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The C-terminal sequences of LAM StARkin domains
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LAM2 SD1 KKIg 1015-SDEDSNINSKHQASNNESEEEIINLPTIG-1043

LAM2SD2 _ KKII| 1222-SNASSTKKKSRRRGKTVNKRKSSPSTIK-1250
LAM4SD1 “GNIL| 927-TRSATKRKRSSKENTVTVSTLPKMEPSSH-955
LAMA4SD2 _RDII| 1135-SARAKSKKPVKKVMKSHDKHRPFHSK-1160
LAM6SD _EEFV] 569-EKYVELSKEKADTLKPLPSVTSFGS
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Fig. S1. Sequence alignments of yeast LAM SDs. (A) The sequences of the SDs of Lam2, Lam4, Lam5, and Lam6 from Saccharomyces cerevisiae were aligned.
(Top) The secondary structure elements for the Lam2 SD2. (Bottom) Sequences of the C-terminal extensions of the LAM SDs. (B) The sequence alignments of the
PH-like domains of Lam2, Lam4, Lam5, Lam6, and human GramD1c.
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Fig. S2. Structural comparison of the LAM SD with a Bet_v1 family protein and STARDA4. The ribbon structures of the Lam2 SD2 and PR10 of the Bet_v1 family
are shown side by side. The PR10 (PDB id: 1IFV) was found to be structurally similar with the rmsd of 2.7 A by DALI search in the Protein Data Bank. (Right)
Structural superposition with a sterol-transfer protein, STARD4 (PDB id: 1JSS), of the StART family.
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Fig. $3. The electron density maps. The 2F, — F. maps of the structures determined in this study are shown with the final models superimposed.
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