughter cells, intensive staining of proteasomes persisted in
the nuclei. In contrast, in cells stimulated to differentiate by
forskolin, which substantially elevates intracellular cAMP in
these cell lines, only a weak staining of proteasomes was
revealed in both the nucleus and the cytoplasm. Double staining
of nondividing cells with antibodies to proteasomes and to
tubulin did not show colocalization of proteasomes and micro-
tubules. In contrast, dividing cells show a preferential concen-
tration of proteasomes around spindle microtubules during
metaphase and anaphase. The observed spatial and temporal
distribution pattern of proteasomes during mitosis is highly
reminiscent of the behavior of cyclins [Pines, J. & Hunter, T.
(1991) J. Cell Biol. 115, 1-17]. Since proteasome accumulation
appears to coincide with disappearance of cyclins A and Bl
from the spindle apparatus, it is suggested that proteasomes
may play a role in termination of mitosis by degrading the
cyclins, which act as regulatory elements.

The proteasome is a nonlysosomal proteinase complex (1, 2),
which is present in all eukaryotic cells examined so far. The
barrel-shaped complex has a molecular mass of 700 kDa and
contains 15-20 different subunits, all encoded by members of
one gene family (3, 4). Recently, proteasomes almost iden-
tical in size and shape but much simpler in subunit compo-
sition were discovered in the archaebacterium Thermo-
plasma acidophilum (5). In contrast to the wealth of exper-
imental data on the proteolytic properties of proteasomes (6,
7) and growing insights into their structural organization
(8-10), their physiological role has remained enigmatic.
From the localization of some genes encoding proteasomal
subunits in the region of the major histocompatibility com-
plex (MHC) class II (11-15) and from the transcriptional
up-regulation of the genes encoding the MHC glycoprotein,
the peptide transporter genes (16-18) and the proteasomal
genes, it has been concluded that the proteasome is part of the
antigen processing machinery (19). It has been proposed that
proteasomes generate the peptide fragments from the intact
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antigen, which are then transported into the endoplasmic
reticulum (19, 20). Proteasomes may well have acquired this
function; however, their evolution must have preceded the
evolution of the immune defense system.

A more general function of proteasomes has been sug-
gested to be related to the ubiquitin proteolytic pathway (21,
22). Yeast mutants defective in the proteasome subunit
carrying the chymotrypsin-like activity show reduced degra-
dation of ubiquitinated proteins (23). Therefore, ubiquiti-
nated proteins must be regarded as prime candidates for
being the in vivo targets of the proteasome. It is still contro-
versial, however, whether proteasomes are a component—
possibly the catalytic core—of the 26S complex implicated as
the effector of the ubiquitin proteolytic pathway (24-28). A
recent review by Rechsteiner (22) lists the cellular substrates
to which ubiquitin is conjugated. Since cyclins are among the
proteins to which ubiquitin is conjugated (29), it is tempting
to hypothesize that proteasomes have a role in cyclin deg-
radation. To test this hypothesis, we have investigated the
intracellular distribution of proteasomes during the somatic
cell cycle and during differentiation. Previous experimental
data on the intracellular distribution of proteasomes have
been scarce and rather diverse. Proteasomes have been
localized in the cytoplasm, in the nucleoplasm, and in both
(30-34). Proteasomes were also reported to be associated
with cytoskeletal elements (35). We have chosen the granu-
losa cell system for investigating their spatial and temporal
distribution pattern, since stable lines derived from primary
cells have recently been established (36, 37) that can be
stimulated to differentiate by substances elevating their in-
tracellular cAMP level (38, 39).

MATERIALS AND METHODS

Cell Cultures. Immortalized granulosa cell lines transfected
by simian virus 40 (SV40) DNA (POGSS5) and by SV40 DNA
plus Ha-RAS oncogene (POGRS1) were cultured on 150-mm
tissue culture plates (Falcon) in F-12/Dulbecco’s modified
Eagle’s medium containing 5% fetal calf serum (FCS) as
described (37). For immunostaining and ultrastructural ob-
servations, cells were grown for 48 h on 18-mm square glass
coverslips, either in the presence of 5% FCS (proliferating
cultures) or in the absence of FCS and in the presence of 100
uM forskolin, known to substantially inhibit growth and
induce differentiation (37, 39).

Cell Harvesting and Isolation of Proteasomes. Proteasomes
were isolated from both strains POGRS1 and POGSS. Cells
were cultivated in 100 150-mm tissue culture dishes. The cells
were harvested shortly before confluence. After a wash with
5 ml of phosphate-buffered saline (pH 7.5), cells were col-
lected in 1 ml of 20 mM Tris-HCl/1 mM EDTA/1 mM NaN3/1
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mM dithioerythritol/0.2 mM phenylmethylsulfonyl fluoride
(PMSF) (TEADP buffer), pH 7.5, without trypsin treatment,
by scraping with a rubber spatula. Harvesting yielded ~12 ml
of a loose pellet. The cells were broken by two cycles of
freezing and thawing. The procedure was monitored by light
microscopy. Particulate material, including intact nuclei, was
sedimented with a Beckman microcentrifuge (4°C; 30 min;
13,500 x g). The supernatant was chromatographed on a
DEAE-Sephacel ion-exchange column (Pharmacia). After
washing the column with TEADP buffer, a linear salt gradient
(0-500 mM NaCl) was applied (flow rate, 1 ml/min). As
indicated by testing for chymotrypsin-like proteolytic activ-
ity with Suc-Ala-Ala-Phe-7-aminomethylcoumarin (40), the
proteasomes eluted as a single peak. Fractions containing the
major activity were pooled, concentrated with a Centricon-30
microconcentrator, and loaded on a Sephacryl HR S-400
gel-filtration column (Pharmacia). Fractions containing the
main activity were subjected to another cycle of ion-
exchange chromatography using Mono Q fast protein liquid
chromatography (FPLC) (Pharmacia). After equilibration
with TEAD buffer (TEADP buffer without PMSF), a salt
gradient (0-500 mM NacCl; flow rate, 1 ml/min) was applied.
All proteolytically active fractions were examined by SDS/
PAGE. The fractions containing the proteasomes as the
major protein were pooled, concentrated, and chromato-
graphed on a Superose 6 gel-filtration column (Pharmacia).

Gel Electrophoresis and Western Blot. Electrophoresis in
15% polyacrylamide/Tricine/SDS-containing gels was per-
formed as described (41) and proteins were transferred to a
nitrocellulose membrane by wet blotting. Blots were treated
with antibodies, and antigen—-antibody complexes were visu-
alized by using alkaline phosphatase-conjugated anti-rabbit
IgG antibodies (42).

Electron Microscopy of Isolated Proteasomes. For electron
microscopy, purified proteasomes were negatively stained
with 2% (wt/vol) ammonium molybdate (pH 7.5). Conditions
for recording electron micrographs and image analysis pro-
cedures have been described in detail (43).

Immunofluorescence Microscopy. Four different protocols
were used for fixation of the cells on coverslips: (i) fixation at
24°C with 3% formaldehyde for 30 min, followed by 4-min
exposure to 1% Triton X-100 as specified (38); (ii) fixation at
24°C for 15 min with methanol/acetone (35); (iii) fixation at
—20°C with methanol for 15 min; (iv) fixation with 15% picric
acid/2% paraformaldehyde solution for 30 min at 24°C fol-
lowed by 70% methanol for 30 min (44). Cell morphology of
fixed cells was examined by phase-contrast microscopy. After
neutralizing free aldehyde groups by intensive washing with
phosphate-buffered saline containing bovine serum albumin
(10 mg/ml) and 10 mM glycine (pH 7.4), cells were incubated
at 24°C for 1 h with a 1:50 dilution of two different antisera
raised against rat muscle proteasomes and an antiserum
against rat liver proteasomes (kindly supplied by B. Dahl-
mann, Diisseldorf University) followed by 1 h of incubation
with goat anti-rabbit IgG coupled to rhodamine (1:40; Sigma).
Nonspecific staining was examined on specimens incubated
with nonimmune serum followed by goat anti-rabbit IgG
conjugated to rhodamine. Specific intense staining of protea-
somes was evident in the range of 1:50 to 1:200 dilution of the
anti-proteasome antisera; nonimmune serum in a similar range
of dilution gave a very weak nonspecific staining of the cells.
For double-labeling of proteasomes and microtubules, cells
were first labeled with antibodies to rat proteasomes and
fluorescein goat anti-rabbit antibodies as described above.
Next, the same cultures were incubated with mouse mono-
clonal antibodies to -tubulin (Sigma) diluted 1:50-1:200 at 4°C
for 12 h and subsequently with goat anti-mouse antibodies
coupled to rhodamine at a 1:40 dilution for 1 h at 24°C. Cells
mounted with Gelvanol (polyvinylalcohol/glycerol) medium
were visualized by both phase-contrast and fluorescent mi-
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croscopy using the Axophot microscope equipped with
BP546/455 filters (Zeiss). Photographs were taken using im-
mersion oil and an objective lens with a magnification of x100.

RESULTS

Characterization of Proteasomes. Proteasomes from the
two ovarian granulosa cell lines were purified from the
cytoplasmic fractions as described. Electron micrographs of
negatively stained proteasomes show the characteristic ring-
shaped end-on views and rectangular side-on views with a
striated pattern (Fig. 1). A yield of 500 ug of highly purified
proteasomes was obtained from POGRS]1 cells (100 culture
dishes) compared to 200 ug from POGSS cells. Since the
POGSS line has a much more developed actin cytoskeleton
than the POGRSI1 line (37, 45), one cannot exclude the
possibility that a significant fraction of proteasomes was not
released into the extraction medium in the POGSS line
because of their association with specific cytoskeletal pro-
teins. The activity when the substrate Suc-Ala-Ala-Phe-7-
aminomethylcoumarin was used was similar to that of pro-
teasomes from rat skeletal muscle measured under the same
conditions (40).

Upon SDS/PAGE (Fig. 2), proteasomes from the two cell
lines showed a pattern of 8-10 subunits, all in the range of
25-31 kDa, characteristic of eukaryotic proteasomes. When
purified, proteasomes and total cell lysates were subjected to
SDS/PAGE, transblotted onto nitrocellulose, and reacted
with three different polyclonal antibodies raised against pro-
teasomes from rat skeletal muscle and rat liver. Only one
subunit reacted strongly with one of the antisera raised
against rat muscle proteasomes, while a second subunit
showed a weak reaction. In the immunoblot of the cell
lysates, no additional protein was detected. Another antise-
rum to muscle proteasomes showed a strong interaction with
three different proteasomal subunits and a weak interaction
with a fourth subunit, while antiserum to rat liver protea-
somes reacted only with three different subunits. The same
pattern of interaction on Western blots was revealed when

FiG. 1. Electron micrograph of purified proteasomes isolated
from the POGSS cell line. The preparation was negatively stained
with ammonium molybdate (pH 7.3). The barrel-shaped protein
complex is viewed end-on (ring-shaped particles) and side-on (rec-
tangular particles). (Inset) After averaging, the side-on views show
the characteristic tripartite structure reflecting the stacked ring
structure of proteasomes.
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Fi1G.2. SDS/PAGE of purified proteasomes and immunoblots of
purified proteasomes compared with whole cell lysate. One micro-
gram of purified T. acidophilum proteasomes (25 and 27 kDa) (lane
A) and 1.5 ug of purified POGRS1 proteasomes (lane B) were
subjected to SDS/PAGE. After electrophoresis (at 20 mA for 180
min) lanes A and B were directly stained with Coomassie blue. Lanes
C, E, and F, POGRS] highly purified proteasomes were subjected to
PAGE and transferred to a nitrocellulose membrane by blotting at 60
mA for 16 h. The membrane was incubated with two different
antisera against proteasomes of rat muscle (lanes C and E) and
antiserum against rat liver proteasomes (lane F); antigen-antibody
complexes were visualized by a second antibody labeled with
alkaline phosphatase. Lane D, 20 ug of soluble protein fraction of cell
lysate, excluding the nuclei, was separated on SDS/polyacrylamide
gel. Antibody binding was performed as described above with the
same antiserum as in lane C.

antibodies react with highly purified proteasome prepara-
tions or with homogenates (data not shown) of the oncogene-
transformed granulosa cells. It was therefore concluded that
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the different antibodies react exclusively with proteasomes,
although with different subunits.

Intracellular Localization of Proteasomes During the Cell
Cycle. To follow the distribution of proteasomes in immor-
talized granulosa cells, cell cultures were fixed with formal-
dehyde, permeabilized briefly with Triton X-100, and stained
with specific antibodies to rat muscle or rat liver proteasomes
and subsequently with goat anti-rabbit IgG coupled to rho-
damine. The fixation protocol described above (see Materials
and Methods) resulted in a higher quality of structural
preservation, although other methods of fixation gave essen-
tially similar results.

In interphase, both nuclei and cytoplasm were stained
weakly with specific antibodies to rat proteasomes. The
staining occurred in numerous small clusters spread through
the entire cytoplasm and the nuclear matrix; intracellular
vesicular organelles and nucleoli were devoid of staining (Fig.
3). In cultures stimulated to differentiate by 48 h of incubation
with 100 uM forskolin, staining was very low in both the
POGRS1 and POGSS lines. In proliferating cultures, all
stages of the cell cycle could easily be monitored, especially
in the POGSS line in which the cells were well spread and
attached firmly to the plastic dish. In early prophase, con-
densation of chromosomes was evident by their negative
images, contrasting with the positive staining of the inter-
chromosomal space by the antibodies, which was signifi-
cantly higher than in interphase nuclei. In metaphase, a

FiG. 3. Localization of proteasomes dur-
ing the cell cycle. POGSS cells were fixed with
formaldehyde, permeabilized by Triton
X-100, and stained sequentially with polyclo-
nal antibodies to proteasomal protein followed
bygoatanu-mbbltlsﬁcoupledtorhodamne
(A) Cells in interphase—early prophase. Chro-
mosomal organization is evident due to sur-
rounding positive staining for proteasomes
(arrow). Nuclei (Nu) of interphase cells are
less heavily stained, leaving the nucleoli un-
stained (arrowhead). (B) Late prophase. Chro-
mosomes are well delineated by their negative

" staining with proteasome antibodies (arrow).
Cytoplasm (Cy) shows particulate staining,
suggesting clusters of proteasomes. Vesicular
organelies in the cytoplasm are unstained. (C)
Heavyhbeﬁngofacellinmcmphm Shaded

* chromosome in the equatorial plane of the
spindle appears unstained (arrow). (D) Early
anaphase. Negatively stained chromosomes
(arrows) start to move poleward. The rest of
the cell is heavily staiired. (E)Mlddleandlate

. Proteasomal stajning is associated
WIththespdeeﬁbers Staining is less pro-
nounced at late anaphase (asterisk at lower
left). (F) Same cells as in E visualized by
phase contrast. (G) Late telophase—early in-
terphase. Daughter nuclei remain highly
stained. (H) Cells in interphase after stimula-
tion for differentiation by 48-h incubation with
100 uM forskolin. Particulate weak staining is
seen throughout the nuclei and in the cyto-
plasm, leaving nucleoli (arrowheads) and
some cytoplasmic organelles unstained.
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dramatic increase in staining was observed; the chromo-
somes remained unstained. Since, at this stage, some round-
ing of the cells occurred, the negative image of the individual
chromosomes was often less sharp. The intense staining of
the cells was retained during early anaphase; as anaphase
progressed, the cells were less intensively stained and pro-
teasomes seemed to be associated mainly with the spindle
fibers, leaving the daughter chromosomes clearly unstained.
However, high-intensity proteasome staining was evident
around the chromosomes, especially in early anaphase. In
late telophase and early interphase, the daughter nuclei
remained significantly stained; staining faded later in inter-
phase. Identical spatial and temporal distribution of protea-
somes was evident with all three antisera. We therefore
conclude that this pattern is characteristic of the intact
multisubunit proteasome molecule rather than of individual
dissociated subunits. Antiserum raised recently against gran-
ulosa cell proteasomes gave an identical pattern of protea-
somal localization.

To study possible interaction of proteasomes with micro-
tubules, cells were double stained with fluorescein-labeled
rabbit polyclonal antibodies to rat proteasomes and rhoda-
mine-labeled mouse monoclonal antibodies to g-tubulin (Fig.
4). Colocalization of proteasomes and microtubules could not
be detected in nondividing cells. In contrast, a preferential
high concentration of proteasomes was clearly evident in the
close vicinity of spindle microtubules in metaphase and
anaphase, with a significantly lower concentration of protea-
somes outside the spindle apparatus.

DISCUSSION

Proteasomes isolated from oncogene-transformed granulosa
cell lines transfected either by SV40 DNA alone or by SV40
DNA and the Ha-RAS oncogene (37) showed a molecular
architecture (Fig. 1) virtually indistinguishable from protea-
somes isolated from other eukaryotic cells and cross-reacted
with antibodies raised against proteasomes from rat muscle
or rat liver. More strikingly, antibodies raised against pro-
teasomes from the granulosa cell lines, at later stages of this

-

FiG. 4. POGSS cells during mitotic division in metaphase (A and
A') and in early anaphase (B and B’) doubly stained with antibodies
to proteasomes (A and B) and with antibodies to S-tubulin (A’ and
B’). Preferential high concentration of proteasomes around the
microtubules of the spindle is evident, leaving the chromosomes
unstained. In nondividing cells, there is no coincidence between
microtubules and proteasome location (fluorescence microscopy).
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work, cross-reacted with both subunits of the proteasome
from the archaebacterium T. acidophilum (data not shown).
This testifies to a high degree of evolutionary conservation.

Proteasomes are highly abundant in embryonic insects,
particularly in proliferating tissues (46), and in transformed
mammalian cells (47). Moreover, antibodies to Xenopus
laevis 22S cylinder particles, regarded to be identical to
proteasomes, revealed intensive staining of cells in meta-
phase (48). In the late blastula of Pleurodeles waltli, an
association of proteasomes with the spindle fibers of a
dividing cell was observed (34). However, there is no sys-
tematic study available to date on the distribution of protea-
somes during different stages of the cell cycle and during
differentiation.

Using specific antibodies to rat proteasomes, we have
demonstrated that proteasomes are more abundant in prolif-
erating cells than in cells stimulated to differentiate by
elevating their intracellular cAMP by forskolin. This may be
due to changes in expression and/or more rapid protein
turnover of proliferating cells compared to the differentiated
phenotype. Using immunofluorescence microscopy, we
found significantly higher densities of proteasomes in
prophase nuclei compared to interphase nuclei of forskolin-
stimulated cells in which concentrations of proteasomes were
relatively low, in both the nucleoplasm and the cytoplasm.
The increase in nuclear proteasome concentration in
prophase suggests that proteasomes can be rapidly trans-
ported from the cytoplasm to the nucleus. The nuclear
location signal found in some proteasomal subunits (4, 49)
could provide the molecular basis for such a mechanism.
However, it is not yet clear whether nuclear envelope break-
down takes place prior to their accumulation in the perichro-
mosomal region.

Our most striking finding is the extremely high concentra-
tion of proteasomes surrounding the mitotic apparatus in
metaphase and in early anaphase; during late anaphase, high
concentrations of proteasomes continue to be associated with
the spindle fibers. This distribution is an indication of a high
affinity between microtubules or other components of the
spindle apparatus and the proteasomes. However, at no stage
of the cell cycle was there evidence for interaction of pro-
teasomes with the chromosomes, at least not while they were
in a condensed state. On the contrary, chromosomes were
rendered visible under the fluorescence microscope due to
their negative staining with anti-proteasome antibodies. Nev-
ertheless, since high concentrations of proteasomes were
present around the chromosomes, some association of pro-
teasomes with the surface of the chromosomes cannot be
excluded.

Since our data on proteasome distribution during the cell
cycle suggested a possible association of proteasomes with
microtubules, we stained the cells with antibodies to both
proteasomes and microtubules. While microtubules and pro-
teasomes in nonstimulated cells did not colocalize, a very
close association of proteasomes with spindle microtubules
was observed during mitosis. However, since the protea-
somes did not seem to decorate the microtubules precisely,
and since there was no association of proteasomes with
microtubules in nondividing cells, one could not exclude the
possibility that a third component that can bind both to
proteasomes and to tubulin can appear specifically during the
cell cycle. Alternatively, we cannot exclude the possibility
that specific posttranslational changes in proteasomes during
the cell cycle increase their affinity to the spindle microtu-
bules or to an unknown component of the spindle apparatus.

Cyclin A, which has been suggested to be associated with
condensing chromosomes in prophase, and cyclin B1, which
is apparently associated with condensed chromosomes and
with the mitotic apparatus in prophase and metaphase, have
a crucial role in cell cycle progression. Cyclin A was recently
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shown to be destroyed during metaphase and cyclin B1 was
destroyed at the metaphase-anaphase transition (50). There
is also evidence that cyclins are degraded by ubiquitin-
dependent proteolysis (29). The dramatic accumulation of
proteasomes we observed coincides with the degradation of
cyclins A and B1. Therefore, it is natural to suggest that a high
proteasome concentration in the vicinity of the spindle ap-
paratus is important to ensure the timely degradation of
ubiquitinated cyclins, which is necessary for termination of
mitosis, implying that proteasomes are an important element
in the control of the cell cycle.

Maintenance of a high concentration of proteasomes in
daughter nuclei after the nuclear membrane is reformed, and
their gradual disappearance during differentiation, deserves
further investigation. The dynamics of proteasome appear-
ance and disappearance during the cell cycle and differenti-
ation can be due either to shuttling of these complexes or to
their turnover. Since data from other systems indicate a low
rate of proteasome turnover (51), while there is rapid cell
division in the transformed cells (37), it seems more probable
that proteasome accumulation during mitosis is due to redis-
tribution of the complexes within the cells, while the long-
term effects in differentiation could be due to proteasome
degradation and/or to down-regulation of their expression.
Measuring the turnover rates of proteasomes and their pos-
sible association with ubiquitin at different stages of the cycle
in synchronized cultures may give a more detailed insight into
the contribution of shuttling versus turnover of proteasomes.

Note. A paper by Kawahara and Yokosawa on proteasome distri-
bution in mitosis (52) was published after submission of this manu-

script.

The authors wish to thank Dr. B. Dahlmann for kindly providing
antibodies against rat muscle and rat liver proteasomes. We thank Ute
Santarius, Manuela Schmidthiusler, and Marie Ecke for excellent
technical assistance; G. Pfeifer for his help with the image processing;
Dr. B. Adelmann-Grill for use of his cell culture laboratory; Dr. G.
Gerisch for use of his fluorescence microscopy apparatus; Dr. A. M.
Kaye for helpful discussion; and Mrs. Malka Kopelowitz for excellent
secretarial assistance. This work was supported by a grant from the
Minna and James Heinemann Foundation (A.A. and W.B.) and by a
Max Planck Society fellowship (A.A.). A.A. is the incumbent of the
Joyce and Ben B. Eisenberg Professorial Chair in Molecular Endo-
crinology and Cancer Research.

1. Rivett, A. J. (1989) Biochem. J. 263, 625-633.

2. Orlowski, M. (1990) Biochemistry 29, 10289-10297.

3. Haass, C., Pesold-Hurt, B., Multhaup, G., Beyreuther, K. &

Kloetzel, P.-M. (1990) Gene 90, 235-241.

Zwickl, P., Grziwa, A., Piihler, G., Dahlmann, B., Lottspeich,

F. & Baumeister, W. (1992) Biochemistry, in press.

Dahlmann, B., Kopp, F., Kuehn, L., Niedel, B., Pfeifer, G.,

Hegerl, R. & Baumeister, W. (1989) FEBS Lert. 251, 125-131.

Orlowski, M. & Michaud, C. (1989) Biochemistry 28, 9270-

9278.

Mason, R. W. (1990) Biochem. J. 265, 479-484.

Hegerl, R., Pfeifer, G., Piihler, G., Dahlmann, B. & Baumeis-

ter, W. (1991) FEBS Let:. 283, 117-121.

Grziwa, A., Baumeister, W., Dahlmann, B. & Kopp, F. (1991)

FEBS Lett. 290, 186-190.

10. Piihler, G., Weinkauf, S., Bachmann, L., Miiller, S., Engel, A.,
Hegerl, R. & Baumeister, W. (1992) EMBO J. 11, 1607-1616.

11. Martinez, C. K. & Monaco, J. J. (1991) Nature (London) 353,
664—667.

12. Kelly, A., Powis, S. H., Glyme, R., Radley, E., Beck, S. &
Trowsdale, J. (1991) Nature (London) 353, 667-668.

13. Glynne, R., Powis, S. H., Beck, S., Kelly, A., Kerr, L.-A. &
Trowsdale, J. (1991) Nature (London) 353, 357-360.

14. Ortiz-Navarrete, V., Seelig, A., Gernold, M., Frentzel, S.,
Kloetzel, P. M. & Himmerling, G. H. (1991) Nature (London)
353, 662-664.

¥ 2N o woa

15.
16.

17.
18.
19.
20.
21.
23.

24.

26.
27.

29.
30.
31.

32
33.
34.
3s.

36.

37.

38.
39.

41.
42.
43.

45.

47.

49.

50.
51.

52.

Proc. Natl. Acad. Sci. USA 90 (1993) 103

Brown, M. G., Driscoll, J. & Monaco, J. J. (1991) Nature
(London) 353, 355-357.

Deverson, E. V., Gow, I. R., Coadwell, W. J., Monaco, J. J.,
Butcher, G. W. & Howard, J. C. (1990) Nature (London) 348,
738-741.

Trowsdale, J., Hanson, I., Mockridge, I., Beck, S., Townsend,
A. & Kelly, A. (1990) Nature (London) 348, 741-744.

Spies, T., Bresnahan, M., Bahram, S., Arnold, D., Blanck, G.,
Mellins, E., Pious, D. & DeMars, R. (1991) Nature (London)
348, 744-747.

Robertson, M. (1991) Nature (London) 353, 300-301.
Parham, P. (1991) Nature (London) 351, 271-272.

Hershko, A. (1991) Trends Biochem. Sci. 16, 265-268.
Rechsteiner, M. (1991) Cell 66, 615-618.

Heinemeyer, W., Kleinschmidt, J. A., Saidowsky, J., Escher,
C. & Wolf, H. (1991) EMBO J. 10, 555-562.

Seelig, A., Kloetzel, P.-M., Kuehn, L. & Dahlmann, B. (1991)
Biochem. J. 280, 225-232.

Eytan, E., Ganoth, D., Armon, T. & Hershko, A. (1989) Proc.
Natl. Acad. Sci. USA 86, 7751-7755.

Di Cola, D., Pratt, G. & Rechsteiner, M. (1991) FEBS Let:. 280,
137-140.

Ikai, A., Nishigai, M., Tanaka, K. & Ichihara, A. (1991) FEBS
Lert. 292, 21-24.

Driscoll, J. & Goldberg, A. L. (1990) J. Biol. Chem. 265,
4789-4792.

Glotzer, M., Murray, A. W. & Kirschner, M. W. (1991) Nature
(London) 349, 132-138.

Tanaka, K., Kumatori, A., Ii, K. & Ichihara, A. (1989) J. Cell.
Physiol. 139, 34-41.

Grossi de Sa, M.-F., Martins de Sa, C., Harper, F., Coux, O.,
Akhayat, O., Pal, K. J., Florentin, Y. & Scherrer, K. (1988) J.
Cell Sci. 89, 151-165.

Domae, N., Harmon, F. R., Busch, R. K., Spohn, W., Sub-
rahmanyam, C. S. & Busch, H. (1981) Life Sci. 30, 469—-477.
Gautier, J., Pal, J. K., Grossi de Sa, M. F., Beetschen,J. C. &
Scherrer, K. (1988) J. Cell Sci. 90, 543-553.

Pal, K. L., Gounon, P., Grossi de Sa, M.-F. & Scherrer, K.
(1988) J. Cell Sci. 90, 555-567.

Grossi de Sa, M.-F., Martins de Sa, C., Harper, F., Olink-
Coux, M., Huesca, M. & Scherrer, K. (1988) J. Cell Biol. 107,
1517-1530.

Amsterdam, A., Zauberman, A., Meir, G., Pinhasi-Kimhi, O.,
Suh, B. S. & Oren, M. (1988) Proc. Natl. Acad. Sci. USA 85,
7582-7586.

Suh, B.-S. & Amsterdam, A. (1990) Endocrinology 127, 1-12.
Hanukoglu, I., Suh, B. S., Himmelhoch, S. & Amsterdam, A.
(1990) J. Cell Biol. 111, 1373-1381.

Rennert, H., Amsterdam, A., Billheimer, J. T. & Strauss, J. F.
(1992) Biochemistry 30, 11280-11285.

Dahlmann, B., Kiihn, L., Rutschmann, M. & Reinauer, H.
(1985) Biochem. J. 228, 161-170.

Schigger, H. & von Jagow, G. (1987) Anal. Biochem. 166,
368-379.

Towbin, H., Staehelin, T. & Gordon, J. (1979) Proc. Natl.
Acad. Sci. USA 76, 4350-4354.

Baumeister, W., Dahlmann, B., Hegerl, R., Kopp, F. & Pfeifer,
G. (1988) FEBS Lett. 241, 239-245.

de Hostos, E. L., Bradtke, B., Lottspeich, F., Guggenheim, R.
& Gerisch, G. (1991) EMBO J. 10, 4097-4104.

Baum, G., Suh, B.-S., Amsterdam, A. & Ben-Ze’ev, A. (1990)
Dev. Biol. 142, 115-128.

Klein, U., Gerold, M. & Kloetzel, P.-M. (1990) J. Cell Biol. 111,
2275-2281.

Kumatori, A., Tanaka, K., Inamura, N., Sone, S., Ogura, T.,
Matsumoto, T., Tachikawa, T., Shin, S. & Ichihara, A. (1990)
Proc. Natl. Acad. Sci. USA 87, 7071-7075.

Hiigle, B., Kleinschmidt, J. A. & Franke, W. (1983) Eur. J. Cell
Biol. 32, 157-163.

Tanaka, K., Yoshimura, T., Tamura, T., Fujiwara, T., Kuma-
tori, A. & Ishihara, A. (1990) FEBS Lett. 271, 41-46.

Pines, J. & Hunter, T. (1991) J. Cell Biol. 115, 1-17.
Kanayama, H.-O., Tanaka, K., Aki, M., Kagawa, S., Miyaji,
H., Satoh, M., Okada, F., Sato, S., Shimbara, N. & Ichihara,
A. (1992) Cancer Res. 51, 6677-6685.

Kawahara, H. & Yokosawa, H. (1992) Dev. Biol. 151, 27-33.



