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Fig. 6

A

Family Sub-library Population (%)

Sequence

(7TR/BR) P, D, N: Possible Px, Ds, Px/Ds positions, respectively
1 #04 21/746 CTGCTCCGCAGTCTGTGGTGGGACPGGGCTDATGTADGGGATCTGACAAGCGGAGTAG
2 #31 25/20 TGATTAGCTGAGACCTGATGCTGTGNCTGGGTGGGGDCCTTAGCGTTTGGDCATCGGCTGAAGG
3 #08 11/14 AGACCTGATGCTGGGGCGNGGGGTGGGAPTGTGTGGGCDCGGGGGDCCTGATAAGACAAGCGGA
4 #19 30712 ATGCTAGATACGCAGCPTTAGTCAADGGAATTGCGDGTATAAGGGTT
FAM- TET- C

Digestion treatment
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26

strand strand
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SEQ
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Fig. 8

Bio- Bio-
S50NMDNA  APDS-IFNY ) mcen APIFNY-1  APUFNY-3 e o
S0nMhIFNy - 4 - E H - E H - E H - E H
DNA—hIFNvE — — — s —

DNA |:

Native-PAGE

DNA-hIFNy [

DNA I:

3M Urea-PAGE
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Fig. 9 A

C

Family Sub-library Population (%) Sequence

P, D, N: Possible Px, Ds, Px/Ds positions, respectively

as~wNBE

#36 27.28 ATTCTCACGCCGTCATAATTGTTDTTTTGATCCTTGDAGTGGGGACGTGACAAGC
#22/#33 22.19 ATTCTCACGTAANGGTATNGGATTTGCGDGGGGNAGGGTTNCCAACGTGACAAGC
#37 11.72 ATTCTCACGCAAGACCTCTCGGGAGAGTDTACGAAGTTGTADTTGCGTGACAAGC
#02/#31 9.42 ATTCTCACGTCGCGGAAADGGTATNGTACGNCGTTGGTTTCCCGGCGTGACAAGC
H#H42 7.20 ATTCTCACGAGATDGCTAACGACGGGGCTTTAGGCDAATTTACCTCGTGACAAGC

25 nM DNA isolate

50 nM hIFNy (HEK)
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Fig. 10
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Fig. 12

Family Sub-library  Population (%) Sequence
(5R) P, D: Possible Px, Ds positions, respectively
1 #21 51.3 TGCTTGCGGCTTCDGCCATGACCCDTTTCAGCCGGCPTGGTCATGTGACAAGCGGAGTAG
2 #24 12.0  AGCTGAGACCTGATGCTGCGAACCDTTTCAGCCGGCDTGTTCGAGCAGCPCTTCCAAGGG
3 #02 9.7  TGCTACTCCATAGATAACDCTACCDTTTCAGCCGGCPTGTATGTTAGACAAGCGGAGTAG
4 #02 6.5  TGCTTACGGACCAATTGGDTGGCCDTT CAGCCGGCPTGCCACCAACGACAAGCGGAGTA
5 #24 3.6 ATGCTATACGTTDGCCACTGGGCCDTTTCAGCCGGCPTGCCCAGGTGGACAAGCGGAGTA
6 #22 3.3 CTGATGCTTGGGCATPGGAGCACCDTT CAGCCGGCDTGTGCPGCCGCCGTGACAAGCGG
B AptCRP
50 nM DNA RS library 01 02 03 04 05 06 07 08 09
250nMCRP - 4+ — + — 4+ - 4+ - + - + - 4+ - + - + - +
— .
- ————————
Shifted band (%) 23.3 25.7 21.5 15.2 14.7 12.3

SEQ
ID NO:

98
99
100
101
102
103
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Fig. 13

Family Sub-library Population (%) Sequence

(5R) P, D: Possible Px, Ds positions, respectively
XL1-01 #35 4.15 CCTGATGCTCACGCAGCATGGAACCTTTADTGGCTAGGGGTGGGDGGAGGTGACAAGCGG
XL1-02 #15 3.13 TGCTGATCCCGCCGCGCAGATTADTGGTTTGADATAGGGTGGTTAGGACAAGCG
XL1-03 #04/#15 2.98 TGCTTTCGGCCTATGPAGCGCGCNAGGGTGGGDTCTTGNTGGTTGGGACAAGCGT
XL1-04 #10 2.45 CTGGTTGCGTGAAGTTDGGGTGGGDATGTGATGGGPGGTAGATAGACAAGCGG
XL1-05 #39 2.41 TGCTTATCTTACAAGCGCGGATCTTADTGGTTGGGGTGGDTTTGGGGACAAGCG
XL1-06 #05 1.71 GCTGAGACCTGATGCTCGGAAGGADGGTGGGDTCTGGGTTGGGPGGPGCGTAGATCAGGACAAGC
XL2-01 #20 17.97 CTCCTATTCTCACGAGGCAGGGTTGGGAGGGTAAGGADGGTGGGTGDCCTCGTGACAAGCGGAG
XL2-02 #03 14_.00 CTCCTATTCTCACGGCAAACGCACTTTADTGGTGDGGGTGGGCTPGTCTTCGTGACAAGCGGAG
XL2-03 #03 5.01 CTCCTATTCTCACGTAGCDGGTCCGGGTTADTGGGPGGGTGGCTTGGGGCCGTGACAAGCGGAG
XL2-04 #02 4.90 CTCCTATTCTCACGCGCTGTGGTDGTTTTDTTGGGGGGGTGGTTAAGGCGCGTGACAAGCGGAG
XL2-05 #01 4.22 CTCCTATTCTCACGCTTTDACTTADTGGCTGGGTGGPCTGGGTAAAGACGCGTGACAAGCGGAA

SEQ
ID NO:

104
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109

110
111
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113
114
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Fig. 15
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Fig. 17

Family Sub-lib. Population (%) Sequence
(5R) P, D, N: Possible Px, Ds, Px/Ds positions, respectively
XL1-01 #37 57 .50 ATGCTCCGCGCCGTACACDAGTCCGCTAGACATGDCAGTPACGAGTGGACAAGCGGAGTAG
XL1-02 #13 22 .57 ATGCTTGGCTGADCTGACAAADCAGGGGPCCCCGTAAACTGTGTCACGACAAGCGGAGTAG
XL1-03 #24 5.98 ATGCTTGGTAGGDTACTACTCTAGDGGAGATPTGGGCCGGGTTTGTCGACAAGCGGAGTAG
XL2-01 #19/#40 78.95 TCTCCTATTCTCACGTGGGGTCNCCGATGNCCATNACCACAGGDACCACATCGTGACAAGCGGAGT
XL2-02 #46 12.34 TCTCCTATTCTCACGGGCGATDCANCAGGTGNCCACAATTNCCGGDATTTCCGTGACAAGCGGAGT
XL2-03 #04/#22 2.84 TCTCCTATTCTCACGGCCGCACCCNGCTCCTTCGDCAATCNCGGCCTCGGCCGTGACAAGCGGAGT
XL2-04 #25 2.34 TCTCCTATTCTCACGAAATTAANCTCAGCTAGAATTGDCCCCCDCAGNAATCGTGACAAGCGGAGT
XL2-05 #37 1.06 TCTCCTATTCTCACGCTCAAATGTTTCPCCGGGGDACCATCTACAGGDTAACGTGACAAGCGGAGT
B _ dgand Fitting RUmax |k on (1/Ms)| k o1 (1/8) | Kb (M)
(immobilized Aptamer)
. Grobal 2.30E+04| 3.46E-04 | 1.51E-08
Bio-IL6-101
Local 7.94E+06| 6.95E-03 | 8.75E-10
. Grobal 4.01E+05| 2.93E-04 | 7.31E-10
Plo-lLe-2010 Local | 6.61E+04| 1.13E-04 | 1.71E-09

SEQ
ID NO:

115
116
117

118
119
120
121
122
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Fig. 18

Family  Sub-library Population (%) Sequence
(5R) P, D, N: Possible Px, Ds, Px/Ds positions, respectively

XL1-01 #35 9.63 TGATGCTTGATTGCCCAAPCCGTTGGCDAGGCGGGCAATACCDGAATAAGACAA
XL1-02 #13/#22 9.35 GACCTGATGCTAACTCAANCCGGTGGCDAGGCGAGTTGNACATCTTCTATCAGG
XL1-03 #13 6.82 GACCTGATGCTCGACTAADCCGGTGGGDAGGCACGGAGAAGCATGGGTTTCTAG
XL1-04 #25 6.68 TGCTTGTGAAAGTGGGGCDCTCGCCGGAGGDAGTGGPAACGTTAAAGACAAGCG
XL1-05 #20 5.99 AAGGCTTACPGAGCTTAACCCAADCCGGTGGCDAGGCGGGGACAAGCGGAGTAG
XL2-01 #2/#35 9.66 CTATTCTCACGAGAGTGTGCDCCATANCACGGGNAGGTGACATATATCGTGACAAG
XL2-02 #2/#13/#20/#39/#45 6.38 GACTAACANATCGCNGGAGCAANCCGTTGGCNAGGCGTGACAAGCGGAGTAGTTAG
XL2-03 #38/#44 4.36 CACGCGCGDTTCATGGTGCCAANCCGGTGGCNAGGCGGCCCGTGACAAGCGGAGTA
XL2-04 #2/#5/#31/#46 4.25 CACGGCCTTGTCCDCCCGGNGGGGGNAGGGGTTANGGTTACGTGACAAGCGGAGTA
XL2-05 #9 3.83 TCACGCAGACGCCPCCCGGCGGGGGDAGGGGADTCGCTCGGCGTGACAAGCGGAGT

SEQ
ID NO:

123
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129
130
131
132
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Fig. 19
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Fig. 20
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Fig. 22

E: recombinant non-glycosylated hiIFNy, expressed in E. coli
H: recombinant glycosylated hIFNy, expressed in HEK293 cells
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Fig. 23

E: recombinant non-glycosylated hIFNy, expressed in E. coli
H: recombinant glycosylated hIFNy, expressed in HEK293 cells
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Fig. 25
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Fig. 26

E: recombinant non-glycosylated hIFNy, expressed in E. coli
H: recombinant glycosylated hIFNy, expressed in HEK293 cells
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Fig. 27
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