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Signal Srp9 Srp9/CG8268 2.250e-13 —2.00
recognition Srp68 Srp68/CG5064 1.19¢-128 —2.04 Yes
particle - SRP Stp72 Stp72/CG5434  3.97e-124 181 Yes
Srp54 Srp54k/CG4659 0 —1.44 Yes
Srpl4 Srpl4/CG5417 3.705e-13 —1.59 Yes
Srpl9 Srp19/CG4457 4.836e-29 —1.89 Yes
SRP-RNA CG9272 2.468e-40 No change n.d.
SRP Receptor - SrpRou Gtp-bp/CG2522 1.99e-177 Not on array ~ Yes
SR SrpRp SpR /CG3316  1.859¢-37 -33] Yes
2
Sec61 translocon Sec6la Sec6loa 0 -1.78 Yes
omplex Sec61p Sec61p 2.531e-27 —1.99 Yes
Sec61y Sec61 2.530e-29 —2.08 Yes
Cytosolic Hsp70 Ssal (yeast) Hsc70-1/ 0 Goes up n.d.
proteins that Ssa2 (yeast) CGR937/
maintain Ssa3 (yeast) CG4264
unfolded state Ssa4 (yeast)
Cytosolic Hsp40 Ydjl (yeast) Droj2/CG8863 5.811e-80 Goes up n.d.
Sec63 complex: Sec62 Trpl 1.049¢-55 -1.62 n.d.
:’r":l:s‘l:‘::::::"““' Sec63 Sec63 102176 —2.03 nd,
Sec71 (yeast) Sec71 —1.24 n.d.
TRAM TR 2.429¢-65 -5.21 Yes
TRAPS TAPS 1.798e-21 —2.12 Yes
ER lumenal BiP CG4147 0 —1.32* Yes
Hsp70s Scjl (yeast) CG2887 1.345e-11 No Change  Yes
Jeml CG9356 1.119e-16 —1.50 Yes
Sill CG10420 4.567¢-31 -1.87 n.d.
Lhsl (yeast) CG2918 1.226e-44 —1.45 n.d.
Get pathway for WRB CG32022 4.642¢-06 -1.24 n.d.
insertion of tail- TRC40 CG1598 1.01e-127 No Change  n.d.
anchored TRC35 CG9853 2.037e-60 No Change  n.d.
protins Ubl4A CG7215 3.288e-12 No Change  n.d.
SGTA Sgt/CG5094 2.389¢-29 Not on array  n.d.
Bag6 CG7546 4.665e-17 No change n.d.
ER morphology Spastin spas/CG5977 3.19¢-138 —1.41 n.d.
proteins Atlastin atl/CG6668 3.38e-178 —1.23* n.d.
Reep3 CG8331 1.978e-20 —1.84 n.d.
Rtnl/Rtn2 Rtnl1/CG33113 4.606e-58 —1.33 n.d.
Coupling of ER STIM1 Stim/CG9126 2.3889e-93 No Change  n.d.
to PM
Secretory mRNA CD109 = pl80 Tep2/CG7052 4.32e-179 Not on array  n.d.
ER tethering
Signal peptidase Spase 22-23 Spase 22-23 1.138e-56 —1.81* Yes
complex Spase 12 Spase12 1.755e-16 2.5 Yes
Spase 18-21 twr/CG2358 2.639e-77 -2.3 Yes
Spase 25 Spase25 2.074e-40 2.2 Yes
N-linked Ribophorin I CG33303 5.65e-116 Not on array  n.d.
glycosylation Dadl CG13393 7.147e-41 No Change  n.d.
MagT1 Osty/CG7830 6.43e-101 —1.43 Yes
Ost4 CG33774 2.177e-07 Not on array  n.d.
Wbpl (yeast) Ost48/CG9022 1.621e-24 No Change n.d.
Rpn2 Ostd/CG6370 1.294e-82 -1.26 n.d.
Stt3 (yeast) OstStt3/CG7748 0 -1.72 n.d.
Disulfide bond Erol ErolL/CG1333 2.22e-112 Not on array  n.d.
formation Pdil (yeast) Pdi/CG6988 3.701e-52 —1.40 n.d.
Mpd1 (yeast) CaBP1/CG5809 2.393e-18 —1.52* n.d.
Mpd2 (yeast) ERp60/CG8983 3.340e-06 -1.30 n.d.
Epsl (yeast) prtp/CG1837 3.572e-08 —1.29* n.d.
GPI-anchor GPI8p (yeast)/ CG4406 1.08e-100 No change n.d.
addition GPAALI GAA1/CG3033 4.738e-71 -1.57 n.d.
Glycosid Cwh41 CG1597 2.89¢-168 No change n.d.
mannosidase Gls2 (yeast) CG14476 1.04e-152 No change  n.d.
trimming and UGGT Ugt/CG6850 0 —1.54 n.d.
preteinivlding Calreticulin Cre 0 “142 nd.
Cnel (yeast) Cnx99A/ 4.233e-51 No change n.d.
CG11958
ERAD Mns| (yeast) CG11874 1.103e-71 No change n.d.
Html1 (yeast) Edem2/CG5682 5.271e-79 No change n.d.
HSPC039 CG32069 6.102e-20 —1.72* n.d.




Copll

components

CoplI regulators

Sarl Sar1/CG7073 2.606e-79 —1.28

Sec23 Sec23/CG1250 0 —1.73* Yes
Sec24B Sec24/CG1472 0 —1.18%* Yes
Secl3 Sec13/CG6773 1.10e-100 —2.44 Yes
Sec31 Sec31/CG8266 0 -1.8 Yes

Sec12 (yeast)

Smul/CG5451

2.178e-04 —1.21

PREB

CGI175

4.163e-54 —1.49

n.d.

CoplI vesicle-

Secl6A

Stx5

Syx5/CG4214

Sec16/CG32654

8.358e-60 —1.54

3.570e-87 No change

n.d.

Golgi membrane

Bosl

eya/CG9554

1.28e-122 —1.50

fusion

Betl

Bet1/CG14084

1.788e-13 Not in array

Sec22 (yeast)

Sec22/CG7359

6.877¢-28 Not in array

O-linked
glycosylation

SCFD1

Pmt1,2,3,5,6
(yeast)

SIh/CG3539

tw/CG12311

0 —1.46

1.757e-88 -1.76

Pmt4,7 (yeast)

rt/CG6097

5.727e-89 —1.31

Arf-1 GAPs

Gesl (yeast)

2.380e-36

Copl vesicle a-Cop a-Cop/CG7961 0 —2.11

components B-Cop B-Cop/CG6223 0 -1.9 n.d.

(GOIZigHR) B-Cop B'-Cop/CG6699 0 1.9 nd.
y-Cop v-Cop/CG1528 0 —1.74 Yes
3-Cop 5-Cop/CG14813  1.70e-168 —1.68* n.d.
&-Cop £-Cop/CG9543 1.470e-50 —1.77* Yes
¢-Cop CCop/CG3948 __ 1.878¢-62 —2.7/-195  Yes
Arfl ARF79F 8.49¢-101 =il.2 Yes

Copl tethering

Glo3 (yeast)

cg/CG8367

4.538e-29

1.341e-38

and fusion to ER

Early Golgi

Bruce/CG6303

5.627e-29

retrograde traffic

tethers -COG

complex

Cogl CG4848 5.633e-38

Cog2 1d1Cp/CG6177 7.74e-101 =27 n.d.
Cog3 Cog3/CG3248 3.817e-77 —1.43 n.d.
Cog4 CG7456 7.34e-160 —1.44 n.d.
Cog5 fws/CG6549 5.463e-60 -1.22 n.d.
Cogb CG1968 6.83e-153 —1.26 n.d.
Cog7 Cog7/CG31040 2.033e-23 —-1.71 n.d.
Cog8 CG6488 1.510e-23 —1.34 n.d.




