
Control of Protein Synthesis by ERdj1, ERdj2, ERdj6
Subjects: Cell Biology

Contributor: Lea Daverkausen-Fischer, Margarethe Draga, Felicitas Pröls

The endoplasmic reticulum (ER) of mammalian cells is the central organelle for the maturation and folding of

transmembrane proteins and for proteins destined to be secreted into the extracellular space. The proper folding of target

proteins is achieved and supervised by a complex endogenous chaperone machinery. BiP, a member of the Hsp70 protein

family, is the central chaperone in the ER. The chaperoning activity of BiP is assisted by ER-resident DnaJ (ERdj) proteins

due to their ability to stimulate the low, intrinsic ATPase activity of BiP. Besides their co-chaperoning activity, ERdj proteins

also regulate and tightly control the translation, translocation, and degradation of proteins. Three ERdj co-chaperones,

ERdj1, ERdj2, and ERdj6, are functionally involved in the control of translation and translocation of ER target proteins. 
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1. Translational Arrest Is Regulated by ERdj1 and ERdj2

ERdj1 is a transmembrane protein with its N-terminus in the ER lumen and its C-terminus in the cytosol . ERdj1

inhibits protein synthesis at the Sec61 translocon in a BiP- and ATP-dependent way (Figure 1a). In vitro translation

assays using preprolactin and luciferase as substrates suggested that the inhibition of protein synthesis is achieved by the

first 21 N-terminal amino acids of the cytosolic domain of ERdj1, which bind to ribosomes close to the tunnel exit and to

proteins emerging at the tunnel exit . Translation is arrested at its initiation, since ERdj1 is not able to inhibit the

translation of preprolactin when added after translational initiation . The inhibitory function of ERdj1, as well as ribosome

binding, seems to be mediated by a four-amino acid RKKR within the RKKRERKKK stretch . This polybasic amino acid

stretch is similar to an amino acid stretch within the SRP, which also inhibits elongation .

Figure 1. (a) At the translocon (brown cylinder), the pore is gated by BiP, which, in its ADP-bound form, closes the gate

and opens it in its ATP-bound form. Translational arrest occurs when BiP dissociates from the luminal domains of ERdj1,

ERdj2, and PERK. The release of BiP from PERK results in the dimerization of PERK, its autophosphorylation, and the

subsequent phosphorylation of eIF2α (p-eIF2α), which inhibits eIF2α-dependent translation. (b) The translation of proteins

is controlled by the co-chaperones ERdj1, ERdj2/Sec62, and ERdj6. In their BiP-bound forms, ERdj1 and ERdj2/Sec62

enable protein synthesis. The silencing of PERK and the PERK-signaling pathway occur by the binding of BiP to its

luminal domain, which results in the release of eIF2α-dependent translation and protein synthesis. BiP, immunoglobin

binding protein; PERK, protein kinase RNA-like endoplasmic reticulum kinase; eIF2α, alpha subunit of eukaryotic initiation

factor 2.

In the presence of ERdj1, an increased amount of BiP associates with the ribosomal fractions, suggesting that ERdj1

plays a role in recruiting BiP to the ribosome/ERdj1 complex . A BiP mutant (BiP R197H), which is unable to bind to J-

domains and experiments with the J-domain-deleted ERdj1 protein, revealed that the recruitment of BiP to the ERdj1–

ribosome complex is ATP-dependent and requires the functional interaction of BiP and the ATPase-stimulating J-domain

. The association of ERdj1 with the emerging protein and, accordingly, the translational arrest was shown to occur only
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in the absence of BiP  (Figure 1a). Upon the binding of BiP to ERdj1, the inhibition of protein translation by ERdj1 is

released  (Figure 1b). ERdj1 thus seems to relay the information about luminal BiP availability to the translating

ribosomes at the ER membrane. It is unclear whether the binding of BiP and ribosomes to ERdj1 occur simultaneously or

sequentially. Dudek et al. showed that ERdj1 can simultaneously interact with the ribosome and BiP and that the binding

of BiP promotes the re-initiation of translation . On the other hand, experimental data from surface plasmon resonance

show that the binding of BiP to ERdj1 prevents the binding of ERdj1 to ribosomes , indicating that the ERdj1/ribosome

complex needs to be established before BiP can bind to it. In any case, BiP abolishes the inhibitory effect of ERdj1 on

protein translation, whether or not the binding of BiP to ERdj1 occurs simultaneously or sequentially . It is also still

unclear how BiP binding to ERdj1 is signaled to the cytosol to release the translational arrest . Additionally, the data from

surface plasmon resonance, which demonstrated that the prebinding of BiP to ERdj1 inhibits ribosome binding to ERdj1,

are difficult to understand, given the fact that ERdj1 has a much higher affinity for ribosomes (K  30 pM) than for BiP

(K   0.57µM) . A possible mechanism could be that the prebinding of BiP to ERdj1 alters the affinity of ERdj1 for

ribosomes. The fact that ERdj1 can inhibit the translation until BiP binds to ERdj1 could present a mechanism by which

the ER luminal balance of the chaperone and protein levels is ensured. When a large number of unfolded proteins

prevails within the ER, BiP is released from ERdj1 to bind to client proteins, thereby inducing an ERdj1-mediated

translational arrest (Figure 1a). When client proteins are folded successfully, BiP is again available to bind to ERdj1 so

that the translation can progress  (Figure 1b). Translational arrest is a known mechanism of reducing ER stress during

the UPR, mainly mediated by the ER stress sensor PERK  (Figure 1). The PERK-dependent phosphorylation of eIF2α

inhibits the formation of the translational initiation complex . This results in the inhibition of general, eIF2α-dependent

protein translations, so that the protein load in the ER is reduced . Given this analogy, ERdj1 presumably acts as an

additional sensor of ER stress . The dissociation constant of the ERdj1/BiP complex in the presence of ATP is 0.57 µM,

whereas the dissociation constant of the PERK luminal domain/BiP complex is 0.83 µM , which allows a fine tuning of

translational arrest to the amount of accumulating, BiP-consuming unfolded proteins. According to these results, BiP

would dissociate more easily from PERK than from ERdj1, and ERdj1-mediated translational inhibition would sequentially

follow PERK-mediated translational inhibition (Figure 1b). Yet, it has to be noted that the experimental conditions do not

really reflect the in vivo situation. Neither of the experiments were performed with PERK or ERdj1 in their original topology

as integral membrane proteins . Additionally, different methods were used to determine the affinity of BiP to ERdj1 or

to PERK using surface plasmon resonance  or microscale thermophoresis , respectively.

In conclusion, determination of the dissociation constants of PERK/BiP and ERdj1/BiP in their original topologies with

identical experimental methods should be performed, since these values are critically important for a reliable evaluation of

the discussed sequential BiP release from its stress sensors ERdj1 and PERK.

The co-chaperone ERdj2, in conjunction with Sec62, also controls protein translation (Figure 1). Like ERdj1, Sec62

associates with emerging proteins close to the tunnel exit of the 60S ribosomal subunit . Due to its association with the

translocon-associated protein Sec62, ERdj2 is also termed Sec63 . The interaction of Sec62 and ERdj2 has been

investigated by pulldown assays and surface plasmon resonance spectroscopy. Accordingly, the C-terminal residues

(aa734–aa760) of ERdj2 interact with the N-terminal residues (aa11–aa155) of human Sec62. The weak binding of both

proteins was shown to be strengthened by CK2-mediated phosphorylation . Pulldown experiments revealed

that the binding of Sec62 to ribosomes weakens the binding of Sec62 to ERdj2 and that Sec62 is displaced from ERdj2

upon binding to ribosomes . This is in accordance with the data showing a higher affinity of Sec62 to ribosomes (K  0.13

nM) than to ERdj2 (K   5 nM) . Furthermore, the ribosome-binding site is close to the N-terminal, ERdj2-binding

region of Sec62, as was shown in in vitro ribosome binding assays and fractionation experiments . Interestingly, co-

immunoprecipitation experiments using microsomal extracts could precipitate Sec62 due to its binding to ERdj2 but not

vice versa . The reason for this is unknown. Yet, the experiments in which the co-immunoprecipitation of ERdj2 with

Sec62 failed were performed with antibodies, which were directed against the C-terminus of Sec62 . It can be

assumed that the binding of the precipitating antibody induces a conformational change at the N-terminus of Sec62,

thereby disabling the binding of Sec62 to ERdj2 .

Taken together, two functional pools of Sec62 seem to exist at the ER membrane, with Sec62 being either associated with

or displaced from ERdj2. When displaced from ERdj2, Sec62 is bound to ribosomes, a conformation in which protein

synthesis and translocation is inhibited.

Interestingly, a functional redundancy exists between ERdj1 and Sec62 in that both proteins bind to the same region at

the ribosomal tunnel exit. The preincubation of ribosomes with the C-terminus of ERdj1 (ERdj1C) prevents binding of the

N-terminus of Sec62 (Sec62N) to ribosomes . The binding of Sec62N to a translating ribosome can inhibit the initiation

of protein translation in a strikingly similar manner as the binding of ERdj1 to translating ribosomes. The interaction of

Sec62N with ribosomes is, as the interaction of ERdj1 with ribosomes, RNase- and salt-sensitive and can be abolished at
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a KCl concentration of 300 mM . Due to the functional similarity between ERdj1 and the Sec62N–ERdj2 complex,

overlapping functions at the ER membrane might explain the fact that the loss of ERdj2 function does not cause a lethal

phenotype . In this context, it would be interesting to examine the effect of ERdj1/Sec62 or ERdj1/ERdj2 double

knockouts. Furthermore, it would be interesting to know how ERdj2 binding to Sec62 affects Sec62 binding to ribosomes

and how BiP binding to ERdj2 affects the ERdj2/Sec62/ribosome complex.

2. ERdj6 Reinitiates Translation at the End of a Stress Period

Apart from ERdj1 and ERdj2, additional translational control is exerted by the co-chaperone ERdj6, which is upregulated

in ER-stressed cells  (Figure 1). The upregulation of ERdj6 was reported to inhibit the amount of phosphorylated

PERK, as well as phosphorylated eIF2α, in cells, thus alleviating the inhibitory effect of PERK on RNA translation and

protein synthesis . The stimulation of protein synthesis has been shown in HeLa cells, as well as in HEK293 cells, in

which the downregulation of ERdj6 results in the downregulation of general protein synthesis . This is interesting,

since  ERdj6  transcription and ERdj6 synthesis themselves are upregulated in stressed cells . Accordingly, in

stressed cells, the upregulated ERdj6 levels silence PERK, thereby releasing PERK-mediated translational arrest  and

re-adjusting the cellular metabolism towards increased rates of protein synthesis (Figure 2). This scenario must be

considered as a feedback mechanism to normalize cellular physiology at the end of a stress period. This hypothesis is

supported by data indicating a switch in the topology of ERdj6 upon ER stress. In cell lysates of control cells transfected

with ERdj6, which was engineered to contain a C-terminal glycosylation site (-CHO mutant), EndoH treatment, as well as

a proteinase K experiment, revealed that the entire ERdj6-CHO protein pool—with a cleaved signal sequence—seems to

be located in the ER lumen . After 8 h of thapsigargin-mediated ER stress, a membrane-anchored ER luminal pool

appears beside the free luminal pool, and after 24 h of thapsigargin treatment, the only protein pool present contains the

uncleaved membrane signal, with one-half being glycosylated and the other half unglycosylated and susceptible to

proteinase K treatment . So, while under control conditions, ERdj6 is mainly present as a luminal ER resident protein,

the treatment with thapsigargin increases the pool of ER signal peptide-uncleaved ERdj6 protein, located luminally as well

as cytosolically . Since ERdj6 co-immunoprecipitates with full-length PERK but not with a construct lacking the

cytosolic domain of PERK, it was suggested that ERdj6 exerts its inhibitory function on PERK by directly binding to the

cytosolic kinase domain of PERK  (Figure 2).

Figure 2. ERdj6 surveys the activation state of PERK. ERdj6 can adopt various subcellular localizations. Under control

conditions, ERdj6 is located luminally and transfers BiP to PERK to keep PERK in a silenced state and to enable eIF2α-

dependent RNA translation. In ER-stressed cells (as observed after 8 h thapsigargin treatment), ERdj6 is inserted in the

ER membrane. Half of the membrane-anchored pool faces the lumen, and half of the pool faces the cytosol. Due to the

increased demand of chaperoning activity, BiP dissociates from the luminal domain of PERK and enables the activation

and autophosphorylation of PERK. The subsequent phosphorylation of eIF2α inhibits eIF2α-dependent translational

processes. The translational arrest can be released by interaction of the cytosolic ERdj6 pool with the C-terminus of

PERK (see text).
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On the other hand, the luminal ERdj6 pool also has the potential to silence PERK by promoting the formation of the

BiP/PERK complex. According to the estimated dissociation constants, BiP has a greater affinity to PERK (K  0.83 µM)

than to ERdj6 (K  5 µM) . Hence, as schematically shown in Figure 2, ERdj6 could recruit and transfer BiP to PERK

similar to the models suggested for ERdj2 (see above), as well as for ERdj4, which was shown to act as the BiP donor for

IRE1, thereby keeping the respective signaling pathways in a silenced state . Still, no experimental evidence has

been presented so far that would support such a model.

All in all, the Hsp40 co-chaperones ERdj1 and ERdj2 (as the ERdj2/Sec62 complex) arrest protein translation in the

absence of available BiP by direct association with the ribosome, while elevated ERdj6 levels in stressed cells promote

protein translation by alleviating PERK-mediated translational arrest.

References

1. Dudek, J.; Volkmer, J.; Bies, C.; Guth, S.; Muller, A.; Lerner, M.; Feick, P.; Schafer, K.H.; Morgenstern, E.; Hennessy, F.;
et al. A novel type of co-chaperone mediates transmembrane recruitment of DnaK-like chaperones to ribosomes.
EMBO J. 2002, 21, 2958–2967.

2. Daverkausen-Fischer, L.; Prols, F. Dual topology of co-chaperones at the membrane of the endoplasmic reticulum. Cell
Death Discov. 2021, 7, 203.

3. Blau, M.; Mullapudi, S.; Becker, T.; Dudek, J.; Zimmermann, R.; Penczek, P.A.; Beckmann, R. ERj1p uses a universal
ribosomal adaptor site to coordinate the 80S ribosome at the membrane. Nat. Struct. Mol. Biol. 2005, 12, 1015–1016.

4. Dudek, J.; Greiner, M.; Muller, A.; Hendershot, L.M.; Kopsch, K.; Nastainczyk, W.; Zimmermann, R. ERj1p has a basic
role in protein biogenesis at the endoplasmic reticulum. Nat. Struct. Mol. Biol. 2005, 12, 1008–1014.

5. Benedix, J.; Lajoie, P.; Jaiswal, H.; Burgard, C.; Greiner, M.; Zimmermann, R.; Rospert, S.; Snapp, E.L.; Dudek, J. BiP
modulates the affinity of its co-chaperone ERj1 for ribosomes. J. Biol. Chem. 2010, 285, 36427–36433.

6. Mary, C.; Scherrer, A.; Huck, L.; Lakkaraju, A.K.; Thomas, Y.; Johnson, A.E.; Strub, K. Residues in SRP9/14 essential
for elongation arrest activity of the signal recognition particle define a positively charged functional domain on one side
of the protein. RNA 2010, 16, 969–979.

7. Muller, L.; de Escauriaza, M.D.; Lajoie, P.; Theis, M.; Jung, M.; Muller, A.; Burgard, C.; Greiner, M.; Snapp, E.L.; Dudek,
J.; et al. Evolutionary gain of function for the ER membrane protein Sec62 from yeast to humans. Mol. Biol. Cell 2010,
21, 691–703.

8. McQuiston, A.; Diehl, J.A. Recent insights into PERK-dependent signaling from the stressed endoplasmic reticulum.
F1000Research 2017, 6, 1897.

9. Zhou, W.; Jeyaraman, K.; Yusoff, P.; Shenolikar, S. Phosphorylation at tyrosine 262 promotes GADD34 protein
turnover. J. Biol. Chem. 2013, 288, 33146–33155.

10. Carrara, M.; Prischi, F.; Nowak, P.R.; Kopp, M.C.; Ali, M.M. Noncanonical binding of BiP ATPase domain to Ire1 and
Perk is dissociated by unfolded protein CH1 to initiate ER stress signaling. Elife 2015, 4, e03522.

11. Meyer, H.A.; Grau, H.; Kraft, R.; Kostka, S.; Prehn, S.; Kalies, K.U.; Hartmann, E. Mammalian Sec61 is associated with
Sec62 and Sec63. J. Biol. Chem. 2000, 275, 14550–14557.

12. Tyedmers, J.; Lerner, M.; Bies, C.; Dudek, J.; Skowronek, M.H.; Haas, I.G.; Heim, N.; Nastainczyk, W.; Volkmer, J.;
Zimmermann, R. Homologs of the yeast Sec complex subunits Sec62p and Sec63p are abundant proteins in dog
pancreas microsomes. Proc. Natl. Acad. Sci. USA 2000, 97, 7214–7219.

13. Ampofo, E.; Welker, S.; Jung, M.; Muller, L.; Greiner, M.; Zimmermann, R.; Montenarh, M. CK2 phosphorylation of
human Sec63 regulates its interaction with Sec62. Biochim. Biophys. Acta 2013, 1830, 2938–2945.

14. Lang, S.; Pfeffer, S.; Lee, P.H.; Cavalie, A.; Helms, V.; Forster, F.; Zimmermann, R. An Update on Sec61 Channel
Functions, Mechanisms, and Related Diseases. Front. Physiol. 2017, 8, 887.

15. Yan, W.; Frank, C.L.; Korth, M.J.; Sopher, B.L.; Novoa, I.; Ron, D.; Katze, M.G. Control of PERK eIF2alpha kinase
activity by the endoplasmic reticulum stress-induced molecular chaperone P58IPK. Proc. Natl. Acad. Sci. USA 2002,
99, 15920–15925.

16. Van Huizen, R.; Martindale, J.L.; Gorospe, M.; Holbrook, N.J. P58IPK, a novel endoplasmic reticulum stress-inducible
protein and potential negative regulator of eIF2alpha signaling. J. Biol. Chem. 2003, 278, 15558–15564.

17. Rutkowski, D.T.; Kang, S.W.; Goodman, A.G.; Garrison, J.L.; Taunton, J.; Katze, M.G.; Kaufman, R.J.; Hegde, R.S. The
role of p58IPK in protecting the stressed endoplasmic reticulum. Mol. Biol. Cell 2007, 18, 3681–3691.

D

D
[10][19]

[20][21]



18. Petrova, K.; Oyadomari, S.; Hendershot, L.M.; Ron, D. Regulated association of misfolded endoplasmic reticulum
lumenal proteins with P58/DNAJc3. EMBO J. 2008, 27, 2862–2872.

19. Schorr, S.; Klein, M.C.; Gamayun, I.; Melnyk, A.; Jung, M.; Schauble, N.; Wang, Q.; Hemmis, B.; Bochen, F.; Greiner,
M.; et al. Co-chaperone Specificity in Gating of the Polypeptide Conducting Channel in the Membrane of the Human
Endoplasmic Reticulum. J. Biol. Chem. 2015, 290, 18621–18635.

20. Li, X.; Sun, S.; Appathurai, S.; Sundaram, A.; Plumb, R.; Mariappan, M. A Molecular Mechanism for Turning Off
IRE1alpha Signaling during Endoplasmic Reticulum Stress. Cell Rep. 2020, 33, 108563.

21. Amin-Wetzel, N.; Saunders, R.A.; Kamphuis, M.J.; Rato, C.; Preissler, S.; Harding, H.P.; Ron, D. A J-Protein Co-
chaperone Recruits BiP to Monomerize IRE1 and Repress the Unfolded Protein Response. Cell 2017, 171, 1625–
1637.e1613.

Retrieved from https://encyclopedia.pub/entry/history/show/61888


