R2 a-helix 3 R3 a-helix 3 LOGO Group | LOGO Group Il
1...5....10....15 1...5....10....15 1 23 456 7 8
SAt85 [GKsSCRLRW[rNYLRPD | TDNE | KN TH | KKK - — —- - —
S$16 [cksSCcRLRW|LNYLRPG | TDNE | KN S==LKK}-= S - o~ —
SAt103 [GKSCRLRW|I NYLRPD |, TDNEVKNEWNS:: | KKK - T — - T GG —
SAt46 |[GKSCRLRW|I NYLLRPD | TDNE | KN ST KKR = - W ! B o
S$13 |[cKsSCRLRW|I NYLRPD ! TDNE | KN Sco KKK T S -— T
A A 4
? 0.06 T T
1
:I 0.03
i 0.04
1 ]
\ 0.03 J !
0.014 ] ]
0.017
B - .
R2 a-helix 3 R3 a-helix 3 LOGO Group | LOGO Group Il
1...5....10....15 1...5....10....15 1 23 456 7 8
>>>>>>>>>>> s11 kkscrLkwlrnvlrep | Thne Tk winTH 1T =< T - T —
******* S10 [ckscRLRWENYLRPD | TPNE | KN TH-RKK — = e T = =W ==
----------- S24 [GKSCRLRW[INYLRPD | TPNE | KN THLKKK ' T N
Ao13 4 4 4 4
1 1
0.17 P
10.14 ;
0.02 ]
C
R2 a-helix 3 R3 a-helix 3 LOGO Group | LOGO Group I
1...5....10....15 1...5....10....15 1 23 456 7 8
GKSCRLURW NYILRPD | TDNE I KNy WNTH 1< e =TT — | GO T TG E T
GKSCRLRW|I NYLLR=D | TIDNE | KN|y WNSHLS e —GTTTT !
GKSCRLRWMNYL=PN ! TDN=VKNYWNTHL=! — ST —— e T —~
GKSCRLRWkNYLRP= | TIDNE | KNl=WN-=:<LR T - GCOCT T T T
RKSCRLRWLNYLKPS | TANDVKNYWNTHLS T —, - T —
4 4
013 4 4 }
\ 0.09 I
0.04 /
0.11
\0.13

Figure S4. Relationship between interface protein residues and positions of the corresponding
R2R3-MYB target elements as calculated for three (A, B, C) clusters of neighbor subgroups as seen
in Figure 5. Arrows connect bases to residues displaying maximum mutual information (in bits) calculated
between columns of multiply aligned recognition helices and columns of aligned cis-elements. Dashed lines
mark residues that are not directly contacting DNA but affect helix packing.



