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Figure S1. Interaction between E564 and E542 of the NBD-HD1 region and R612 and R907 in

WDI1 of the inactive (closed) form of Apaf-1 ;. R612 shown in stick model; other residues as

ball-and-stick.
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Figure S2. Determination of apoptosome formation by live cell luminescence assay. Transfected

cells (equal numbers of cells per well) were incubated with a cell permeant luciferase substrate

and luminescence assessed. (N=3, mean + SD).
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Table S1. (A) The used primers for mutagenesis and (B) the converted codons.

Primers List

Forward. E41K Ap
Reverse. E41K Ap
Forward. K81G+D82R Ap
Reverse. K81G+D82R Ap
Forward. K160R AP*

Reverse. K160R Ap*

Primers Sequence
ACAATATCAGAAGAGAAAAAAGTAAGAAATGAGCCCAC
GTGGGCTCATTTCTTACTTTTTTCTCTTCTGATATTGT
CTACATGAAGGATATGGAAGGCTTGCTGCCCTTCTC
GAGAAGGGCAGCAAGCCTTCCATATCCTTCATGTAG
GAATGGCAGGCTGTGGGAGGTCTGTATTAGCTGCAG

CTGCAGCTAATACAGACCTCCCACAGCCTGCCATTC
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Forward. K192E.Ap
Reverse.K192E.Ap
Forward.D616A.Ap
Reverse.D616A.Ap
Forward D616K Ap

Reverse D616K Ap

GTTGGGAAACAAGACGAATCTGGGCTTCTGATG

CATCAGAAGCCCAGATTCGTCTTGTTTCCCAAC

GTCCGCCCCCACACAGCTGCTGTTTACCATGC

GCATGGTAAACAGCAGCTGTGTGGGGGCGGAC

GTCCGCCCCCACACAAAGGCTGTTTACCATGC

GCATGGTAAACAGCCTTTGTGTGGGGGCGGAC

*Previously designed for another study .

B. Mutation

E41K

K81G-D82R

K160R

KI192E

D616A

D616K

SI REFERENCES

Converted codon(s)

GAA to AAA

AAA-GAT to GGA-AGG
AAG to AGG

AAA to GAA

GAT to GCT

GAT to AAG
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