This Appendix contains Appendix Tables S1-S4 and their references

Appendix Table S1: TRAPP complex composition

Note: Both TRAPPII and TRAPPIIl share a core set of subunits (green, middle
column) and also contain unique subunits. The yeast names are shown first, with
the names of the human proteins in parentheses.

TRAPPIII- Shared Core | TRAPPII-
specific Subunits specific
Trs85 Trs33 Trs130
(TRAPPC8) | (TRAPPCBA, B) | (TRAPPC10)
Trs31 Trs120
(TRAPPCT1) | (TRAPPC5) | (TRAPPCY)
Trs23
(TRAPPC12) | ren®bos) Trs65
Trs20 Tcal7
(TRAPPC13) | TRAPPC2) | (TRAPPC2L)
Bet5
(TRAPPC1)
Bet3
(TRAPPC3,
caL)




Appendix Table S2: Composition of synthetic liposomes used in this study

cl?:ngs'tL‘fol Anionic PS’:‘,‘; A No Pl | 10% PI,P
PC (mol %) 30 51 36 60 58
PE 10 10 10 10
PS 3 3 3
PA 3 3 3
Pl 29 29 29
Pl4P 1 1 1 10
PlssP2 0.8
CDP-DAG 2 2 2 2 2
PO-DAG 4 4 4 4 4
DO-DAG 2 2 2 2 2
Ceramide 5 5 5 5 5
Cholesterol 10 10 10 10 10
DIR 1 1 1 1 1 1

Note: All lipids are from Avanti Polar Lipids. PC = phosphatidylcholine, PE =

phosphatidylethanolamine, PS = phosphatidylserine, PA = phosphatidic acid, Pl =

phosphatidylinositol, Pl4P = phosphatidylinositol 4-phosphate, Pl sP2 =

phosphatidylinositol 4,5-bisphosphate, CDP-DAG = cytidine diphosphate diacylglycerol,

PO-DAG = palmitoyl-oleoyl diacylglycerol, DO-DAG = dioleoyl diacylglcerol

DIR = 1,1'-Dioctadecyl-3,3,3',3'-Tetramethylindotricarbocyanine lodide




Appendix Table S3: Plasmid list

Name Description Vector Source
(Thomas and
pLT21 Trs33, Trs31, Trs23, Trs20, Bet3, Betb pColaDuet-1 Fromme,
2016)
(Thomas and
pLT35 6xHisTEV-Mrs6 pET28 Fromme,
2016)
(Thomas and
pLT40 GST-Gdi1 with cleavable tag pGEX-6P Fromme,
2016)
(Thomas and
pLT41 6xHisTEV-Bet2, Bet4 pCDF-Duet-1 Fromme,
2016)
(Thomas and
pLT50 GST-Ypt1 with cleavable tag pGEX-6P Fromme,
2016)
pLT75 mRFPmars-Ypt31 (D129N)-Fis1 pRS415 (;h"%ﬂsg)et
pLT77 mRFPmars-Ypt1 (D124N)-Fis 1 PRS416 (;h"%ﬂsg)et
: : (Sikorski and
pRS415 Yeast centromeric vector with LEU2 marker pRS415 Hieter, 1989)
pPSV02 mRFPmars-Ypt31 (D129N )oY pti-Fis1 pRS415 (;hog(‘)ﬂsg)et
(McDonold
Ypt1-7His GST-Ypt1-7xHis cleavable N-terminal tag pGEX-6P and Fromme,
2014)
CFB2250 GFP-Atg8 pRS416 (GUZ%%?; al,
CFB2730 6xHis-Trs85[501-698] pETDuet-1 This study
CFB2868 6xHis-Trs85, Trs33 pETDuet-1 This study
CFB2991 Trs85-mNeonGreen-3xHA pRS415 This study
Trs85[R618E, R619E, R620E, K621E]- ,
CFB3125 mNeonGreen-3xHA pRS415 This study
Trs85[R618A, R619A, R620A, K621A]- ,
CFB3200 mNeonGreen-3xHA pRS415 This study
CFB3222 Trs85[A507-603]-mNeonGreen-3xHA pRS415 This study
CFB3223 6xHis-Trs85[A507-603], Trs33 pETDuet-1 This study
CFB3511 mRFPmars-Ypt1 in pRS416 pRS416 This study
CFB3710 Trs85[501-698]-mNeonGreen-3xHA pRS415 This study
Trs85[K378A, K381A, K382A, K386A]- ,
CFB4191 mNeonGreen-3xHA pRS415 This study
Trs85[K378A, F379A, F380A, K381A, K382A, ,
CFBA4192 F383A, K386A]-mNeonGreen-3xHA PRS415 This study
Trs85[K378E, K381E, K382E, K386E]- ,
CFB4193 mNeonGreen-3xHA pRS415 This study
CFB4194 Trs85[R620A]-mNeonGreen-3xHA pRS415 This study




CFB4195 Trs85[R620E]-mNeonGreen-3xHA pRS415 This study
CFB4227 6XHiS'TKr§§gK<’3F7§Q AF,3K73?$6 g?e;cr)gsmsm, pETDuet-1 This study
CFBazze | OXTIS-TrsBoIK3TBE, KIBTE, K3B2E KIBOEL | Lerper This study
CFB4253 mRFPmarS%gtz?’A ‘811823?,2']’_*;13?” [T181A, pRS415 This study
CFB4254 mRFPmarSg%tg/l’(511569;‘\])_';2\1("” [K184A, PRS415 This study
CFBazss | MRrEmars IS }Sg;‘]{'ﬁg:p” [D187A, PRS415 This study
CFB4256 mRFPmarSm‘gg/l,(51153?2]2';@:"” [VI91A, pRS415 This study
CFB4257 mRFPmarSé\ngg;\,(gJ ggx])-?/iz\‘l(pﬂ HT94A pRS415 This study
CFB4258 mRFPrf‘ra1r;;g‘,’ﬁ;égf?;gmm;["198A’ PRS415 This study
Appendix Table S4: Strain list
Name Description Source
MATa ura3-52 his3-A200 leu2-3,112 lys2-801 |
SEY 6210 trp1-A901 suc2-A9 (Robl?gsgg)et al.,
MATa ura3-52 his3-A200 leu2-3,112 lys2-801 |
SEY 6210.1 trp1-A901 suc2-A9 (Robl?gsgg)et al.,
CEY2445 SEY6210.1 Trs85-mNeonGreen::HIS3 (Thomas et al.,
2018)
CEY2602 SEY6210 trs85A::KanMX (Thomas et al.,
2018)
CFY3585 SEY 6210 Trees bielis SXPLAGETRE, This study
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