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Figure S1: Production of recombinant ERA. (a) Expression of ERA in LB medium, where BI indicates before induction and AI after overnight induction with 0.5 mM IPTG. ERA (36.5 kDa) appears as a band between 35 and 45 kDa as analyzed by 15% SDS-PAGE. (b) ERA elution from His-trap HP column, analyzed by a 15% SDS-PAGE gel. Fraction 5 was selected, dialyzed and quantified. 
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Figure S2: SELEX Workflow. The SELEX process consisted in two positive selections (1 and 2), followed by PCR amplification and a final high-throughput sequencing. For the first selection, ERA-coupled magnetic beads were used to present the target to an ssDNA library linked to polystyrene beads. Each ssDNA has a central 40nts random sequence and two constant flanking regions. Library sequence diversity is represented by color variation in beads. From this first selection, ssDNA-beads that bind target ERA were separated with a magnet and the selected ssDNA was released from polystyrene beads through alkaline hydrolysis. This new pool of released ssDNA is considered the Start Pool (SP) library, and a sample was directly used for amplification and sequencing. For the second selection, SP is used for a matrix-free target/ssDNA incubation with different ERA concentrations: 200 nM (High Protein, HP), 40 nM (Low Protein, LP), and 0 nM (Negative control) for 30 min. After this time, magnetic beads are used to pull down ssDNA aptamers that are able to bind ERA. The four libraries were amplified by PCR, using primers complementary to the flanking regions forward (Fw) and reverse (Rv). The results of electrophoretic separation by agarose gel, indicate the expected 74 bp product (black arrow) for samples SP, HP and LP. The lane labeled "NTC" corresponds to the no-template control for PCR, while L indicates the AmpliSize Molecular Ruler 50–2000 bp Ladder (# 1708200, Bio-Rad, USA). Finally, all amplified libraries were sequenced in the Illumina platform.
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Figure S3: Galaxy project curation analysis. (a) Unique (White) vs. Total (Black) sequences in all four libraries. (b) Galaxy-curated libraries using merged R1 and R2 reads. Start Pool (SP), High Protein (HP), Low Protein (LP) and Negative control (NC) are indicated in the x-axis while total reads are plotted in the y-axis.
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Figure S4: Multiple Alignment of the HP Library using Clustal Omega. (a) Motifs of AptERA 2. (b) Motifs of AptERA 3. Cyan indicate pyrimidines (C and T) while magenta indicates purines (A and G)
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Figure S5: Multiple Alignment of the LP Library using Clustal Omega. (a) Motifs of AptERA 4. (b) Motifs of AptERA 5. Cyan indicate pyrimidines (C and T) while magenta indicates purines (A and G)
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Figure S6: Multiple alignment of all Aptamers and the 16S rRNA using MAFFT v 7. (a) Aptamer alignment colored by conservation. (b) Aptamer alignment colored by Purine/Pyrimidine composition and conservation. (c) Alignment of AptERA with the 16S rRNA region from 1494 to 1533 (40 nucleotides) by conservation. (d) Alignment of AptERA with the 16S rRNA region from 1494 to 1533 (40 nucleotides) by Purine/Pyrimidine composition.
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Figure S7: Structure of AptERA compared to helix h45 of the 16S rRNA. (a) Comparison of aptamers against a 40 nucleotides simulated aptamer based on the 16S RNA (16S Apt, pink) ending in the conserved sequence GAUCA at 3´. Typical helix 45 is observed. (b) Structural alignment of E. coli 16S rRNA aptamer (pink) with different AptERA aptamers (blue). GAUC motif in dark purple in 16S rRNA and black for AptERA. 
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Figure S8: ERA GTPase activity in the presence of AptERA.  (a) Representative TLC showing GTP hydrolysis catalyzed by ERA. Hydrolysis was assayed for ERA only in the presence of the selected aptamers (50 μM), ppGpp, or a random oligonucleotide. Reaction mixtures contained ERA, S. aureus 70S ribosomes, and α-32P-GTP, incubated at 37°C for 1 hour. (b) Quantification of GTP hydrolysis expressed as the percentage of hydrolysis observed in three independent TLC assays. Data are presented as mean ± standard deviation (error bars). Statistical significance was assessed using one-way ANOVA (***P ≤ 0.001, **P ≤ 0.01).









[image: ]Figure S9: Confirmation of His-Tagged ERA Protein presence in cell lysates by ELONA and SDS-PAGE. (a) The His-tagged GTPases ERA and RbgA were detected using an anti His-Tag aptamer (6H5, Patent US10,934,856.). The 1F8 protein from T. cruzi served as positive control, while non-expressing E. coli BL21 lysates were used as a negative control. Data are presented as mean ± standard deviation (error bars) of triplicate samples.  (b) Protein expression induced by 0.5 mM IPTG was analyzed by 15% SDS-PAGE. Samples represent lysates from E. coli BL21 cells expressing the GTPases ERA, RbgA, and 1F8, induced with 0.5 mM IPTG. RbgA 35.7 kDa, ERA 36.5 kDa, 1F8 26 kDa.
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Figure S10: Structural modelling of the ERA–AptERA 2 complex. (a) Structural alignment of the Alpha Fold ERA 3D model (Q2FY06, yellow) with the one derived from the crystal structure (PDB: 3R9W, turquoise) after docking them to AptERA 2 or helix h45 from the 16SrRNA using HDOCK. The AptERA 2 (Blue) modelled by our pipeline appears aligned with the 16S rRNA (PDB: 3R9W, purple), both interacting with the KH domain. (b) Upper: Docking of the 16S rRNA simulated aptamer (16S Apt, pink) to ERA and compared to the structure obtained by X-ray crystallography (PDB: 3R9W, purple). Bottom: Docking of AptERA 2 with ERA comparing our aptamer 3D modelling pipeline to that obtained from the webserver Xiaolab (green). (c) Docking scores of AptERA aptamers against ERA. 16S rRNA is used as positive control and BSA as negative protein control. The Ratio Docking Score is obtained as the ratio of the obtained value over that of the negative control (BSA). (d) Molecular interactions between ERA and AptERA 2 as modelled using PLIP. ERA (grey) binding AptERA 2 (blue) show nucleotides involved in dark blue and aminoacids (aa) in gold or red. Golden aa are part of the KH Domain, while red aa belong to the G-Domain.  
image3.png
Reads

= Total Reads
= Unique Sequences

Reads

90,000

60,000

30,000

= Total Reads
= Unique Sequences




image4.png
APIERA2/1-40
Rank_1224/17
Rank_1144/1-6
Rank_1064/16
Rank_1061/15
Rank_1054/18
Rank_1051/17
Rank_993/1-5
Rank_893/1-6
Rank_888/1-5
Rank_881/16
Rank_867/1-10
Rank_862/1-5
Rank_852/19
Rank_846/1-5
Rank_828/1-8
Rank_820/1-7
Rank_807/1-7
Rank_801/16
Rank_B00/1-6
Rank_758/1-5
Rank_754/17
Rank_752/15
Rank_750/1-6
Rank_704/15
Rank_649/1-5
Rank_647/18
Rank_640/1-5
Rank_603/1-6
Rank_568/1-5
Rank_483/1-5
Rank_445/1-5
Rank_405/16
Rank_375/15
Rank_362/17
Rank_331/15
Rank_318/1-5
Rank_317/16
Rank_304/1-5
Rank_302/1-5
Rank_272/16
Rank_263/1-5
Rank_194/16
Rank_65/1-5
Rank_17/15
Rank_1/16
Rank_4/15

Consensus

Occupancy

TACTAGCCCTACCTGTACTCTCGAGCCGATTTTAAGGATC

e EETE T N —— =SS




image5.png
APIERAS/1-40
Rank_1217/17
Rank_1142/1-5
Rank_1082/1-8
Rank_1050/1-7
Rank_1022/15
Rank_1020/1-8
Rank_1016/1-5
Rank_1008/1-9
Rank_977/16
Rank_894/1-5
Rank_889/19
Rank_886/1-6
Rank_875/1-5
Rank_831/1-10
Rank_830/1-6
Rank_762/15
Rank_758/1-5
Rank_708/1-5
Rank_668/1-5
Rank_565/1-5
Rank_540/16
Rank_509/1-6
Rank_498/1-6
Rank_452/15
Rank_447/17
Rank_445/1-5
Rank_444/15
Rank_429/1-5
Rank_423/18
Rank_397/15
Rank_338/16
Rank_333/15
Rank_326/16
Rank_312/16
Rank_304/1-5
Rank_269/1-5
Rank_235/1-5
Rank_198/1-9
Rank_194/16
Rank_173/15
Rank_166/1-6
Rank_163/1-5
Rank_161/17
Rank_157/15
Rank_132/16
Rank_127/15
Rank_116/1-7
Rank_115/1-7
Rank_93/1-8
Rank_84/17
Rank_75/18
Rank_70/1-10
Rank_61/15
Rank_45/19
Rank_30/16
Rank_22/1-5
Rank_8/1-5
Rank_3/16
Rank_7/15

Consensus

Occupancy

TAGATCTCTGTTTGCCACTCTAGGCTGTTCTGCCAGGATC





image6.png
APIERA2/1-40
Rank_1224/17
Rank_1144/1-6
Rank_1064/16
Rank_1061/15
Rank_1054/18
Rank_1051/17
Rank_993/1-5
Rank_893/1-6
Rank_888/1-5
Rank_881/16
Rank_867/1-10
Rank_862/1-5
Rank_852/19
Rank_846/1-5
Rank_828/1-8
Rank_820/1-7
Rank_807/1-7
Rank_801/16
Rank_B00/1-6
Rank_758/1-5
Rank_754/17
Rank_752/15
Rank_750/1-6
Rank_704/15
Rank_649/1-5
Rank_647/18
Rank_640/1-5
Rank_603/1-6
Rank_568/1-5
Rank_483/1-5
Rank_445/1-5
Rank_405/16
Rank_375/15
Rank_362/17
Rank_331/15
Rank_318/1-5
Rank_317/16
Rank_304/1-5
Rank_302/1-5
Rank_272/16
Rank_263/1-5
Rank_194/16
Rank_65/1-5
Rank_17/15
Rank_1/16
Rank_4/15

Consensus

Occupancy

TACTAGCCCTACCTGTACTCTCGAGCCGATTTTAAGGATC

e EETE T N —— =SS




image7.png
APIERAS/1-40
Rank_1217/17
Rank_1142/1-5
Rank_1082/1-8
Rank_1050/1-7
Rank_1022/15
Rank_1020/1-8
Rank_1016/1-5
Rank_1008/1-9
Rank_977/16
Rank_894/1-5
Rank_889/19
Rank_886/1-6
Rank_875/1-5
Rank_831/1-10
Rank_830/1-6
Rank_762/15
Rank_758/1-5
Rank_708/1-5
Rank_668/1-5
Rank_565/1-5
Rank_540/16
Rank_509/1-6
Rank_498/1-6
Rank_452/15
Rank_447/17
Rank_445/1-5
Rank_444/15
Rank_429/1-5
Rank_423/18
Rank_397/15
Rank_338/16
Rank_333/15
Rank_326/16
Rank_312/16
Rank_304/1-5
Rank_269/1-5
Rank_235/1-5
Rank_198/1-9
Rank_194/16
Rank_173/15
Rank_166/1-6
Rank_163/1-5
Rank_161/17
Rank_157/15
Rank_132/16
Rank_127/15
Rank_116/1-7
Rank_115/1-7
Rank_93/1-8
Rank_84/17
Rank_75/18
Rank_70/1-10
Rank_61/15
Rank_45/19
Rank_30/16
Rank_22/1-5
Rank_8/1-5
Rank_3/16
Rank_7/15

Consensus

Occupancy

TAGATCTCTGTTTGCCACTCTAGGCTGTTCTGCCAGGATC





image8.png
soteraaia0

l ATTCTGCCATGATC
Rank_1226/16 - - - -

Rank_1199/1-7
Rank_1167/1-9
Rank_1147/1-9
Rank_1110/1-7
Rank_1064/17
Rank_1059/1-5
Rank_1028/1-8
Rank_1027/1-8
Rank_1026/1-10
Rank_1025/1-10
Rank_960/1-7
Rank_943/16
Rank_935/1-5
Rank_920/1-7
Rank_887/1-10
Rank_871/19
Rank_870/19
Rank_859/1-5
Rank_752/16
Rank_739/17
Rank_734/16
Rank_726/1-8
Rank_685/1-6
Rank_668/1-5
Rank_652/1-5
Rank_649/1-5
Rank_635/1-5
Rank_605/1-6
Rank_539/16
Rank_523/1-5
Rank_514/15
Rank_480/1-5
Rank_474/16
Rank_470/16
Rank_466/1-8
Rank_462/1-5
Rank_320/1-5
Rank_297/17
Rank_281/15
Rank_270/16
Rank_242/15
Rank_241/16
Rank_239/16
Rank_233/1-5
Rank_222/17
Rank_221/15
Rank_209/1-5
Rank_178/1-5
Rank_172/15
Rank_163/1-5
Rank_156/1-8
Rank_141/16
Rank_136/1-5
Rank_124/16
Rank_122/19
Rank_121/16
Rank_116/1-6
Rank_113/1-5
Rank_112/1-5
Rank_110/1-5
Rank_105/17
Rank_104/16
Rank_99/17
Rank_98/1-7
Rank_B8/1-6
Rank_86/1-8
Rank_85/1-5
Rank_82/16
Rank_73/15
Rank_70/16
Rank_68/1-5
Rank_62/16
Rank_45/1-5
Rank_42/15
Rank_39/17
Rank_38/17
Rank_31/18
Rank_30/17
Rank_21/16
Rank_16/1-5
Rank_1/16
Rank_2/1-5

Consensus

TACTAGTCATGCCTGTCTATTCTTGTATTCTGCCATGATC

Occupancy

e meEEEeEEm el S e————




image9.png
soterasii40
Rank 591115
RankCo411S -
Rank 520115

Rank 30515
RankC16/1-5
Rank 21315
RankC 66815
RankC 49715
Rank 59715
RankC45/1-5
RankC42/1.5
Rank 362116
Rank 17115 - - -RGTEG- - - - -
RankC 74715

Rank 470116 -~ -~~~ - - GEGTET - -- - -
RankC711/1.5 e

Rank 53115

Rank /15
RankC 64515
Rank_ 114815
RankC 742115
RankC 170116
Rank_ 10016
RankC21/1
RaniC 44215
Rank_ 406115
Rank 65116
Rank_ 426116
Rank 1116
Rank 90815
Rank 316115
RankC 67415
Rank 61015
Rank 57715
Rank 598116
RankC 66915
Rank 55/1-7
Rank 64516
Rank 53/1-7
RankC 21716
RaniC 482115
Rank 76316
Rank 49516
RankC 476116
Rank 720117
Rank 61416
Rank 53716
Rank 26/1-5
RankC 472117
Rank 31016
RaniC 444117
RaniC 19416
Rank 26417
RankC 10017
RankC 246118
Rank 76/1-7
RankC 12716
RankC47/1.7
Rank 64/15
RankC46/1
Rank_ 49/1-9
RankC40/15
RankC 29/1.9
Rank 28/1-9
RankC25/1-10
RankC24/1-10
Rank 23/1-9
RaniC 11/1-10
Rank 71110
RankC10/1-9
RankC63/1-5
Rank 91/1-7
Rank 26016
RankC 23415

Consensus

TACTAGTCCTACTGTCTGTGTAGAGCGTGCCGGAAGGATC

Occupancy

[ | | | .




image10.png
soteraaia0

l ATTCTGCCATGATC
Rank_1226/16 - - - -

Rank_1199/1-7
Rank_1167/1-9
Rank_1147/1-9
Rank_1110/1-7
Rank_1064/17
Rank_1059/1-5
Rank_1028/1-8
Rank_1027/1-8
Rank_1026/1-10
Rank_1025/1-10
Rank_960/1-7
Rank_943/16
Rank_935/1-5
Rank_920/1-7
Rank_887/1-10
Rank_871/19
Rank_870/19
Rank_859/1-5
Rank_752/16
Rank_739/17
Rank_734/16
Rank_726/1-8
Rank_685/1-6
Rank_668/1-5
Rank_652/1-5
Rank_649/1-5
Rank_635/1-5
Rank_605/1-6
Rank_539/16
Rank_523/1-5
Rank_514/15
Rank_480/1-5
Rank_474/16
Rank_470/16
Rank_466/1-8
Rank_462/1-5
Rank_320/1-5
Rank_297/17
Rank_281/15
Rank_270/16
Rank_242/15
Rank_241/16
Rank_239/16
Rank_233/1-5
Rank_222/17
Rank_221/15
Rank_209/1-5
Rank_178/1-5
Rank_172/15
Rank_163/1-5
Rank_156/1-8
Rank_141/16
Rank_136/1-5
Rank_124/16
Rank_122/19
Rank_121/16
Rank_116/1-6
Rank_113/1-5
Rank_112/1-5
Rank_110/1-5
Rank_105/17
Rank_104/16
Rank_99/17
Rank_98/1-7
Rank_B8/1-6
Rank_86/1-8
Rank_85/1-5
Rank_82/16
Rank_73/15
Rank_70/16
Rank_68/1-5
Rank_62/16
Rank_45/1-5
Rank_42/15
Rank_39/17
Rank_38/17
Rank_31/18
Rank_30/17
Rank_21/16
Rank_16/1-5
Rank_1/16
Rank_2/1-5

Consensus

TACTAGTCATGCCTGTCTATTCTTGTATTCTGCCATGATC

Occupancy

e meEEEeEEm el S e————




image11.png
soterasii40
Rank 591115
RankCo411S -
Rank 520115

Rank 30515
RankC16/1-5
Rank 21315
RankC 66815
RankC 49715
Rank 59715
RankC45/1-5
RankC42/1.5
Rank 362116
Rank 17115 - - -RGTEG- - - - -
RankC 74715

Rank 470116 -~ -~~~ - - GEGTET - -- - -
RankC711/1.5 e

Rank 53115

Rank /15
RankC 64515
Rank_ 114815
RankC 742115
RankC 170116
Rank_ 10016
RankC21/1
RaniC 44215
Rank_ 406115
Rank 65116
Rank_ 426116
Rank 1116
Rank 90815
Rank 316115
RankC 67415
Rank 61015
Rank 57715
Rank 598116
RankC 66915
Rank 55/1-7
Rank 64516
Rank 53/1-7
RankC 21716
RaniC 482115
Rank 76316
Rank 49516
RankC 476116
Rank 720117
Rank 61416
Rank 53716
Rank 26/1-5
RankC 472117
Rank 31016
RaniC 444117
RaniC 19416
Rank 26417
RankC 10017
RankC 246118
Rank 76/1-7
RankC 12716
RankC47/1.7
Rank 64/15
RankC46/1
Rank_ 49/1-9
RankC40/15
RankC 29/1.9
Rank 28/1-9
RankC25/1-10
RankC24/1-10
Rank 23/1-9
RaniC 11/1-10
Rank 71110
RankC10/1-9
RankC63/1-5
Rank 91/1-7
Rank 26016
RankC 23415

Consensus

TACTAGTCCTACTGTCTGTGTAGAGCGTGCCGGAAGGATC

Occupancy

[ | | | .




image12.png
10 20 30

AptERA2 .ct.t....jc...ccgat.tta
AptERAS .tgtctgl.gllla...c..g.c.ga
AptERA4 al.g.ct.tctatijctti.ta...... c
AptERA3 tgtttgcec. .. .ma.gct....... c
Consensus

TACTAGTCCTAC++G+ACTCT+GAG+GTTCTGC+AGGATC

Occupancy





image13.png
10 20 30 40
AptERA2 N

AptERAS

AptERA4 N |
AptERA3 . .ga

Consensus

TACTAGTCCTAC++G+ACTCT+GAG+GTTCTGC+AGGATC

Occupancy





image14.png
16sBinding
AMERA2
AMERAS
AMERAS
AMERA3

Consensus.

TACTAGTC+T+CT+GC++TCTCG+G+GTTCTG+CAGGATC

Oceupancy

40
40
40
40
40




image15.svg
                                                                                                16sBinding   AptERA2   AptERA5   AptERA4   AptERA3  Consensus  Occupancy                          g  t  c  g  t  a  a  c  a  a  g  g  t  a  g  c  c  g  t  a  t  c  g  g  a  a  g  g  t  g  c  g  g  c  t  g  g  a  t  c                    t  a  c  t  a  g  c  c  c  t  a  c  c  t  g  t  a  c  t  c  t  c  g  a  g  c  c  g  a  t  t  t  t  a  a  g  g  a  t  c                        t  a  c  t  a  g  t  c  c  t  a  c  t  g  t  c  t  g  t  g  t  a  g  a  g  c  g  t  g  c  c  g  g  a  a  g  g  a  t  c                          t  a  c  t  a  g  t  c  a  t  g  c  c  t  g  t  c  t  a  t  t  c  t  t  g  t  a  t  t  c  t  g  c  c  a  t  g  a  t  c                    t  a  g  a  t  c  t  c  t  g  t  t  t  g  c  c  a  c  t  c  t  a  g  g  c  t  g  t  t  c  t  g  c  c  a  g  g  a  t  c  T  A  C  T  A  G  T  C  +  T  +  C  T  +  G  C  +  +  T  C  T  C  G  +  G  +  G  T  T  C  T  G  +  C  A  G  G  A  T  C    T  G   A  T   C  G   T  A  G   A  T   G  A  C   T  A  C   C   A  C  T   T  A  G   A  G  T   C  G  T   T  C   G  T  A   G  C  T   C  T   A  C  T   C  G  T   T  A   C  A  G  T   T   C  A   G  T   A  G  T   G  A  C   C  T  A   G  A  C   T  G   T  A  G   C  G  T   T  C   G  T   C  G  T   C  A   A  T   G  T   G   A   T   C                                            40   40   40   40   40 


image16.png
AMERAS tagt@atgcctgtctatlictigtattet
ApERAZ  tagatctEtgtttgccaclicllaBloctottet

16s8indng g t®g taafflaagotagecoflaflcBoaanatococt

AMERA2 tagc@ctacctgtactclcgagecgatitta

AMERAS tagt@ctactgtctglgfagagcgtocchoa
coalt
ce

Consensus.

TACTAGTC+T+CT+GC++TCTCG+G+GTTCTG+CAGGATC

Oceupancy

40
40
40
40
40




image17.svg
                                                                                                16sBinding   AptERA2   AptERA5   AptERA4   AptERA3  Consensus  Occupancy                             g  t  c  g  t  a  a  c  a  a  g  g  t  a  g  c  c  g  t  a  t  c  g  g  a  a  g  g  t  g  c  g  g  c  t  g  g  a  t  c                          t  a  c  t  a  g  c  c  c  t  a  c  c  t  g  t  a  c  t  c  t  c  g  a  g  c  c  g  a  t  t  t  t  a  a  g  g  a  t  c                             t  a  c  t  a  g  t  c  c  t  a  c  t  g  t  c  t  g  t  g  t  a  g  a  g  c  g  t  g  c  c  g  g  a  a  g  g  a  t  c                         t  a  c  t  a  g  t  c  a  t  g  c  c  t  g  t  c  t  a  t  t  c  t  t  g  t  a  t  t  c  t  g  c  c  a  t  g  a  t  c                        t  a  g  a  t  c  t  c  t  g  t  t  t  g  c  c  a  c  t  c  t  a  g  g  c  t  g  t  t  c  t  g  c  c  a  g  g  a  t  c  T  A  C  T  A  G  T  C  +  T  +  C  T  +  G  C  +  +  T  C  T  C  G  +  G  +  G  T  T  C  T  G  +  C  A  G  G  A  T  C    T  G   A  T   C  G   T  A  G   A  T   G  A  C   T  A  C   C   A  C  T   T  A  G   A  G  T   C  G  T   T  C   G  T  A   G  C  T   C  T   A  C  T   C  G  T   T  A   C  A  G  T   T   C  A   G  T   A  G  T   G  A  C   C  T  A   G  A  C   T  G   T  A  G   C  G  T   T  C   G  T   C  G  T   C  A   A  T   G  T   G   A   T   C                                            40   40   40   40   40 


image18.png
10 20 30

AptERA2 .ct.t....jc...ccgat.tta
AptERAS .tgtctgl.gllla...c..g.c.ga
AptERA4 al.g.ct.tctatijctti.ta...... c
AptERA3 tgtttgcec. .. .ma.gct....... c
Consensus

TACTAGTCCTAC++G+ACTCT+GAG+GTTCTGC+AGGATC

Occupancy





image19.png
10 20 30 40
AptERA2 N

AptERAS

AptERA4 N |
AptERA3 . .ga

Consensus

TACTAGTCCTAC++G+ACTCT+GAG+GTTCTGC+AGGATC

Occupancy





image20.png
165Bindling
APIERA2
ADIERAS
APIERAL
APIERA3

Consensus.

TACTAGTC+T+CI+GC++TCTCG+G+GTTCIG*CAGGATC

Occupancy

40
40
40
40
40




image21.png
16s8inding g tlg taaaaggtagccoffaficoaaggtococtl
AptERA2 tactagc@ctacctgtaciclficgagccgatittaag
ApIERA5 tactagt@ctactgtctotoffagagcotgccgoaag
ApIERA4 tactagt@atocctotctatficttgtattctgccat
4ptERA3 algatctBtgtttgccaclicllaloctottctacean

Consensus.

TACTAGT CoT=CT+GCw=TCTCG=G+GTTCTG" CAGGATC

Occupancy

40
40
40
40
40




image22.png
a © Stems > Hairpins © Interior_loops @ Unpaired

A~ .
&b





image23.png
P
o < S 3 A
S U S et RS e T

SERER RS
RN

Hydrolysis (%)

1004

80

60

40

20

S Qy@u‘)‘f
PLIES
Q \,‘o\:’ov’ox@
QV.QVS?V.QV.Qé&




image24.png
Abs. 450 nm

0.5+

0.4+

0.34

0.2+

0.14

0.0

HisTag Detection

Mw
kDa

ERA RbgA 1F8 BL21





image25.png
ERA
(Q2FY06)
AlphaFold

ERA
(Q2FY06)
AlphaFold

(Q2FY06)
AlphaFold

1.39 Docking screening d
o GLy-247 Asp.77 LLYS-T73
8 DG-23 e LYs-70 DT
@ 124
c DT- 19 JPC- LYS2277 GLU - 246
< N ASP-216 ¢\ 591 DA-2
3] i/ GLlu273 *
8 " Aptea 2 Aﬁ 5 ﬁm.zw
.g ’ DT-30 Dc-3
] DT-32 ° ¢
D7-33
o ' DT-10
1.0- DC-12 §°-
Yooy 6 o
T oor ov v S0
& é}q« (&Q« @%Q‘é} Py 83\ G-Domain
¥y Yy @




image1.png
Fraction





image2.png
Selection 1 L SP HP LP NEG NTC

!lllll!“

100.‘!—0-—‘»« -

E——

. g .ERA

Magnetic
beads Q

50
'
\‘SP[ Amplification
Sequencmg

ssDNA structure | Vg §
LP =

Flanking L™ _|Fiarking HP

Fw 40nts Rv





