Supplementary Figure S1 Pin1 AKT-pS473
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Supplementary Figure S3
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Supplementary Table 1. Ser/Thr-Pro sites on human Aktl protein

Position
Ligand 3 3 . 0 H 42 43
Pinl PPlase substrate A A pST P F NH Np
. W F Y pSST P R L X
Pinl concensus
binding sites Y I R F 1
F F \%Y
MPM?2 concensus el il pS/T P L X X
binding sites F F L I
S/T P sites on Aktl
T2 P| H V E pT P E E R
S124P| R S G pS P S D N
T312P| F C G pT P E Y W
S422P| K K L pS P P F K
T450P| 1 i i | pT B P DY




Supplementary Table 2

T92 and T450-Pro (Aktl) motifs are conserved evolutionarily

T92-Pro

T450-Pro

splP317491 KRAC_HUMAN
trIQ9BWB6I Aktl-Mouse
splP47196l KRAC_RAT
trlO57513| Aktl-Gallus
trlQ98TY9I Aktl-Xenopus
splQ60823|AKT2_MOUSE
splP317511 AKT2_HUMAN
trlQ7ZX 15| Akt2-Xenopus
splP47197| AKT2_RAT
splQ9Y243| AKT3_HUMAN
splQOWUAG6I AKT3_MOUSE
triQ8UUXO0I Akt2-Zebrafish
splQ63484/AKT3_RAT
trlQ24293| AKT1-DROSOPHIA
trlQ17942| AKT1-C. elegans

HVE-T-PEEREE
HVE-T-PEEREE
HVE-T-PEEREE
HVE-T-PEEREE
HVD-S-PEEREE
HVD-S-PDEREE
HVD-S-PDEREE
HVD-T-PEEREE
HVD-S-PDEREE
HVD-T-PEEREE
HVD-T-PEEREE
HVD-S~-NSEREE
HVD-T-PEEREE
AVE-S-ELERHE
YAE~-S-AEVRQR

QMITI-T-PPDQ
QMITI-T-PPDQ
QMITI-T-PPDQ
QMITI-T-PPDQ
OMITI-T-PPDQ
OSITT=T=PPDR
QSITI-T-PPDR
QSITL-T-PPDR
QSITI-T-PPDR
OTITI=T=PPEK
TITI-T-PPEK
QTITV-T-PPDQ
TITI=-T=PPEK
ESVEL-T-PPDP
QPVQL-T-PPSR




