C1-L

Domain-2

Table 2. Amino acid differences between FVO, CAMP, 7G8, 3D7, HB3, DD2, M24,

and D10 strains

FVONCAMPI7GEN HB3 DD2 M24 3D7 D10 IEBEEigl He3 cAMP| M24 | FVO  7G8 DD2

34 K N K N N N N K 24 N K N N N K K N
36 D N D N D D 26 D D D N N D D D
39 H H H R R H R H 29 R H R H H H H R
48 P P S P P P P P 48 P P P P P P S P
E Q E E E Q E Q E Q E Q Q E E E

S s S S S S S P
K

or- oo X<

544 N
581 Q
584 H
588 T

3 544 K
E 581 E
H 584 D
N 589 N

Zom=x=x
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Q
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T

Zom=x
ZIm=x
0o =
—H0 o Z

N N
Q Q
D D
T T

High-impact AER residues of the C1-L and domain-2 clusters are boxed. Table on the
left shows residues that are similar to FVO in green. The amino acid number is shown on
the left. The shaded cells correspond to the sequence boundaries included in the AMA-1
constructs designed here. Yellow cells are domain 1, light blue are domain 2, and dark
blue are domain 3. Table on the right shows residues that are similar to 3D7 in red.
Strains FVO, 7G8, and CAMP belong to the “FVO inhibition group” (Fig. 7 and SI Fig.
15). Strains 3D7 and D10 belong to the “3D7 inhibition group” (1, 2). The AMA-1
sequences within members of the same inhibition group share similar residues in the C1-
L and domain 2 AER cluster; therefore, the AER mapped here can predict antigenic
escape.
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