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1 #04 21/46 CTGCTCCGCAGTCTGTGGTGGGACPGGGCTDATGTADGGGATCTGACAAGCGGAGTAG
2 #31 25/20 TGATTAGCTGAGACCTGATGCTGTGNCTGGGTGGGGDCCTTAGCGTTTGGDCATCGGCTGAAGG
3 #08 11/14 AGACCTGATGCTGGGGCGNGGGGTGGGAPTGTGTGGGCDCGGGGGDCCTGATAAGACAAGCGGA
4 #19 30/12 ATGCTAGATACGCAGCPTTAGTCAADGGAATTGCGDGTATAAGGGTT

Family  Sub-library Population (%)                                                      Sequence
(7R/8R) P, D, N: Possible Px, Ds, Px/Ds positions, respectively
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CACGCCGTCATDDTTGTTDTTTTGATCCTTGNAGTGGGGACGT

1    #36 27.28 ATTCTCACGCCGTCATAATTGTTDTTTTGATCCTTGDAGTGGGGACGTGACAAGC
2    #22/#33  22.19 ATTCTCACGTAANGGTATNGGATTTGCGDGGGGNAGGGTTNCCAACGTGACAAGC
3    #37 11.72 ATTCTCACGCAAGACCTCTCGGGAGAGTDTACGAAGTTGTADTTGCGTGACAAGC
4    #02/#31   9.42 ATTCTCACGTCGCGGAAADGGTATNGTACGNCGTTGGTTTCCCGGCGTGACAAGC
5 #42 7.20 ATTCTCACGAGATDGCTAACGACGGGGCTTTAGGCDAATTTACCTCGTGACAAGC

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

3 4 51

- + - + - + - + - +50 nM hIFNγ (HEK)

25 nM DNA isolate 2

DNA−hIFNγ
DNA

A

B

C

58

50 3756/57

5838/39 45

38/39 45

Digestion -+ -+

FAM-
strand

TET-
strand

26

35

45

55

65
75

58

37

50

56/57

D

FAM
TET

Ds Ds/PxDs
Px Px/DsPx

SEQ
ID NO:

93
94
95
96
97



Fig. 10

10/27

A

50 nM hIFNγ

25 nM DNA

- + - + - + - + - + - +

01a 01b 01c 01d 01e
50 nM hIFNγ (HEK)

25 nM DNA isolate

DNA−hIFNγ

XL2-Lib.
DNA (54-mer)

XL2-Lib.
R7

01a

− E H

B

Native
PAGE

3M Urea
PAGE

DNA−hIFNγ

DNA

DNA−hIFNγ

DNA

01h

− E H

01j

− E H

01k

− E H

01l

− E H

01i

− E H

E: recombinant non-glycosylated
hIFNγ, expressed in E. coli

H: recombinant glycosylated hIFNγ,
expressed in HEK293 cells



Fig. 11

11/27

IFNγ (nM / well)

Detector (100 nM)

Tris Buffer
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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

− + − + − + − + − + − + − + − + − + − +250 nM CRP
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Family  Sub-library     Population (%)                                                      Sequence
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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
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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

A
Family   Sub-lib.   Population (%)                                                                 Sequence

(5R) P, D, N: Possible Px, Ds, Px/Ds positions, respectively

B
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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

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

SEQ
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