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Figure 1

loop 1 2
P ‘ _OOU z\Xmm NH,
library 5x5 AfllxxxxxBlx xxxx[&] A - phage pIII H ﬁ\
) ‘ _ - n=356
library 3x3 A Aflx x x[ellx x X[[ell A - phage pIII ;
N, -Xaa
. , aas
library 3x3 B x[Elx x x el x x X [&] X - phage pIII ,wﬂ NHa
0
clone: amino acid sequence: clone: amino acid sequence: clone: amino acid sequence:

1234586789 101112131415 1234567829101 1 234586789%1W00

PK100 AlEa R A PK117 A A PK125 s R B4
PK101 AIER R A PK118 A A PK126 K 1V D
PK102 AR R A PK119 A A PK127 R R I
PK103 ACA T A PK120 A A PK128 D R B3
PK104 AC A R G PK121 A PK129 e} ® Y
PK105 AlC S i A PK122 A A PK130 M VN
PK106 ACR R A PK123 Al A PK131 s R B
PK107 ACT R A PK124 A A PK132 v R B
PK108 ACT R A PK133 v R
PK109 AL S YR A PK134 K R B
PK110 ACN Y A PK135 v R - f¢
PK111 AC G Y A PK136 R R B3
PK112 ACT Y ] A PK137 R R K
PK113 AlC A 51 A PK138 L R KB
PK114 AEG Q A PK139 G R K¢
PK115 ACG N A PK140 R G L
PK116 ACF H A PK141 D R K
, PK142 T e A

PK143 0 4T L
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Figure 2
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Figure 3

Hit sequence from selections

cl |}

Sequential individual AA variation

Screen and sequence Selections

- combine best variants




4/12

Figure 4
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Figure 5
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Figure 6
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Figure 8
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Figure 9
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Figure 10
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Figure 11
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Figure 12
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Figure 14
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Figure 15
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Figure 16
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