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Supplementary material

Figure captions
Fig S1. The standard curve plotting of Library. (a) Amplification curves of Library at 10 nM, 1 nM,
100 pM, 10 pM, 1 pM, 100 fM and 10 fM, respectively; (b) Linear fitting graph between Cq values

and logarithmic values of concentration for Library.

Fig S2. The predicted secondary structure for the 12 sequence with the highest enrichment degree
according to sequencing information. (M-Fold was executed with [Na*]=100 mM; [Mg?*]=2 mM;

The temperature is 25°C; AG (kcal/mol)).

Fig S3. Sequence alignment of the top 12 sequences with the highest enrichment rankings obtained

from sequencing.

Fig S4. TEM-EDS elemental mapping of PLL/BP: (A) TEM image; (B) P distribution; (C) C

distribution; (D) N distribution; (E) O distribution.
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Fig S1. The standard curve plotting of Library. (a) Amplification curves of Library at 10 nM, 1 nM,
100 pM, 10 pM, 1 pM, 100 fM and 10 M, respectively; (b) Linear fitting graph between Cq values

and logarithmic values of concentration for Library.
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APTP-1 APTP-2 APTP-3 APTP-4
ANG=-12.45 AG=-11.63 AG=-12.59 AG=-13.34

APTP-5 APTP-6 APTP-7 APTP-8
AG=-10.82 NG=-9.76 AG=-13.26 AG=-14.43
APTP-9 APTP-10 APTP-11 APTP-12
AG=-13.12 AG=-10.51 AG=-11 AG=-13.59

Fig S2. The predicted secondary structure for the 12 sequence with the highest enrichment degree
according to sequencing information. (M-Fold was executed with [Na*]=100 mM; [Mg?*]=2 mM;

The temperature is 25°C; AG (kcal/mol)).
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Sequence_ 01 caficTrcladizBcc--- ACA TAGAACAGC- : 40
Sequence_02 : GAGGGCARGA-AREA--- ARA TGGGGCAGC- : 40
Sequence_03 : CANGTGG CIAC——- AGG ACATAGC--- : 40

Sequence_04 : ----- TARAGT ACCG ACG CAGGRA---- : 40
Sequence_ 05 : ----- GGEBAC C---ACGSCAG ACGGRRACAG- : 40
Sequence 06 : ———————- CaAC CACCAECRAAT ACGGTCACAGC : 40
Sequence_ 07 : AGTGCG GACA CGGTGCOMEC———————== : 40
Sequence 08 : GAIAGC A== jGGA ————— 1 40
Sequence_09 : ----- ATAGTIG ATAGCTICTGAG GCAGACA--- : 40
Sequence_10 : CGEGATAACT A--- TTA GTAGACA--- : 40
Sequence_11 : AGEAGGCTGICGARAATCA AGRACGGIECIAAG-———-— i 40
Sequence_12 : TcacAlRTRTAGC-22 TcACGAGfTCCG-——---- : 40
G C CAC C CC A C A ACG

Fig S3. Sequence alignment of the top 12 sequences with the highest enrichment rankings obtained

from sequencing.



Fig 4. TEM-EDS elemental mapping of PLL/BP: (A) TEM image; (B) P distribution; (C) C

distribution; (D) N distribution; (E) O distribution.



Table captions

Table S1 Synthesized sequence information.

Table S2 The twelve sequences with the highest enrichment scores.



Table S1 Synthesized sequence information.

Name Sequence (5°-3”)
Initial ssDNA Library TTCAGCACTCCACGCATAGC-(N)40-
(Lib) CCTATGCGTGCTACCGTGAA
Forward primer (P1) TTCAGCACTCCACGCATAGC
Reverse primer (P2) TTCACGGTAGCACGCATAGG
Lib-biotin GCTATGCGTGGAGTGCTGAA-biotin
Lib-FAM FAM-TTCAGCACTCCACGCATAGC
AAAAAAAAAAAAAAAAAAAAAAAAA/SPIS/TTCACGGTAGCAC
Lib-polyA
GCATAGG
HS-TTCAGCACTCCACGCATAGCACTCGCACGTGGAACTCCTA
APTP-3-SH

CAACAGGTAGACGACATAGCCCTATGCGTGCTACCGTGAA




Table S2 The twelve sequences with the highest enrichment scores.

Name Sequences information (5'-3")
APTP-1 TTCAGCACTCCACGCATAGCGGGGACGTCGCAACCACGCAACACAC
AAAGGTAGAACAGCCCTATGCGTGCTACCGTGAA
APTP.2 TTCAGCACTCCACGCATAGCCAGGAGGGCACAGAACCAAAGCAAAC
ACACGTGGGGCAGCCCTATGCGTGCTACCGTGAA
APTP-3 TTCAGCACTCCACGCATAGCACTCGCACGTGGAACTCCTACAACAG
GTAGACGACATAGCCCTATGCGTGCTACCGTGAA
APTPA TTCAGCACTCCACGCATAGCTGTACAGTACACCCACCACCGAAACA
CGGAAACGCAGGAACCTATGCGTGCTACCGTGAA
APTP-5 TTCAGCACTCCACGCATAGCGGGGCAACACGCTCACCCACGCCAGA
ACACACGGAAACAGCCTATGCGTGCTACCGTGAA
APTP-6 TTCAGCACTCCACGCATAGCCCACCCACTACTCCACCAACAAATAA
AACACGGTCACAGCCCTATGCGTGCTACCGTGAA
APTP-7 TTCAGCACTCCACGCATAGCACCCCAGAGTGCGTCACATCCCGACAT
AGCCGGTGCCCGCCCTATGCGTGCTACCGTGAA
APTP-S TTCAGCACTCCACGCATAGCAGCGGAGGACAGCACACTCACCAAAA
CGGAACACGTTGCACCTATGCGTGCTACCGTGAA
APTP-9 TTCAGCACTCCACGCATAGCGATAGTGACACTCCCCATAGCTCTGAG
AACACGGCAGACACCTATGCGTGCTACCGTGAA
APTP-10 TTCAGCACTCCACGCATAGCGGTGCGCGATAACTTCACCACAGCTTA
CAAAAGGTAGACACCTATGCGTGCTACCGTGAA
APTP-11 TTCAGCACTCCACGCATAGCCGGAGCAGGCTGTCGAAAATCATAGC
AGAACGGTGCTAAGCCTATGCGTGCTACCGTGAA
APTP-12 TTCAGCACTCCACGCATAGCTGGCAGTGCGACACACTCTAGCAAAA

TCTCACGAGCTCCGCCTATGCGTGCTACCGTGAA







