Table S1. Least-squares superposition of all independent protein chains in each of the

doubly cAMP-bound CAP crystal structures

wt | wt | wt | wt | V132A | VI32A | V132L | V132L | V140A | VI40A | VI40A | V140A | V140A | V140A | V140L | V140L [ H160L | H160L
AlB|lc|oD A B A B A B c D E E A B A B
wt | nja | 051|072 | 049 | 0.68 | 0.54 | 0.95 | 051 | 0.62 | 072 | 076 | 0.64 | 077 | 0.66 | 0.78 | 061 | 061 | 0.72
:x nja | 063 | 048 | 064 | 057 | 086 | 058 | 054 | 059 | 0.68 | 056 | 0.66 | 067 | 071 | 074 | 059 | 071
[ \E: nfa | 0.60 | 063 | 063 | 084 | 072 | 055 | 051 | 078 | 053 | 069 | 071 | 061 | 075 | 066 | 088 |
\:z nfa | 056 | 05& | 083 | 060 | 044 | 049 | 067 | 046 | 0.66 | 062 | 068 | 071 | 051 | 074
VII;ZA nfa | 053 | 092 | 068 | 058 | 055 | 071 | 061 | 065 | 070 | 060 | 082 | 072 | 092
'v1§2A nfa | 067 | 081 | 047 | 046 | 060 | 048 | 058 | 061 | 051 057 | 054 | 048 |
VngL n/a | 060 | 077 | 077 | 053 | 076 | 048 | 0.69 | 089 | 081 | 066 | 091
V132L nfa | 062 | 060 | 056 | 053 | 055 | 056 | 067 | 092 | 112 | 052
'VIEOA | nja | 031 | 065 | 024 | 063 | 060 | 064 | 065 | 054 | 078 |
v1':of\ njfa | 0.65 | 030 | 062 | 0.67 | 066 | 069 | 055 | 0.76
v1§o;\ nfa | 065 | 019 | 034 | 082 | 084 | 066 | 0.74
VI:OA nfa | 063 | 062 | 067 | 066 | 058 | 0.66
Vll:l)A nfa | 043 | 077 | 080 | 068 | 0.75
v15m\ nfa | 086 | 082 | 065 | 062
VISOL n/a | 054 | 066 | 092
'v1:0L | | | n/a | 075 | 0.66 |
mion. nja | 056
A

All structures were aligned with the flexible two-domain model (dimerization/cAMP-
binding domain and DNA-binding domain) using the RAPIDO web-server [76]. The
values in the table correspond to flexible root-mean square deviations (rmsd) over all
Ca-atoms in both domains. The capital letters refer to the independent chain in each
crystal structure. The rmsd's for different chains of the same crystal structure are similar
to the values between the different CAP variants. The numbers printed in italics

correspond to a pair of chains that are so similar that they are treated as one domain only.



