Figure 1.

A.
DGKg ———— C1 — C1 — ¢t ——IRAGHanMl—  Catalyticdomain ~ —
1 61-108 122-169 186-234 297-492 590-893
B C.
9 1011 12 25 + DGKO no Activator
500 1500 f
12301 K %’ 20 = DGKB® + 50 ng Syt-1
3 4 £ + DGKS + 500 ng Syt-1
" I T -~REbhh o o R
E ~ DGKo 1000 5 g
5 g% Bio-Rad E § S0 E 10
S8 7 mwsTD ; g < .
§§zm E § : (2]
§ i =33 0
S : -= 2 & NN
2 10 & ﬁo :ﬁ' o
1= AR ey B | °v." @o ‘P°(~
0 1077 20 *gs *9 o
Retention volume (ml) 00 00 o(’*.

Yigure 1. A. Structure basis of the DGK 0. B. Gel filtration profile and SDS-PAGE of DGK 6. C. Kinase activity assays of DGK
0 with and without neuronal activator.
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‘igure 2. cryoEM data processing of DGKB. A. Representative 2D class average. B. 3D reconstruction of DGKB compared to
ilphafold prediction. C. View direction distribution D. 3DFSC of DGKO



