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Figure S7: Latrophillins co-localize with FLOT1 and FLOT2 in punctate
stainings. Related to Figure 7.

Immunostaining analysis of HEK293 cells for FLOT1 and FLOT2 in combination with
LPHN1, LPHN2, or LPHN3. Dependent on the combination of antibodies, different
degrees of co-localization can be observed.



REFERENCES

Akter, F., Ponnaiyan, S., Kdgler-Mohrbacher, B., Bleibaum, F., Damme, M., Renard, B.Y., Winter, D. (2020).
Multi cell line analysis of lysosomal proteomes reveals unique features and novel lysosomal proteins.
bioRxiv.

Albanese, P., Tamara, S., Saracco, G., Scheltema, R.A., Pagliano, C. (2020). How paired PSII-LHCII
supercomplexes mediate the stacking of plant thylakoid membranes unveiled by structural mass-
spectrometry. Nat. Commun. 77, 1-14.

Babuke, T., Ruonala, M., Meister, M., Amaddii, M., Genzler, C., Esposito, A., and Tikkanen, R. (2009).
Hetero-oligomerization of reggie-1/flotillin-2 and reggie-2/flotillin-1 is required for their endocytosis. Cell
Signal. 21, 1287-1297.

Bach, J.N., and Bramkamp, M. (2015). Dissecting the Molecular Properties of Prokaryotic Flotillins. PLoS
One 10, e0116750.

Balderhaar, H.J., Ungermann, C. (2013). CORVET and HOPS tethering complexes - coordinators of
endosome and lysosome fusion. J. Cell Sci. 7126, 1307-1316.

Ballabio, A., Bonifacino, J.S. (2019). Lysosomes as dynamic regulators of cell and organismal homeostasis.
Nat. Rev. Mol. Cell Biol. 21, 101-118.

Barysz, H.M., Malmstrém, J. (2018). Development of Large-scale Cross-linking Mass Spectrometry. Mol.
Cell. Proteomics 17, 1055-1066.

Bellizzi, J.J., Widom, J., Kemp, C., Lu, J.Y., Das, A.K., Hofmann, S.L., and Clardy, J. (2000). The crystal
structure of palmitoyl protein thioesterase 1 and the molecular basis of infantile neuronal ceroid
lipofuscinosis. Proc. Natl. Acad. Sci. U.S.A. 97, 4573-4578.

Benjamini, Y., and Hochberg, Y. (1995). Controlling the False Discovery Rate: A Practical and Powerful
Approach to Multiple Testing. J. R. Stat. Soc. 57, 289-300.

Bodin, S., Planchon, D., Rios Morris, E., Comunale, F., and Gauthier-Rouviere, C. (2014). Flotillins in
intercellular adhesion - from cellular physiology to human diseases. J. Cell Sci. 127, 5139-5147.

Bruderer, R., Bernhardt, O. M., Gandhi, T., Reiter, L. (2016). High-precision iRT prediction in the targeted
analysis of data-independent acquisition and its impact on identification and quantitation. Proteomics 716,
2246-2256.

Brunger, A.T. (2007). Version 1.2 of the Crystallography and NMR system. Nat. Protoc. 2, 2728-2733.

Cabukusta, B., Neefjes, J. (2018). Mechanisms of lysosomal positioning and movement. Traffic 19, 761-
769.

Chavez, J.D., Keller, A., Zhou, B., Tian, R., and Bruce, J.E. (2019). Cellular Interactome Dynamics during
Paclitaxel Treatment. Cell Rep. 29, 2371-2383.

Chen, Z.A., Jawhari, A., Fischer, L., Buchen, C., Tahir, S., Kamenski, T., Rasmussen, M., Lariviere, L.,
Bukowski-Wills, J.C., Nilges, M., Cramer, P., Rappsilber, J. (2010). Architecture of the RNA polymerase II-
TFIIF complex revealed by cross-linking and mass spectrometry. EMBO J. 29, 717-726.

Cheng, X., Shen, D., Samie, M., and Xu, H. (2010). Mucolipins: Intracellular TRPML1-3 channels. FEBS
Lett. 584, 2013-2021.

Chu, B.B., Liao, Y.C., Qi, W., Xie, C., Du, X., Wang, J., Yang, H., Miao, H.H., Li, B.L., and Song, B.L. (2015).
Cholesterol transport through lysosome-peroxisome membrane contacts. Cell 767, 291-306.

Cox, J., and Mann, M. (2008). MaxQuant enables high peptide identification rates, individualized p.p.b.-
range mass accuracies and proteome-wide protein quantification. Nat. Biotechnol. 26, 1367-1372.

Cruciat, C.-M., Ohkawara, B., Acebron, S.P., Karaulanov, E., Reinhard, C., Ingelfinger, D., Boutros, M., and
Niehrs, C. (2010). Requirement of Prorenin Receptor and Vacuolar H+-ATPase-Mediated Acidification for
Whnt Signaling. Science 327, 459—463.



De Araujo, M.E., Naschberger, A., Furnrohr, B.G., Stasyk, T., Dunzendorfer-Matt, T., Lechner, S., Welti, S.,
Kremser, L., Shivalingaiah, G., Offterdinger, M., Lindner, H.H., Huber, L.A., Scheffzek, K. (2017). Crystal
structure of the human lysosomal mTORC1 scaffold complex and its impract on signaling. Science 358,
377-381.

Dempwolff, F., Schmidt, F.K., Hervas, A.B., Stroh, A., Rosch, T.C., Riese, C.N., Dersch, S., Heimerl, T.,
Lucena, D., Hulsbusch, N., et al. (2016). Super Resolution Fluorescence Microscopy and Tracking of
Bacterial Flotillin (Reggie) Paralogs Provide Evidence for Defined-Sized Protein Microdomains within the
Bacterial Membrane but Absence of Clusters Containing Detergent-Resistant Proteins. PLoS Genet. 12,
e1006116.

Eskelinen, E.L., Schmidt, C.K., Neu, S., Willenborg, M., Fuertes, G., Salvador, N., Tanaka, Y., Lullmann-
Rauch, R., Hartmann, D., and Heeren, J. (2004). Disturbed cholesterol traffic but normal proteolytic function
in LAMP-1/LAMP-2 double-deficient fibroblasts. Mol. Biol. Cell 15, 3132-3145.

Fan, W.L., Guo, J., Gao, B.C., Zhang, W.B., Ling, L.C., Xu, T., Pan, C.J., Li, L., Chen, S., Wang, H., et al.
(2019). Flotillin-mediated endocytosis and ALIX-syntenin-1-mediated exocytosis protect the cell membrane
from damage caused by necroptosis. Sci. Signal. 12, 10.

Fasci, D., van Ingen, H., Scheltema, R.A., Heck, A.J. (2018). Histone interaction landscapes visualized by
crosslinking mass spectrometry in intact cell nuclei. Mol. Cell. Proteomics 17.

Ferrari, AJ.R., Clasen, M.A,, Kurt, L., Carvalho, P.C., Gozzo, F.C., Martinez, L., and Valencia, A. (2019).
TopoLink: Evaluation of structural models using chemical crosslinking distance constraints. Bioinformatics
35, 3169-3170.

Fraldi, A., Klein, A.D., Medina, D.L., and Settembre, C. (2016). Brain Disorders Due to Lysosomal
Dysfunction. Annu. Rev. Neurosci. 39, 277-295.

Frick, M., Bright, N.A., Riento, K., Bray, A., Merrified, C., and Nichols, B.J. (2007). Coassembly of Flotillins
Induces Formation of Membrane Microdomains, Membrane Curvature, and Vesicle Budding. Curr. Biol. 17,
1151-1156.

Garg, S., Sharma, M., Ung, C., Tuli, A., Barral, D.C., Hava, D.L., Veerapen, N., Besra, G.S., Hacohen, N.,
and Brenner, M.B. (2011). Lysosomal trafficking, antigen presentation, and microbial killing are controlled
by the Arf-like GTPase Arl8b. Immunity 35, 182-193.

Ge, L., Qi, W., Wang, L.J., Miao, H.H., Qu, Y.X., Li, B.L., and Song, B.L. (2011). Flotillins play an essential
role in Niemann-Pick C1-like 1-mediated cholesterol uptake. Proc. Natl. Acad. Sci. U.S.A 108, 551-556.

Glebov, O.0., Bright, N.A., and Nichols, B.J. (2006). Flotillin-1 defines a clathrin-independent endocytic
pathway in mammalian cells. Nat. Cell Biol. 8, 46-54.

Go, C.D., Knight, J.D.R., Rajasekharan, A., Rathod, B., Hesketh, G.G., Abe, K.T., Youn, J.Y., Samavarchi-
Tehrani, P., Zhang, H., Zhu, L.Y., et al. (2021). A proximity-dependent biotinylation map of a human cell.
Nature 595, 120-124.

Gorbea, C., Pratt, G., Ustrell, V., Bell, R., Sahasrabudhe, S., Hughes, R.E., and Rechsteiner, M. (2010). A
protein interaction network for Ecm29 links the 26 S proteasome to molecular motors and endosomal
components. J. Biol. Chem. 285, 31616-31633.

Grainger, S., Nguyen, N., Richter, J., Setayesh, J., Lonquich, B., Oon, C.H., Wozniak, J.M., Barahona, R.,
Kamei, C.N., Houston, J., et al. (2019). EGFR is required for Wnt9a-Fzd9b signalling specificity in
haematopoietic stem cells. Nat. Cell Biol. 27, 721-730.

Grigoryan, G., and Keating, A.E. (2008). Structural specificity in coiled-coil interactions. Curr. Opin. Struct.
Biol. 18, 477-483.

Haenig, C., Atias, N., Taylor, A.K., Mazza, A., Schaefer, M.H., Russ, J., Riechers, S.P., Jain, S., Coughlin,
M., Fontaine, J.F., et al. (2020). Interactome Mapping Provides a Network of Neurodegenerative Disease
Proteins and Uncovers Widespread Protein Aggregation in Affected Brains. Cell Rep. 32, 108050.

Hao, F., Kondo, K., Itoh, T., Ikari, S., Nada, S., Okada, M., and Noda, T. (2018). Rheb localized on the Golgi
membrane activates lysosome-localized mTORC1 at the Golgi-lysosome contact site. J. Cell Sci. 131.



Hermle, T., Saltukoglu, D., Grinewald, J., Walz, G., and Simons, M. (2010). Regulation of Frizzled-
Dependent Planar Polarity Signaling by a V-ATPase Subunit. Curr. Biol. 20, 1269-1276.

Hornbeck, P.V., Zhang, B., Murray, B., Kornhauser, J.M., Latham, V., and Skrzypek, E. (2015).
PhosphoSitePlus, 2014: mutations, PTMs and recalibrations. Nucleic Acids Res. 43, D512-D520.

Hung, A.Y., and Sheng, M. (2002). PDZ domains: structural modules for protein complex assembly. J. Biol.
Chem. 277, 5699-5702.

Itzhak, D.N., Davies, C., Tyanova, S., Mishra, A., Williamson, J., Antrobus, R., Cox, J., Weekes, M.P., and
Borner, G.H.H. (2017). A Mass Spectrometry-Based Approach for Mapping Protein Subcellular Localization
Reveals the Spatial Proteome of Mouse Primary Neurons. Cell Rep. 20, 2706-2718.

Itzhak, D.N., Tyanova, S., Cox, J., and Borner, G.H. (2016). Global, quantitative and dynamic mapping of
protein subcellular localization. eLife 5, e16950.

Jones, D.T. (1999). Protein secondary structure prediction based on position-specific scoring matrices. J.
Mol. Biol. 292, 195-202.

Jumper, J., Evans, R., Pritzel, A., Green, T., Figurnov, M., Ronneberger, O., Tunyasuvunakool, K., Bates,
R., Zidek, A., Potapenko, A., et al. (2021). Highly accurate protein structure prediction with AlphaFold.
Nature 596, 583-589.

Kao, A., Chiu, C.L., Vellucci, D., Yang, Y., Patel, V.R., Guan, S., Randall, A., Baldi, P., Rychnovsky, S.D.,
and Huang, L. (2011). Development of a novel cross-linking strategy for fast and accurate identification of
cross-linked peptides of protein complexes. Mol. Cell. Proteomics 70.

Karasawa, T., Yokokura, H., Kitajewski, J., and Lombroso, P.J. (2002). Frizzled-9 is activated by Wnt-2 and
functions in Wnt/beta -catenin signaling. J. Biol. Chem. 277, 37479-37486.

Kastritis, P.L., O'Reilly, F.J., Bock, T., Li, Y., Rogon, M.Z., Buczak, K., Romanov, N., Betts, M.J., Bui, K.H.,
Hagen, W.J., et al. (2017). Capturing protein communities by structural proteomics in a thermophilic
eukaryote. Mol. Syst. Biol. 13, 936.

Kaushik, S., Massey, A.C., and Cuervo, A.M. (2006). Lysosome membrane lipid microdomains: novel
regulators of chaperone-mediated autophagy. EMBO J. 25, 3921-3933.

Kim, D.l., and Roux, K.J. (2016). Filling the Void: Proximity-Based Labeling of Proteins in Living Cells.
Trends Cell Biol. 26, 804—-817.

Klykov, O., Steigenberger, B., Pektas, S., Fasci, D., Heck, A.J.R., and Scheltema, R.A. (2018). Efficient and
robust proteome-wide approaches for cross-linking mass spectrometry. Nat. Protoc. 13, 2964-2990.

Kokubo, H., Helms, J.B., Ohno-lwashita, Y., Shimada, Y., Horikoshi, Y., and Yamaguchi, H. (2003).
Ultrastructural localization of flotillin-1 to cholesterol-rich membrane microdomains, rafts, in rat brain tissue.
Brain Res. 965, 83-90.

Krivov, G.G., Shapovalov, M.V., and Dunbrack, R.L. (2009). Improved prediction of protein side-chain
conformations with SCWRL4. Proteins: Struct., Funct., Bioinf. 77, 778—795.

Kwiatkowska, K., Matveichuk, O. V., Fronk, J., Ciesielska, A. (2020). Flotillins: At the Intersection of Protein
S-Palmitoylation and Lipid-Mediated Signaling. Int. J. Mol. Sci. 21, 2283.

Laemmli, U.K. (1970). Cleavage of structural proteins during the assembly of the head of bacteriophage T4.
Nature 227, 680-685.

Langenhan, T., Piao, X., and Monk, K.R. (2016). Adhesion G protein-coupled receptors in nervous system
development and disease. Nat. Rev. Neurosci. 17, 550-561.

Levin-Konigsberg, R., Montafio-Rendén, F., Keren-Kaplan, T., Li, R., Ego, B., Mylvaganam, S., DiCiccio,
J.E., Trimble, W.S., Bassik, M.C., Bonifacino, J.S., et al. (2019). Phagolysosome resolution requires
contacts with the endoplasmic reticulum and phosphatidylinositol-4-phosphate signalling. Nat. Cell Biol. 27,
1234-1247.



Liao, Y.C., Fernandopulle, M.S., Wang, G., Choi, H., Hao, L., Drerup, C.M., Patel, R., Qamar, S., Nixon-
Abell, J., Shen, Y., et al. (2019). RNA Granules Hitchhike on Lysosomes for Long-Distance Transport, Using
Annexin A11 as a Molecular Tether. Cell 179, 147-164.

Liu, F., Lossl, P., Scheltema, R., Viner, R., and Heck, A.J.R. (2017). Optimized fragmentation schemes and
data analysis strategies for proteome-wide cross-link identification. Nat. Commun. 8, 1-8.

Liu, F., Rijkers, D.T.S., Post, H., and Heck, A.J.R. (2015). Proteome-wide profiling of protein assemblies by
cross-linking mass spectrometry. Nat. Methods 72, 1179-1184.

Liu, G.Y., and Sabatini, D.M. (2020). mTOR at the nexus of nutrition, growth, ageing and disease. Nat. Rev.
Mol. Cell Biol. 21, 183-203.

Lyly, A., Schantz, C.v., Salonen, T., Kopra, O., Saarela, J., Jauhiainen, M., Kyttala, A., and Jalanko, A.
(2007). Glycosylation, transport, and complex formation of palmitoyl protein thioesterase 1 (PPT1)--distinct
characteristics in neurons. BMC cell biology 8, 22.

Maxson, M.E., and Grinstein, S. (2014). The vacuolar-type H*-ATPase at a glance - more than a proton
pump. Journal of cell science 127, 4987-4993.

Meister, M., and Tikkanen, R. (2014). Endocytic trafficking of membrane-bound cargo: a flotillin point of
view. Membranes 4, 356-371.

Mirdita, M., Ovchinnikov, S., and Steinegger, M. (2021). ColabFold - Making protein folding accessible to
all. bioRxiv.

Mller, T., and Winter, D. (2017). Systematic Evaluation of Protein Reduction and Alkylation Reveals
Massive Unspecific Side Effects by lodine-containing Reagents. Mol. Cell. Proteomics 16, 1173-1187.

Muthukottiappan, P., and Winter, D. (2021). A proteomic view on lysosomes. Mol Omics.

Neumann-Giesen, C., Falkenbach, B., Beicht, P., Claasen, S., Luers, G., Stuermer, C.A., Herzog, V., and
Tikkanen, R. (2004). Membrane and raft association of reggie-1/flotillin-2: role of myristoylation,
palmitoylation and oligomerization and induction of filopodia by overexpression. Biochem. J. 378, 509-518.

Niedzialkowska, E., Gasiorowska, O., Handing, K.B., Majorek, K.A., Porebski, P.J., Shabalin, I.G.,
Zasadzinska, E., Cymborowski, M., and Minor, W. (2016). Protein purification and crystallization artifacts:
The tale usually not told. Protein Sci. 25, 720-733.

O'Reilly, F.J., and Rappsilber, J. (2018). Cross-linking mass spectrometry: Methods and applications in
structural, molecular and systems biology. Nat. Struct. Mol. Biol. 25, 1000-1008.

O'Reilly, F.J., Xue, L., Graziadei, A., Sinn, L., Lenz, S., Tegunov, D., Blétz, C., Singh, N., Hagen, W.J.H.,
Cramer, P., et al. (2020). In-cell architecture of an actively transcribing-translating expressome. Science
369, 554-557.

Pawlinski, L., Polus, A., Katuzna, M., Sordyl, M., Tobor-Swietek, E., Krawczyk, M., Bednarek, M., Solnica,
B., Ruchata, M., and Kie¢-Wilk, B. (2021). Gene expression with corresponding pathways analysis in
Gaucher disease. Exp. Mol. Pathol. 123, 104679.

Platt, F.M., d’Azzo, Al., Davidson, B.L., Neufeld, E.F., Tifft, C.J. (2018). Lysosomal storage diseases. Nat.
Rev. Dis. Primers 4, 1-25.

Rappsilber, J., Mann, M., and Ishihama, Y. (2007). Protocol for micro-purification, enrichment, pre-
fractionation and storage of peptides for proteomics using StageTips. Nat. Protoc. 2, 1896—1906.

Reddy, A., Caler, E.V., and Andrews, N.W. (2001). Plasma membrane repair is mediated by Ca(2+)-
regulated exocytosis of lysosomes. Cell 106, 157-169.

Riento, K., Frick, M., Schafer, 1., and Nichols, B.J. (2009). Endocytosis of flotillin-1 and flotillin-2 is regulated
by Fyn kinase. J .Cell Sci. 122, 912-918.

Rivera-Milla, E., Stuermer, C.A.O., and Malaga-Trillo, E. (2006). Ancient origin of reggie (flotillin), reggie-
like, and other lipid-raft proteins: Convergent evolution of the SPFH domain. Cell. Mol. Life Sci. 63, 343—
357.



Ruiz-Velasco, V., lkeda, S.R., and Puhl, H.L. (2002). Cloning, tissue distribution, and functional expression
of the human G protein $4-subunit. Physiol. Genomics 8, 41-50.

Schroder, B., Wrocklage, C., Pan, C., Jager, R., Kosters, B., Schafer, H., Elsasser, H.P., Mann, M., and
Hasilik, A. (2007). Integral and associated lysosomal membrane proteins. Traffic 8, 1676-1686.

Schwanhausser, B., Busse, D., Li, N., Dittmar, G., Schuchhardt, J., Wolf, J., Chen, W., and Selbach, M.
(2011). Global quantification of mammalian gene expression control. Nature 473, 337-342.

Schweppe, D.K., Chavez, J.D., Lee, C.F., Caudal, A., Kruse, S.E., Stuppard, R., Marcinek, D.J., Shadel,
G.S., Tian, R., and Bruce, J.E. (2017). Mitochondrial protein interactome elucidated by chemical cross-
linking mass spectrometry. Proc. Natl. Acad. Sci. U.S.A. 114, 1732-1737.

Shin, H.R., and Zoncu, R. (2020). The Lysosome at the Intersection of Cellular Growth and Destruction.
Dev. Cell 54, 226-238.

Singh, J., Kaade, E., Muntel, J., Bruderer, R., Reiter, L., Thelen, M., and Winter, D. (2020). Systematic
Comparison of Strategies for the Enrichment of Lysosomes by Data Independent Acquisition. J. Proteome
Res. 19, 371-381.

Singh, J., Ponnaiyan, S., Gieselmann, V., and Winter, D. (2021). Generation of Antibodies Targeting
Cleavable Cross-Linkers. Anal. Chem. 93, 3762-3769.

Skowyra, M.L., Schlesinger, P.H., Naismith, T.V., and Hanson, P.l. (2018). Triggered recruitment of ESCRT
machinery promotes endolysosomal repair. Science 360.

Solis, G.P., Hoegg, M., Munderloh, C., Schrock, Y., Malaga-Trillo, E., Rivera-Milla, E., and Stuermer, C.A.O.
(2007). Reggiefflotillin proteins are organized into stable tetramers in membrane microdomains. Biochem.
J. 403, 313-322.

Soong, B.W., Huang, Y.H., Tsai, P.C., Huang, C.C., Pan, H.C., Lu, Y.C., Chien, H.J,, Liu, T.T., Chang, M.H.,
Lin, K.P., et al. (2013). Exome Sequencing Identifies GNB4 Mutations as a Cause of Dominant Intermediate
Charcot-Marie-Tooth Disease. Am. J. Hum. Genet. 92, 422-430.

Stieger, C.E., Doppler, P., Mechtler, K. (2019). Optimized Fragmentation Improves the Identification of
Peptides Cross-Linked by MS-Cleavable Reagents. J. Proteome. Res. 718, 1363-1370.

Stuermer, C.A.O., Lang, D.M., Kirsch, F., Wiechers, M., Deininger, S.O., Plattner, H., and Krieger, M. (2001).
Glycosylphosphatidyl Inositol-anchored Proteins and fyn Kinase Assemble in Noncaveolar Plasma
Membrane Microdomains Defined by Reggie-1 and -2. Mol. Biol. Cell 12, 3031-3045.

Su, M.Y., Morris, K.L., Kim, D.J., Fu, Y., Lawrence, R., Stjepanovic, G., Zoncu, R., and Hurley, J.H. (2017).
Hybrid Structure of the RagA/C-Ragulator mTORC1 Activation Complex. Mol. Cell 68, 835-846.e833.

Sugawara, Y., Nishii, H., Takahashi, T., Yamauchi, J., Mizuno, N., Tago, K., and Itoh, H. (2007). The lipid
raft proteins flotillins/reggies interact with Galphaqg and are involved in Gg-mediated p38 mitogen-activated
protein kinase activation through tyrosine kinase. Cell. Signalling 79, 1301-1308.

Szklarczyk, D., Gable, A.L., Lyon, D., Junge, A., Wyder, S., Huerta-Cepas, J., Simonovic, M., Doncheva,
N.T., Morris, J.H., and Bork, P. (2019). STRING v11: protein—protein association networks with increased
coverage, supporting functional discovery in genome-wide experimental datasets. Nucleic Acids Res. 47,
D607-D613.

Tanaka, H., Kato, K., Yamashita, E., Sumizawa, T., Zhou, Y., Yao, M., lvasaki, K., Yoshimura, M., Tsukihara,
T (2009). The structure of rat liver vault at 3.5 angstrom resolution. Science 323, 384-388.

Thelen, M., Winter, D., Braulke, T., and Gieselmann, V. (2017). SILAC-Based Comparative Proteomic
Analysis of Lysosomes from Mammalian Cells Using LC-MS/MS. Methods Mol. Biol. 1594, 1-18.

Valm, A.M., Cohen, S., Legant, W.R., Melunis, J., Hershberg, U., Wait, E., Cohen, A.R., Davidson, M.W.,
Betzig, E., and Lippincott-Schwartz, J. (2017). Applying systems-level spectral imaging and analysis to
reveal the organelle interactome. Nature 546, 162-167.



Van Zundert, G.C.P., Rodrigues, J.P.G.L.M., Trellet, M., Schmitz, C., Kastritis, P.L., Karaca, E., Melquiond,
A.S.J., van Dijk, M., Vries, S.J.d., and Bonvin, A.M.J.J. (2016). The HADDOCK2.2 Web Server: User-
Friendly Integrative Modeling of Biomolecular Complexes. J. Mol. Biol. 428, 720-725.

Wang, L., Wu, D., Robinson, C.V., Wu, H., Fu, T.M. (2020). Structures of a Complete Human V-ATPase
Reveal Mechanisms of Its Assembly. Mol. Cell 80, 501-511.

Waterhouse, A., Bertoni, M., Bienert, S., Studer, G., Tauriello, G., Gumienny, R., Heer, F.T., De Beer,
T.A.P., Rempfer, C., Bordoli, L., et al. (2018). SWISS-MODEL: Homology modelling of protein structures
and complexes. Nucleic Acids Res. 46, W296—-W303.

Wendeler, M., Sandhoff, K. (2009). Hexosaminidase assays. Glycoconjugate J. 26, 945-952.

Wickham, H., Averick, M., Bryan, J., Chang, W., McGowan, L.D.A., Francgois, R., Grolemund, G., Hayes,
A., Henry, L., Hester, J., Miller, E., Bache, S., Ooms, J., Robinson, D., Seidel, D. Spinu, V., Takahashi, K.,
Wilke, C., Woo, K.,Yutani, H. (2019). Welcome to the Tidyverse. J. Open Source Softw. 4, 1686.

Wong, Y.C., Ysselstein, D., Krainc, D. (2018). Mitochondria-lysosome contacts regulate mitochondrial
fission via RAB7 GTP hydrolysis. Nature 554, 382-386.

Woolfson, D.N., Bartlett, G.J., Bruning, M., and Thomson, A.R. (2012). New currency for old rope: from
coiled-coil assemblies to a-helical barrels. Curr. Opin. Struct. Biol. 22, 432-441.

Yu, C., and Huang, L. (2018). Cross-Linking Mass Spectrometry: An Emerging Technology for Interactomics
and Structural Biology. Anal. Chem. 90, 144-165.

Zhang, T., Wang, R., Wang, Z., Wang, X., Wang, F., and Ding, J. (2017). Structural basis for Ragulator
functioning as a scaffold in membrane-anchoring of Rag GTPases and mTORC1. Nat. Commun. 8, 1394.

Zimmermann, L., Stephens, A., Nam, S.Z., Rau, D., Kibler, J., Lozajic, M., Gabler, F., Séding, J., Lupas,
A.N., and Alva, V. (2018). A Completely Reimplemented MPI Bioinformatics Toolkit with a New HHpred
Server at its Core. J. Mol. Biol. 430, 2237—2243.



