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Abstract

A fusion-junction antisense design depends on the exact RNA join and the position of 

the oligonucleotide across it. We examined how these choices change predicted pairing 

with normal transcripts in extraskeletal myxoid chondrosarcoma. The catalogue 

contains 190 gapmer designs across 38 modelled NR4A3 fusion junctions, with 

sequence records and five complementary screens. Gapmers have a central DNA 

segment that can recruit an RNA-cutting enzyme; the screens measure sequence 

matches, not cleavage. A one-base shift of a TAF15-junction design produces an 

eleven-base match to normal NR4A3 through the whole DNA gap. Designs for exon-2 

and exon-3 acceptors also differ, and correspondence to reported patient-derived models 

remains unresolved without nucleotide-level junction confirmation. At the adopted 

criterion of ten consecutive base pairs covering the gap, 87 of 190 designs match a 

mature normal parent transcript. Artificial exon joins meet the same criterion at 40.6%, 

versus 45.8% in the panel, so an EMC-specific excess is not established. Counts without 

such a match depend strongly on the cutoff. The catalogue supports explicit comparison 

of conditional junction and register choices, rather than selection of experimentally 
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established leads. Most modelled junctions are unreported in patients, and the ten-base 

criterion is not a measured activity threshold. No cleavage, potency, delivery, safety or 

therapeutic window was measured.

Keywords. antisense oligonucleotide; gapmer; RNase-H1; fusion transcript; NR4A3; 

extraskeletal myxoid chondrosarcoma; off-target screening

1 Introduction

Extraskeletal myxoid chondrosarcoma (EMC) is a cancer commonly driven by a gene 

fusion. Most EMC carries an in-frame EWSR1::NR4A3 fusion[1]: the joined RNA 

preserves a protein-coding reading frame. TAF15 is a substantial minority partner, and 

TCF12 and TFG are rare[2]. FUS, reported in two of five variant cases in a recent 

series[3], supplies eight modelled junctions here. Conventional cytotoxic chemotherapy 

has limited activity[4], though responses occur[5]. With a trialled tyrosine-kinase 

inhibitor, disease control exceeded response. This interpretation uses the review's 

response categories[4], not a figure stated in the trial report[6].

A fusion-junction gapmer could direct the RNA-cutting enzyme RNase-H1 to tumour 

RNA while sparing the normal parent transcripts. A gapmer contains a central DNA 

segment, called the gap, flanked by chemically modified regions called wings. The 

junction is the exact point at which RNA from the two genes joins. Junction-directed 

nucleic-acid agents have been reported against at least six fusion oncogenes[7-12]. Two 

were antisense oligonucleotides; the remainder were RNA-interference agents, 

including one expressed from a lentiviral vector. None against an NR4A3 fusion was 

found in the literature retrieved.
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We ask how the exact RNA junction and the oligonucleotide register change the 

sequence matches encountered when designing a junction-directed gapmer. Each parent 

contributes part of the joined sequence, so normal-parent pairing is expected and must 

be described. Partial matches can fall outside a specified near-match search while still 

spanning the DNA gap. Comparing these definitions is useful for inspecting a design; it 

does not establish that one screen predicts biological activity better than another.

Two different lengths must be kept separate. RNase-H1's reported minimum DNA gap 

is six nucleotides, with seven to ten the working range[13]. Our criterion concerns the 

length of the paired duplex: ten consecutive base pairs covering the whole six-

nucleotide gap. Ten is an adopted hybridisation criterion, not a measured cleavage 

threshold or a gap-length requirement. We also adopt, without establishing, two 

premises: incomplete overall pairing can permit cleavage, and mismatches in the wings 

are less protective than mismatches in the gap.

This study covers only the in-silico half of step one in a five-step, 2025 industry off-

target framework[14]. We did not perform transcriptomics, which would measure 

changes across RNA transcripts. The Discussion proposes a parent-selectivity 

measurement related to step three.

2 Materials and methods

We used public data for all analyses and performed no laboratory work. Complete 

parameters, per-design tables and claim bounds are archived. Canonical transcripts of 

five partners and NR4A3 were obtained from Ensembl[15]. We designed 16-nucleotide 

molecules (16-mers) in 5-6-5 β-D-oxy-locked-nucleic-acid/DNA/β-D-oxy-locked-

nucleic-acid geometry[13]. Each molecule has a six-nucleotide DNA gap between two 
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five-nucleotide wings. We moved this design across each junction in five positions, or 

registers, keeping the breakpoint inside the DNA gap. Six is the cited minimum, not the 

preferred gap length. The genome-wide arm is available only for 16-mers. The gap-level 

margin counts junction-unique gap bases on the shorter side of the breakpoint.

We applied five complementary sequence screens. They examine human RefSeq RNA 

alignments; an exhaustive transcript substitution search within one mismatch; unspliced 

parent RNA; the longest contiguous duplex through the gap in six mature wild-type 

parents; and unambiguous GRCh38 genome sequence, including mitochondrial 

sequence. Wild-type means the normal, unfused parent. Unspliced RNA still contains 

introns; mature RNA has had those introns removed. This adopted scope covers mature, 

precursor, exon-exon, non-coding and mitochondrial sequence.

We use two distinct definitions of a match. A near-match pairs at least 14 of 16 

positions. Parent liability requires at least ten consecutive base pairs covering the whole 

gap. Here, liability means predicted sequence pairing, not demonstrated damage. We 

compared the panel with ten identically screened null ensembles: four shuffles, two 

base-frequency draws (uniform or composition-matched), and four real-parent chimeras. 

Two of the chimera ensembles join sequences at exon termini.

We re-scored alignments with a nearest-neighbour model of the longest consecutive 

paired sequence and report only energy separations. This model estimates duplex 

stability from adjacent base pairs. Melting-temperature calculations assume unmodified 

DNA:RNA at 250 nM strand[16], not locked phosphorothioate chemistry. Accordingly, 

we report no absolute melting temperature for the proposed reagents. Table 1 gives the 

unmodified-hybrid model's fusion-versus-parent difference. LNA and phosphorothioate 
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effects are unmodelled; this difference is not a validated bound for the modified 

chemistry.

3 Results

3.1 Designs at reported junctions

We selected two designs using the most prevalent junctions with published exon-

resolved breakpoints. The highest-margin designs are 5′-GGGCATATCATCAAAC-3′ 

for EWSR1 exon 12 and 5′-GGGCATATCTTGTGTG-3′ for TAF15 exon 6, both 

joined to NR4A3 exon 3 (Table 1). Exon indices count from the transcript 5′ end, 

including non-coding exons. Counting only coding exons can select a different reagent. 

Both designs have gap-level margin three.

The two selected designs illustrate why the cutoff matters. Their longest wild-type 

duplexes covering the whole gap are eight and nine base pairs, respectively, both 

against TFG. Both therefore count as liable at an eight-base-pair cutoff. The TAF15 

reagent remains liable at nine, and neither is liable at ten. Both also pair part of the gap 

at the wild-type NR4A3 exon-2/exon-3 seam. These partial duplexes are unmeasured 

and are not counted.

Moving a design by one base changes its parent-match classification. The sequence 5′-

AGGGCATATCTTGTGT-3′ sits one register from the TAF15 reagent. It pairs 11 

consecutive base pairs of wild-type NR4A3 through the whole gap. The two registers 

therefore have different sequence-match records and require separate assessment; these 

calculations do not establish a difference in cleavage or selectivity.

A search deeper than the default found many more matching transcript records than 

distinct gene locations. The EWSR1 and TAF15 reagents had 123 and eight sense-
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strand transcript near-matches pairing the gap, respectively, but six and five gene loci. 

Most of the 123 are predicted transcript models. The EWSR1 reagent also matches 

wild-type TAF15 precursor RNA across an intron-exon boundary with two mismatches, 

one in the gap. Ten shared donor bases let this reagent span EWSR1, TAF15 and FUS 

breakpoints (Figure 1). The TAF15 reagent has no sense-strand precursor site.

The genome screen found similar total numbers of potentially hybridisable, gap-paired 

sites: 156 for the EWSR1 reagent and 135 for the TAF15 reagent. The EWSR1 reagent 

has one exact 16-base genomic match, intronic in annotated long non-coding RNA 

(lncRNA) ENSG00000304430. The TAF15 reagent has none. These are sequence 

predictions, not measured activity. Much genomic sequence is untranscribed, and 

transcription and cleavage at these sites are unmeasured.

The proposed chemistry adds another uncertainty. Both reagents have a 

phosphorothioate backbone throughout and five contiguous β-D-oxy-locked residues 

per wing, exceeding the two to four taken here as usual. Their high affinity may permit 

more mismatches than the near-match screens' two-mismatch ceiling. Both begin with a 

locked 5′-GGG tract. Increased sequence-dependent hepatotoxicity with high affinity is 

an adopted, untested premise here, not a retrieved finding. Neither reagent's potency or 

safety is established.

The two selected junctions have a modelled coverage of 68.4% of molecularly 

confirmed cases. This estimate combines the breakpoint distribution of an 18-case 

series[17] with a 58-case cohort[18]; it does not come from patient screening. Its 

39.9%–82.8% range is not a confidence interval. Two of four inputs are fixed, no 

nominal level is assigned, and the calculation transfers a breakpoint distribution 

6



between cohorts collected 21 years apart. The TAF15 arm uses three of three reported 

breakpoints, an upper bound.

Adding a third junction would raise modelled coverage to 79.0%. Its top-margin design 

is 5′-GGGCATATCTCCACGG-3′ for EWSR1 exon-13/NR4A3 exon-3. Selection 

names only the first two junctions by reported prevalence.

3.2 Selection and parent liabilities across 190 designs

Predicted pairing with normal parents was common across the panel. Across 38 in-

frame junctions of five partners, 87 of 190 designs let a mature wild-type parent pair the 

whole gap over at least ten consecutive base pairs. NR4A3 forms the longest duplex for 

61 designs; 85 pair one of their own two parents. Only seven of the 87 reach the 

conventional 14-of-16 near-match threshold, and that screen excludes parent records by 

name. The comparison involves different match definitions and search scope. It is not a 

sensitivity comparison against measured off-target activity or evidence of superiority 

over a comprehensive off-target assessment.

Precursor RNA adds an overlapping set of possible matches. Nineteen designs have 

sense-strand precursor near-matches pairing the whole gap. Counting each design once, 

the mature-parent and precursor union contains 93 designs, not the sum of the two 

counts. Gap mismatches score zero, so these counts bound the fully paired class, not all 

parent liability.

An apparently clear alignment screen can be incomplete. Seven searches never returned, 

and censoring leaves only 47 of 183 returned searches assessable. A clean count is a 

floor over that subset; most designs clear at the default search depth fail a deeper search. 
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The parent, precursor and genome screens cover all 190 designs without failures or 

censoring.

Some predicted off-target duplexes were nearly as stable as the intended target. Energy 

re-scoring found eight designs with fully paired 16-base off-target duplexes and 45 with 

a duplex within 2 kcal/mol of the intended target. Neither named reagent is in these 

classes: their nearest separations are 3.2 and 3.0 kcal/mol. These separations are upper 

bounds because the longest-run calculation ignores pairing on either side of a mismatch.

Longer DNA gaps reduce the fraction of designs that meet the criterion but do not 

remove parent liability. Counts are 87, 88 and 87 in panels of 190, 266 and 342, 

respectively; rates fall from 45.8% to 33.1% and 25.4%. At 5-10-5, pairing the whole 

gap itself requires ten base pairs. The screen misses shorter runs potentially compatible 

with the reported seven-to-ten working range, making 25.4% a floor.

Three designs clear every screen at the ten-base-pair cutoff. Two have no full-gap 

parent duplex at any length; the third pairs wild-type NR4A3 over eight bases. None 

targets a reported patient junction; these designs are possible controls for a future 

experiment, not established mechanism controls.

Choosing within each junction yields a different result from requiring every screen to be 

clear. It finds a design without a parent match meeting the adopted criterion for 35 of 38 

junctions, including all five with published exon-resolved breakpoints. At cutoffs of 

nine, eight, seven and six base pairs, the counts become 31/3, 23/2, 9/0 and 6/0 (all 

junctions/published junctions). These cutoffs measure whole duplexes, not DNA gap 

length. The named TAF15 junction loses its best design at nine.
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The comparison with artificial exon joins does not establish an EMC-specific excess. 

Exon-terminus chimeras meet the parent-liability criterion at 40.6%, versus 45.8% for 

the panel. The strongest null falls inside the panel's 95% interval at cutoffs seven 

through thirteen except eleven. The excess changes sign four times across cutoffs six 

through thirteen. Both the panel and the chimeras contain mostly junctions unreported 

in patients. The comparison therefore does not resolve a disease-specific excess over the 

liability generated by joining these genes' exon termini.

3.3 Computationally screened control sequences

Control sequences also need screening for parent pairing. Table 2 gives a dinucleotide-

preserving scramble of each reagent: the bases are rearranged while retaining the counts 

of adjacent two-base sequences along the strand. Among such scrambles, 10.0% pair a 

parent's whole gap over at least ten bases, and 3.9% have the longest duplex with 

NR4A3. Passing this screen is necessary for these controls; it does not establish 

inertness.

4 Discussion

4.1 Junction identity determines which design is relevant

The catalogue can distinguish designs relevant to different RNA joins, but matching a 

design to a biological model remains unresolved. The panel joins donors to NR4A3 

exon 3, its first coding exon. Two patient-derived cell models are instead reported at 

exon 2. No annotated NR4A3 transcript has exon 2 as its first coding exon, so 

annotation does not reconcile them.
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The original protein-fusion filter excluded acceptors upstream of the initiation codon. 

That filter is inappropriate for RNase-H1 gapmers, which cleave RNA independently of 

reading frame. An EWSR1 exon-7/NR4A3 exon-2 fusion was sequenced in one of five 

EWSR1-rearranged tumours in a transcriptome series[19]. A PGR::NR4A3 case joins 

exon 2 to the NR4A3 5′ untranslated region[20]. All retrieved exon-resolved acceptors 

are exon 2, exon 3 or a cryptic exon in intron 2[21]. None is downstream of exon 3, 

where no patient-grounded designs are made.

Engineered constructs could test the two named junctions directly. A functional study 

reports the exon spans of three such constructs[21]. Two, E-N and T-N*, carry exactly 

the named reagents' junctions. Rebuilding them offers a direct test of junction-selective 

knockdown. However, overexpressing complementary DNA in a different setting 

cannot establish activity at the endogenous gene locus.

The only fusion-positive EMC cell source identified here consists of two patient-derived 

models with verified identity: USZ20-EMC1 (RRID:CVCL_C6MX) and USZ22-EMC2 

(RRID:CVCL_C6MY)[22]. They are available on request, with no repository deposit 

and reported doubling times of five to six days. Their reported junctions join EWSR1 

exon 13 and TAF15 exon 6 to NR4A3 exon 2. The report supplies no sequenced 

boundary, transcript accession or junction sequence. We therefore cannot determine 

whether the exon-2 label denotes a non-coding acceptor or unsupported numbering. An 

earlier version of this work was withdrawn after this class of indexing error.

The cell-model correspondence depends on how the reported exon labels are 

interpreted. A first-coding-exon acceptor is more parsimonious for the defining 

chimeric transcription factor[1,21]. A non-coding exon-2 acceptor would instead retain 

the NR4A3 initiation codon under the donor promoter. On the former interpretation, 
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USZ22-EMC2 matches the named TAF15 reagent and USZ20-EMC1 matches the third, 

exon-13 design. This remains inference. The builder emits exon-2 acceptors only for 

published patient seams or user-supplied sequencing checked against its transcript 

models.

Alternative exon-2 reagents are 5′-AGTGGGCTCTCCACGG-3′ (EWSR1 exon 13) and 

5′-AGTGGGCTCTTGTGTG-3′ (TAF15 exon 6), both at top margin and below the ten-

base-pair criterion. Their longest full-gap parent duplexes are eight bases with EWSR1 

and nine with NR4A3, respectively. The latter directly involves the acceptor used in the 

selectivity ratio. Reagents cannot be exchanged between acceptors.

RNA sequencing must establish the test article's breakpoint at nucleotide resolution 

before ordering a reagent. Only nine of 176 distinct panel sequences match multiple 

junctions. Routine break-apart NR4A3 fluorescence in situ hybridisation detects 

rearrangement regardless of partner[4], but does not identify the nucleotide seam.

4.2 Conditional experimental proposal outside the computational 

findings

The following retained proposal illustrates measurements that could address biological 

selectivity. It is not a result of the present study or an optimised experimental protocol. 

We propose comparing fusion-positive and fusion-negative cells with matched genetic 

backgrounds, alongside the screened controls. Such isogenic comparisons have been 

used for NAB2::STAT6 in solitary fibrous tumour[23]. Knockdown alone cannot 

distinguish the relevant failure modes.

We define selectivity as a ratio of two knockdown IC50 values: wild-type NR4A3 

divided by the fusion, measured from matched dose responses in the same wells. IC50 
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is the concentration giving half-maximal knockdown. The ratio and its threshold of 5.0 

are adopted conventions, not specified by framework step three[14].

The proposed test's power depends on an unmeasured variance. Assuming a replicate 

standard deviation of 0.35 for the natural-log selectivity ratio, six independent 

biological replicates give about 80% power to falsify true selectivity of 3; three give 

about 30%.

High variability can make this falsification test uninformative. The relevant realised 

standard deviations are approximately 0.65 at three replicates, 1.53 at six, and 2.25 at 

ten. Above those values, no observed ratio at least one can put the upper limit of a two-

sided 95% interval below 5. The test can then fail only with an anti-selective result and 

is treated as void. A normal-approximation interval would change these figures.

Apply this gate to the upper confidence bound on a pilot's standard deviation. At or 

above the threshold for the proposed replicate count, increase replication or do not test. 

A ratio measuring the acceptor alone cannot exclude other parent liabilities. Measure 

TFG alongside NR4A3, given its eight- and nine-base full-gap duplexes with the named 

reagents.

4.3 Interpretation and limits

The contribution is the traceable relationship between an assumed RNA junction, a 

chosen register and its sequence-match record. A one-base register change and a 

different acceptor can alter the record materially. This remains useful even without 

demonstrating an EMC-specific excess of parent pairing. The catalogue should be read 

as conditional models for inspecting these choices, not as a list of selectively active 

reagents.
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A sequence can be designed for every modelled in-frame junction, but discrimination 

remains unproven. A design's own parents pair at most 13 bases across mature and 

precursor compartments. In contrast, eight off-target duplexes pair all 16 bases, five in 

curated records. This comparison is no liability ranking: the parent screen reads six 

transcripts, while the energy screen excludes parents.

The mature-parent and precursor screens also count different, overlapping classes. 

Mature-parent liability requires a ten-base full-gap duplex. Precursor liability requires a 

full-gap near-match within two mismatches.

The archive additionally screens the patient's unrearranged NR4A3 allele. Its two-

mismatch ceiling gives a lower bound. No selected design fails, but two other registers 

at the EWSR1 exon-13/NR4A3 exon-2 seam do, showing further register dependence of 

the sequence-match classification.

Prior work establishes junction-directed oligonucleotides, and the determinants of 

gapmer off-target activity are already an active subject of study.[25] The present 

application contributes explicit NR4A3 junction and register comparisons, not the 

general discovery that partial complementarity matters. Four cited junction-specificity 

reports tested synthesised molecules[9-11,24]. We did not survey design pipelines and 

claim no priority for pre-synthesis screening. Whether sparing wild-type NR4A3 

justifies a specificity cost remains unsettled: reported paralogue redundancy and dosage 

effects point in opposite directions.

The five screens describe possible sequence pairing, not measured duplex formation or 

cleavage. Their thresholds, energy approximations and incomplete transcript search 

outputs limit interpretation. Most modelled joins have not been reported in patients. 
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Separately, the prevalence calculation transfers breakpoint frequencies between cohorts 

and does not establish the fraction of patients with a usable or selectively active design. 

No potency, therapeutic window or safety has been measured, and systemic delivery to 

solid tumours remains unresolved. The supported use is to inspect and document a 

sequence-design choice after establishing the relevant RNA join.
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Tables

All table values come from committed artifacts; none is typed by hand. Reagent values 

come from fusion-junction-aso-sequences.csv, the canonical machine-readable record. 

Control values come from aso-control-oligos.json. Values are either read directly or 

composed from those fields. Captions identify the source of each literature fact. Every 

reagent named here is a 5-6-5 phosphorothioate gapmer. If a design is advanced for 

future laboratory work after confirming the relevant RNA junction, its specification 

should be taken from the sequence file rather than transcribed from this page.

Table 1. The two illustrated designs, with their parent-duplex label. The parent-duplex 

column gives the longest consecutive duplex that a mature wild-type parent forms 

through the catalytic gap. Neither reagent reaches the ten-base-pair criterion, so the 

table prints the length rather than a pass mark.

The test articles are Brenca et al.'s engineered constructs (PMID: 31020999): E-N for 

the EWSR1 reagent and T-N* for the TAF15 reagent. Bangerter et al.'s two patient-

derived models (PMID: 36316541) are reported at an NR4A3 exon-2 acceptor. Their 

correspondence to these reagents requires nucleotide-junction confirmation.

ΔTm is the modelled melting-temperature difference between the fusion duplex and the 

more stable half of the design's own target window. That parent differs from wild-type 

TFG, the parent found by the search reported in the duplex column. These differences 

use the unmodified DNA:RNA model at 250 nM strand concentration. LNA and 

phosphorothioate effects are unmodelled; the values are not validated predictions or 

bounds for the proposed modified reagents. Nothing here has been synthesised or tested, 

and no sequence may be administered to any person or animal.
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Table 1

seam reagent margin WT gap duplex (bp)
Model ΔTm 

(°C)

EWSR1 

e12::NR4A3 

e3

5′-

GGGCATATCATCAAAC-3′
3 8 bp, wild-type TFG 26.6

TAF15 

e6::NR4A3 

e3

5′-GGGCATATCTTGTGTG-

3′
3 9 bp, wild-type TFG 36.0
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Table 2. The two control oligonucleotides, each screened as its reagent was. Each 

control is a dinucleotide-preserving scramble. It matches its reagent in length, first and 

last base, base composition and dinucleotide counts, but spans no junction. Each cleared 

the same mature-parent screen as its reagent. The Controls section explains the role of 

this screening step.

Table 2

control sequence scramble of WT gap duplex (bp)

control-1
5′-GGGCATCAACATAATC-

3′

the EWSR1 e12 :: NR4A3 

e3 reagent

6 bp, wild-type 

TAF15

control-2
5′-GTATGTCATTGGCTGG-

3′

the TAF15 e6 :: NR4A3 e3 

reagent

7 bp, wild-type 

EWSR1
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Figure legends

Figure 1. One 16-mer spans three partners' breakpoints; only one is reported in patients. 

Breakpoint-aligned windows join EWSR1 exon 12, TAF15 exon 11 and FUS exon 10 

to NR4A3 exon 3, with reporting status for each row. The TAF15 exon-11 row differs 

from Table 1's exon-6 reagent: it is an additional breakpoint spanned by the EWSR1 

reagent, not a selected reagent.
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Supplementary File 2

Revision and data provenance
This note accompanies the journal-tailored manuscript “Junction and register choices in a computational 
catalogue of NR4A3 fusion gapmer designs”. It identifies the interpretation corrections in this submission and 
the relationship between its sequence record and the preceding computational archive.

Historical archive
The preceding analysis is archived at doi:10.5281/zenodo.22229096. This identifier refers to the published 
historical snapshot, not to the text of the present submission. The submission supplies a corrected sequence 
record as Supplementary File 1 and explains its interpretation here. The archive remains a source for 
computational code, per-design outputs and screen parameters; its superseded temperature-bound and model-
correspondence statements must be read with the corrections below.

Melting temperature interpretation
The sequence record retains the legacy field names predicted_tm_fusion_c and predicted_tm_best_parent_c so 
its numerical outputs remain reproducible. Both are nearest-neighbour calculations for an unmodified 
DNA:RNA hybrid, in degrees Celsius. They are not measurements or validated predictions for the proposed 
gapmers, which have locked-nucleic-acid wings and a phosphorothioate backbone. Those chemical effects are 
not included in the model.

Subtracting the two model fields gives 26.6 and 36.0 degrees Celsius for the named EWSR1 and TAF15 
reagents, respectively. The present Table 1 labels these values as model differences and removes the earlier 
lower-bound symbol. Neither a lower bound for the modified chemistry nor cancellation of modification effects 
has been established. Supplementary File 1 replaces the unsupported cancellation explanation with this 
limitation. Its sequence rows and numerical model outputs are unchanged from the repository source; the 
correction changes explanatory comments only.

Cell model correspondence
The reported NR4A3 exon-2 acceptor labels for the Zurich cell models do not by themselves establish their 
nucleotide junctions relative to this design panel. The present Table 1 therefore requires nucleotide-junction 
confirmation, consistent with the manuscript's discussion of coding-exon and transcript-exon numbering. The 
earlier categorical statement that these models match other designs is superseded. No cell model was obtained or 
sequenced in this work.

Reproduction and scope
The preserved 4 September release contains build_data.py and data-build-stamp.json. The script derives the 
corrected sequence record and tables from the named repository sources, checks that every non-comment CSV 
row is unchanged, and records SHA-256 hashes of its inputs and outputs. The upload manifest separately 
identifies the exact manuscript and submission files. These records document the revision; they do not replace 
the archived scientific computations or imply that an experiment was performed.



All sequences remain unsynthesised, untested research reagents, not for administration to any person or animal. 
No cleavage, potency, delivery, safety or therapeutic window was established. Experimental use requires 
confirmation of the test article's breakpoint at nucleotide resolution and the controls and limitations specified in 
the manuscript.

Journal presentation update
The Computational Biology and Chemistry package presents the completed computational work in numbered 
sections. The model-correspondence discussion is moved from Results to Discussion; proposed experimental 
evaluation remains unperformed. The title, abstract, highlights and graphical abstract summarize the same 
completed results. Sequence rows, numerical model outputs, table cell contents and the original scientific figure 
are unchanged from Qeios version 3. The historical archive limitations and the interpretation corrections 
described above remain in force. The current framing presents a conditional sequence-design catalogue; match 
classifications do not establish biological selectivity.
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		sequence		do_not_order		near_identical_design_with_a_different_verdict		length_nt		geometry		junction		also_tiled_at_junctions		gap_level_margin		mature_parent_duplex_through_gap_bp		mature_parent_duplex_gene		parent_paired_gap_dna_nt		parent_seam_hybrid_bp		pairs_a_wild_type_parent_through_the_gap		predicted_tm_fusion_c		predicted_tm_best_parent_c		role		clinical_tier

		# Fusion-junction ASO designs — the CANONICAL machine-readable record of every sequence this

		# deposit names. Generated by research/manuscripts/aso_sequence_manifest.py from the same

		# artifacts the submission tables are built from. Do not edit by hand. Encoding is UTF-8.

		#

		# ⛔ ORDER SAFETY. READ THE do_not_order VERDICT — in COLUMN 2		 beside the sequence it condemns —

		# BEFORE ORDERING ANY SEQUENCE IN THIS FILE. A verdict means the paper names that design as one

		# NOT to be carried forward. 257 of the 782 records carry one: 249 pair their whole catalytic gap

		# against a wild-type parent gene at the criterion below		 5 carry a sense-strand near-match in

		# parent precursor RNA that pairs the gap in full and touches intronic sequence		 and 3 pair the

		# patient's own un-rearranged NR4A3 allele at a non-canonical acceptor.

		#

		# ⛔ AND CHECK THE NEIGHBOUR BEFORE YOU ORDER. near_identical_design_with_a_different_verdict

		# names		 for each record		 the closest design in this file that carries the OPPOSITE verdict —

		# within two substitutions at the same length		 or one base slid. 295 of the 782 records have one		

		# and on 145 of them the record itself is orderable while its neighbour is condemned — 21 within

		# two substitutions and 124 a single base slid. A transcription error of one base can therefore

		# carry a reader from a design the paper keeps to one it condemns. An EMPTY cell here is a

		# computed negative — the comparison ran and found no such neighbour — not a missing reading.

		#

		# RESEARCH USE ONLY. NOT FOR ADMINISTRATION TO ANY PERSON OR ANIMAL. None of these is a medicine

		# or a candidate drug. None has been synthesised or tested by anyone. No efficacy and no safety

		# result is reported for any sequence here.

		#

		# HOW TO READ THIS FILE. The column header is line 1		 so pandas.read_csv(path) and a spreadsheet

		# import both find the columns without options. These # lines are prose; pandas.read_csv(path		

		# comment='#') drops them and returns the 782 data rows alone. Join by column NAME — the column

		# order is not an interface and has changed once already		 to put the verdict beside the sequence.

		#

		# THE PAPER. In silico		 nearly half of junction-spanning 5-6-5 gapmer designs across 38 modelled

		# NR4A3 fusion junctions of five extraskeletal myxoid chondrosarcoma partner genes pair a wild-

		# type parent gene over a ten-base-pair duplex through the catalytic gap		 and		 as an identity

		# between base counts		 a longer gap trades gap-level margin against parent-paired gap DNA

		#   Author: Tristan D. McRae. Manuscript date 2026-08-15 (front matter of fusion-junction-aso-

		#   research-article.md).

		#   This manuscript is a preprint. It has not been peer reviewed and has not been submitted to a

		#   journal.

		#   Archive: [doi:10.5281/zenodo.22229096]

		#   Repository: github.com/trimcrae/Rare-cancers. Version: this file is regenerated from the

		#   repository and carries no separate version of its own; the archived copy is the version at the

		#   DOI above.

		#

		# CHEMISTRY — THE FULL SPECIFICATION		 FROM SECTION 6 OF THE MANUSCRIPT. Ordering the bases without

		# these modifications gives a DIFFERENT MOLECULE about which nothing in the paper is true.

		# Sequences are written 5' to 3' as the ANTISENSE strand.

		#   Architecture: the geometry column gives the gapmer per record. 5-6-5 is a five-nucleotide

		#   locked wing		 a six-nucleotide DNA gap and a five-nucleotide locked wing; 5-8-5 and 5-10-5 are

		#   the same wings around gaps of eight and ten.

		#   Linkages: every internucleoside linkage is a phosphorothioate		 and the count is the record's

		#   own length minus one — 16-mer 15 linkages (208 records); 18-mer 17 linkages (250 records);

		#   20-mer 19 linkages (324 records).

		#     Section 6 states it for the 16-mer: Every one of the 15 internucleoside linkages is a

		#     phosphorothioate — wings and gap alike		 not the wing-only variant — and that backbone is

		#     specified as stereorandom		 the ordinary case: a 16-mer carries 15 chiral phosphorus centres

		#     and is made as a mixture.

		#   Bicycle: β-D-oxy-LNA. The bicycle is named because α-L-LNA		 2′-amino-LNA		 ENA and cEt are also

		#   sold as locked analogues and behave differently in a gapmer wing.

		#   Nucleobases: Nucleobase modification is specified here rather than left to a vendor default		

		#   because two suppliers filling the same base string with different conventions would ship two

		#   molecules: locked cytosines are 5-methylcytosine		 and the cytosines of the DNA gap are

		#   unmethylated 2′-deoxycytidine.

		#   Termini and salt: Termini are free 5′-hydroxyl and 3′-hydroxyl		 with no cap and no 5′

		#   phosphate		 and the sodium salt is intended.

		#   Not modelled: the free energies in the paper are computed for an unmodified DNA:RNA hybrid		

		#   and backbone stereochemistry is not modelled anywhere in this work.

		#

		# ⛔ THE TWO predicted_tm_* COLUMNS ARE NOT THE MELTING TEMPERATURE OF THE REAGENT YOU WOULD ORDER.

		# They are nearest-neighbour predictions for an UNMODIFIED DNA:RNA hybrid of the same sequence.

		# The reagents above carry β-D-oxy-LNA wings and a full phosphorothioate backbone		 both of which

		# shift duplex stability substantially		 and neither is modelled here. The article reports no

		# absolute melting point for exactly this reason.

		# These legacy column names denote unmodified DNA:RNA model outputs in degrees Celsius.

		# Their difference compares the fusion duplex with the more stable parent half-duplex.

		# LNA and phosphorothioate effects are not modelled; cancellation is not established.

		# Neither endpoint nor difference is a validated prediction or bound for the modified

		# reagent. Sequence rows and numerical model outputs are unchanged from the source.

		#

		# ⛔ THREE PARENT-DUPLEX COLUMNS		 AND THEY ARE NOT INTERCHANGEABLE. Join on the right one:

		#   mature_parent_duplex_through_gap_bp — a SEARCH over all six mature parent transcripts for a

		#   duplex spanning this design's whole catalytic gap		 with the gene it found in

		#   mature_parent_duplex_gene. 0 means the search found none. ⭐ This is the quantity the paper's

		#   tables print under 'longest mature-parent duplex through the gap'.

		#   parent_paired_gap_dna_nt — ARITHMETIC on the design's OWN seam: gap nucleotides one of its own

		#   two parents pairs by construction. Not a search result.

		#   parent_seam_hybrid_bp — that run plus the LNA wing beside it.

		# For the lead 16-mer the first and third both read 8		 from DIFFERENT genes		 so a wrong join looks

		# right on that design; they separate elsewhere. A blank in the last two means the source artifact

		# for that row does not compute the quantity — not that it is zero.

		#

		# ⛔ THREE STATES		 NOT TWO		 AND EVERY ONE OF THEM IS VISIBLE:

		#   CONDEMNED — do_not_order carries a reason and pairs_a_wild_type_parent_through_the_gap reads

		#   True		 or another screen condemned the row. 257 records.

		#   MEASURED AND UNDER THE CRITERION — do_not_order is empty and

		#   pairs_a_wild_type_parent_through_the_gap reads False		 from a duplex length in

		#   mature_parent_duplex_through_gap_bp. ⚠ THAT IS A READING AT ONE CUT		 10 base pairs		 AND NOT A

		#   CLEARANCE: of the 190 panel designs 175 pair a parent through the whole gap at 7 base pairs

		#   and 181 do so at 6		 the shortest cut measured in research/modalities/aso-parent-null.json.

		#   Nothing here is a reading at any other cut.

		#   NOT SCREENED — the three mature-parent columns all read not_screened. 10 records		 at the two

		#   NR4A3 intron-2 cryptic-exon seams		 whose source artifacts hold no parent-duplex length at all.

		#   The search never ran on them		 so there is no reading to be under or over the criterion. ⚠ THAT

		#   IS NOT THE SAME AS NO VERDICT: 1 of these 10 carries a do_not_order set by another screen		 and

		#   the remaining 9 carry none. An empty do_not_order on such a row means only that no OTHER

		#   screen condemned it		 and never that this one cleared it.

		#

		# `role` IS THE SELECTION COLUMN. `best available at this junction` marks the design the paper

		# itself carries there. Ranking on gap_level_margin is NOT the paper's rule: this file keys a row

		# to 43 distinct junctions		 42 of them carry a 5-6-5 register		 and over those 42 the rule returns

		# a do_not_order design at 8 — at 5 of which a clean register was available and the rule did not

		# pick it.

		#

		# ⛔ EXON NUMBERS IN `junction` ARE TRANSCRIPT EXON INDICES		 NOT CODING-EXON INDICES — counted from

		# the transcript 5' end		 including non-coding exons. The two conventions differ for TCF12		 TFG and

		# NR4A3		 and this is the axis an earlier version of this work was withdrawn on. Match a breakpoint

		# against these models: ENST00000397938 (EWSR1)		 ENST00000605844 (TAF15)		 ENST00000333725 (TCF12)		

		# ENST00000254108 (FUS)		 ENST00000240851 (TFG)		 ENST00000395097 (NR4A3)		 ENST00000325455 (PGR).

		#

		# `clinical_tier` grades whether a patient breakpoint is reported at that exon pair:

		# published_exon_resolved_breakpoint		 partner_published_this_exon_not_reported		 or

		# no_published_exon_resolved_breakpoint. It is written for the 16-mer panel and the non-canonical

		# seams only; a blank means the row's source does not grade it		 not that no breakpoint is

		# published.

		#

		# `junction` IS ONE JUNCTION		 NOT ALL OF THEM. Establish the target breakpoint by RNA sequencing

		# before ordering. 33 records here span more than one junction and each still has ONE row: 9 of

		# them are 16-mers		 which is why the 190 design records of the 5-6-5 panel are 176 distinct

		# molecules (9 molecules tiled at more than one junction account for the 14 extra records).

		# `also_tiled_at_junctions` carries the other junctions; search both columns before concluding

		# that a junction has no reagent.

		GGGCATCAACATAATC						16		5-6-5								6		TAF15						no						control (dinucleotide-preserving scramble)		

		GTATGTCATTGGCTGG						16		5-6-5								7		EWSR1						no						control (dinucleotide-preserving scramble)		

		ACGCAGGGCATATCTAGATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTAGATCA (a single-base slide; orderable)		20		5-10-5		EWSR1_e10__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTAGATCAAGA						20		5-10-5		EWSR1_e10__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTAGATCAAG						20		5-10-5		EWSR1_e10__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTAGATCA				ACGCAGGGCATATCTAGATC (a single-base slide; DO NOT ORDER)		20		5-10-5		EWSR1_e10__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTAGAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		EWSR1_e10__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTAGATCAA						20		5-10-5		EWSR1_e10__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTAGATCAAGATCT						20		5-10-5		EWSR1_e10__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTAGATCAAGATC						20		5-10-5		EWSR1_e10__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTAGATCAAGAT						20		5-10-5		EWSR1_e10__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTAGATCAA						18		5-8-5		EWSR1_e10__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTAGATCA				GCAGGGCATATCTAGATC (a single-base slide; DO NOT ORDER)		18		5-8-5		EWSR1_e10__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTAGAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		EWSR1_e10__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTAGATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTAGATCA (a single-base slide; orderable)		18		5-8-5		EWSR1_e10__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTAGATCAAGAT						18		5-8-5		EWSR1_e10__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTAGATCAAGA						18		5-8-5		EWSR1_e10__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTAGATCAAG						18		5-8-5		EWSR1_e10__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCTAGATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTAGATCA (a single-base slide; orderable)		16		5-6-5		EWSR1_e10__NR4A3_e3				2		11		NR4A3		4		9		True		55.8		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTAGAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		EWSR1_e10__NR4A3_e3				1		12		NR4A3		5		10		True		55.8		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTAGATCAAG						16		5-6-5		EWSR1_e10__NR4A3_e3				1		7		EWSR1		5		10		False		48.5		22.3		screened design		partner_published_this_exon_not_reported

		GGCATATCTAGATCAA						16		5-6-5		EWSR1_e10__NR4A3_e3				2		7		EWSR1		4		9		False		51.6		17.2		best available at this junction		partner_published_this_exon_not_reported

		GGGCATATCTAGATCA				AGGGCATATCTAGATC (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e10__NR4A3_e3				3		7		NR4A3		3		8		False		57.2		24.7		screened design		partner_published_this_exon_not_reported

		ATGAGGGCCTAGATCA						16		5-6-5		EWSR1_e10__NR4A3_intron2crypticExon				3		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		GAGGGCCTAGATCAAG						16		5-6-5		EWSR1_e10__NR4A3_intron2crypticExon				1		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		GATGAGGGCCTAGATC						16		5-6-5		EWSR1_e10__NR4A3_intron2crypticExon				2		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		TGAGGGCCTAGATCAA						16		5-6-5		EWSR1_e10__NR4A3_intron2crypticExon				2		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		TGATGAGGGCCTAGAT						16		5-6-5		EWSR1_e10__NR4A3_intron2crypticExon				1		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		ACGCAGGGCATATCATCAAA				ACGCAGGGCATATCTTCAAT (2 substitutions; DO NOT ORDER)		20		5-10-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		2		0				8		13		False						screened design		

		AGGGCATATCATCAAACCAT						20		5-10-5		EWSR1_e12__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCATCAAACCA						20		5-10-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		5		0				5		10		False						screened design		

		CGCAGGGCATATCATCAAAC						20		5-10-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		3		0				7		12		False						screened design		

		GACGCAGGGCATATCATCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCATCAAA (a single-base slide; orderable)		20		5-10-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCATCAAACC						20		5-10-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		4		0				6		11		False						screened design		

		GCATATCATCAAACCATTCC						20		5-10-5		EWSR1_e12__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCATCAAACCATTC						20		5-10-5		EWSR1_e12__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCATCAAACCATT						20		5-10-5		EWSR1_e12__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCATCAAACC						18		5-8-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		4		0				4		9		False						screened design		

		CAGGGCATATCATCAAAC						18		5-8-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		3		0				5		10		False						screened design		

		CGCAGGGCATATCATCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCATCAAA (a single-base slide; orderable)		18		5-8-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCATCAAA				GCAGGGCATATCTTCAAT (2 substitutions; DO NOT ORDER)		18		5-8-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		2		0				6		11		False						screened design		

		GCATATCATCAAACCATT						18		5-8-5		EWSR1_e12__NR4A3_e3				1		8		FUS		7		12		False						screened design		

		GGCATATCATCAAACCAT						18		5-8-5		EWSR1_e12__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCATCAAACCA						18		5-8-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		3		8		TFG		5		10		False						screened design		

		AGGGCATATCATCAAA				AGGGCATATCACCAAA (1 substitution; DO NOT ORDER)		16		5-6-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		2		7		TFG		4		9		False		50.9		29.9		screened design		published_exon_resolved_breakpoint

		CAGGGCATATCATCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCATCAAA (a single-base slide; orderable)		16		5-6-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		1		11		NR4A3		5		10		True		54.7		37.1		screened design		published_exon_resolved_breakpoint

		GCATATCATCAAACCA						16		5-6-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		1		8		FUS		5		10		False		51.6		30.3		screened design		published_exon_resolved_breakpoint

		GGCATATCATCAAACC						16		5-6-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		2		8		TFG		4		9		False		53.0		23.3		screened design		published_exon_resolved_breakpoint

		GGGCATATCATCAAAC						16		5-6-5		EWSR1_e12__NR4A3_e3		FUS_e10__NR4A3_e3; TAF15_e11__NR4A3_e3		3		8		TFG		3		8		False		51.3		24.7		best available at this junction		published_exon_resolved_breakpoint

		AGTGGGCTCTCCACGG				CAGTGGGCTCTCCACG (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e13__NR4A3_e2				3		8		EWSR1						False		71.0		33.4		best available at this junction		published_exon_resolved_breakpoint

		CAGTGGGCTCTCCACG		DO NOT ORDER — pairs its whole catalytic gap against the patient's own un-rearranged NR4A3 allele		AGTGGGCTCTCCACGG (a single-base slide; orderable)		16		5-6-5		EWSR1_e13__NR4A3_e2				2		8		NR4A3						False		69.3		41.1		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GCAGTGGGCTCTCCAC		DO NOT ORDER — pairs its whole catalytic gap against the patient's own un-rearranged NR4A3 allele				16		5-6-5		EWSR1_e13__NR4A3_e2				1		8		NR4A3						False		74.8		52.6		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GTGGGCTCTCCACGGA						16		5-6-5		EWSR1_e13__NR4A3_e2				2		8		EWSR1						False		72.3		39.8		non-canonical acceptor seam		published_exon_resolved_breakpoint

		TGGGCTCTCCACGGAG						16		5-6-5		EWSR1_e13__NR4A3_e2				1		8		EWSR1						False		68.6		42.9		non-canonical acceptor seam		published_exon_resolved_breakpoint

		ACGCAGGGCATATCTCCACG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCACCAGG (2 substitutions; orderable)		20		5-10-5		EWSR1_e13__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCCACGGAGT						20		5-10-5		EWSR1_e13__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCCACGGAG						20		5-10-5		EWSR1_e13__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCCACGG				ACGCAGGGCATATCTCCACG (a single-base slide; DO NOT ORDER)		20		5-10-5		EWSR1_e13__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTCCAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		EWSR1_e13__NR4A3_e3		FUS_e5__NR4A3_e3		1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTCCACGGA						20		5-10-5		EWSR1_e13__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCCACGGAGTGGT						20		5-10-5		EWSR1_e13__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTCCACGGAGTGG						20		5-10-5		EWSR1_e13__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTCCACGGAGTG						20		5-10-5		EWSR1_e13__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTCCACGGA						18		5-8-5		EWSR1_e13__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCCACGG				GCAGGGCATATCTCCACG (a single-base slide; DO NOT ORDER)		18		5-8-5		EWSR1_e13__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTCCAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		EWSR1_e13__NR4A3_e3		FUS_e5__NR4A3_e3		1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTCCACG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCACCAGG (2 substitutions; orderable)		18		5-8-5		EWSR1_e13__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCCACGGAGTG						18		5-8-5		EWSR1_e13__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTCCACGGAGT						18		5-8-5		EWSR1_e13__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTCCACGGAG						18		5-8-5		EWSR1_e13__NR4A3_e3				3		8		TCF12		5		10		False						screened design		

		AGGGCATATCTCCACG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCACCAGG (2 substitutions; orderable)		16		5-6-5		EWSR1_e13__NR4A3_e3				2		11		NR4A3		4		9		True		62.5		29.9		screened design		published_exon_resolved_breakpoint

		CAGGGCATATCTCCAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		EWSR1_e13__NR4A3_e3		FUS_e5__NR4A3_e3		1		12		NR4A3		5		10		True		63.5		37.1		screened design		published_exon_resolved_breakpoint

		GCATATCTCCACGGAG						16		5-6-5		EWSR1_e13__NR4A3_e3				1		8		TCF12		5		10		False		61.0		42.9		screened design		published_exon_resolved_breakpoint

		GGCATATCTCCACGGA						16		5-6-5		EWSR1_e13__NR4A3_e3				2		8		TCF12		4		9		False		63.8		39.8		screened design		published_exon_resolved_breakpoint

		GGGCATATCTCCACGG				AGGGCATATCTCCACG (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e13__NR4A3_e3				3		8		TCF12		3		8		False		65.3		33.4		best available at this junction		published_exon_resolved_breakpoint

		ACGCAGGGCATATCCGGGGG				GACGCAGGGCATATCCGGGG (a single-base slide; DO NOT ORDER)		20		5-10-5		EWSR1_e15__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCCGGGGGCGGA						20		5-10-5		EWSR1_e15__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCCGGGGGCGG						20		5-10-5		EWSR1_e15__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCCGGGGGC						20		5-10-5		EWSR1_e15__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCCGGGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCCGGGGG (a single-base slide; orderable)		20		5-10-5		EWSR1_e15__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCCGGGGGCG						20		5-10-5		EWSR1_e15__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCCGGGGGCGGAAAG						20		5-10-5		EWSR1_e15__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCCGGGGGCGGAAA						20		5-10-5		EWSR1_e15__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCCGGGGGCGGAA						20		5-10-5		EWSR1_e15__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCCGGGGGCG						18		5-8-5		EWSR1_e15__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCCGGGGGC						18		5-8-5		EWSR1_e15__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCCGGGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCCGGGGG (a single-base slide; orderable)		18		5-8-5		EWSR1_e15__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCCGGGGG				CGCAGGGCATATCCGGGG (a single-base slide; DO NOT ORDER)		18		5-8-5		EWSR1_e15__NR4A3_e3				2		8		EWSR1		6		11		False						screened design		

		GCATATCCGGGGGCGGAA						18		5-8-5		EWSR1_e15__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCCGGGGGCGGA						18		5-8-5		EWSR1_e15__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCCGGGGGCGG						18		5-8-5		EWSR1_e15__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCCGGGGG				CAGGGCATATCCGGGG (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e15__NR4A3_e3				2		8		EWSR1		4		9		False		68.5		35.5		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCCGGGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCCGGGGG (a single-base slide; orderable)		16		5-6-5		EWSR1_e15__NR4A3_e3				1		11		NR4A3		5		10		True		66.9		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCCGGGGGCGG						16		5-6-5		EWSR1_e15__NR4A3_e3				1		6		NR4A3		5		10		False		70.2		57.9		screened design		partner_published_this_exon_not_reported

		GGCATATCCGGGGGCG				GGCATATCCGTGGACG (2 substitutions; DO NOT ORDER)		16		5-6-5		EWSR1_e15__NR4A3_e3				2		0				4		9		False		70.2		51.9		screened design		partner_published_this_exon_not_reported

		GGGCATATCCGGGGGC						16		5-6-5		EWSR1_e15__NR4A3_e3				3		0				3		8		False		73.2		47.5		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCCGTGGA				GACGCAGGGCATATCCGTGG (a single-base slide; DO NOT ORDER)		20		5-10-5		EWSR1_e1__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCCGTGGACGCC						20		5-10-5		EWSR1_e1__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCCGTGGACGC						20		5-10-5		EWSR1_e1__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCCGTGGAC						20		5-10-5		EWSR1_e1__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCCGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCCGTGGA (a single-base slide; orderable)		20		5-10-5		EWSR1_e1__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCCGTGGACG						20		5-10-5		EWSR1_e1__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCCGTGGACGCCATT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		EWSR1_e1__NR4A3_e3				1		16		EWSR1		9		14		True						screened design		

		GGCATATCCGTGGACGCCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCCGTGGACGCCA (a single-base slide; orderable)		20		5-10-5		EWSR1_e1__NR4A3_e3				2		15		EWSR1		8		13		True						screened design		

		GGGCATATCCGTGGACGCCA				GGCATATCCGTGGACGCCAT (a single-base slide; DO NOT ORDER)		20		5-10-5		EWSR1_e1__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCCGTGGACG						18		5-8-5		EWSR1_e1__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCCGTGGAC						18		5-8-5		EWSR1_e1__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCCGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCCGTGGA (a single-base slide; orderable)		18		5-8-5		EWSR1_e1__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCCGTGGA				CGCAGGGCATATCCGTGG (a single-base slide; DO NOT ORDER)		18		5-8-5		EWSR1_e1__NR4A3_e3				2		8		EWSR1		6		11		False						screened design		

		GCATATCCGTGGACGCCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		EWSR1_e1__NR4A3_e3				1		14		EWSR1		7		12		True						screened design		

		GGCATATCCGTGGACGCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCCGTGGACGC (a single-base slide; orderable)		18		5-8-5		EWSR1_e1__NR4A3_e3				2		13		EWSR1		6		11		True						screened design		

		GGGCATATCCGTGGACGC				GGCATATCCGTGGACGCC (a single-base slide; DO NOT ORDER)		18		5-8-5		EWSR1_e1__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCCGTGGA				CAGGGCATATCCGTGG (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e1__NR4A3_e3				2		8		EWSR1		4		9		False		64.6		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCCGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCCGTGGA (a single-base slide; orderable)		16		5-6-5		EWSR1_e1__NR4A3_e3				1		11		NR4A3		5		10		True		64.4		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCCGTGGACGC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		EWSR1_e1__NR4A3_e3				1		12		EWSR1		5		10		True		64.2		48.7		screened design		partner_published_this_exon_not_reported

		GGCATATCCGTGGACG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCCGGGGGCG (2 substitutions; orderable)		16		5-6-5		EWSR1_e1__NR4A3_e3				2		11		EWSR1		4		9		True		62.4		39.4		screened design		partner_published_this_exon_not_reported

		GGGCATATCCGTGGAC				GGCATATCCGTGGACG (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e1__NR4A3_e3				3		0				3		8		False		65.0		32.3		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCAGTGGG				ACGCAGGGCATATCTGTGAG (2 substitutions; DO NOT ORDER)		20		5-10-5		EWSR1_e4__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCAGTGGGAGGC						20		5-10-5		EWSR1_e4__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCAGTGGGAGG						20		5-10-5		EWSR1_e4__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCAGTGGGA				CGCAGGGCATATCTGTGAGA (2 substitutions; DO NOT ORDER)		20		5-10-5		EWSR1_e4__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCAGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCAGTGGG (a single-base slide; orderable)		20		5-10-5		EWSR1_e4__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCAGTGGGAG						20		5-10-5		EWSR1_e4__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCAGTGGGAGGCTGT						20		5-10-5		EWSR1_e4__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCAGTGGGAGGCTG						20		5-10-5		EWSR1_e4__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCAGTGGGAGGCT						20		5-10-5		EWSR1_e4__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCAGTGGGAG						18		5-8-5		EWSR1_e4__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCAGTGGGA				CAGGGCATATCTGTGAGA (2 substitutions; DO NOT ORDER)		18		5-8-5		EWSR1_e4__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCAGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCAGTGGG (a single-base slide; orderable)		18		5-8-5		EWSR1_e4__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCAGTGGG				GCAGGGCATATCTGTGAG (2 substitutions; DO NOT ORDER)		18		5-8-5		EWSR1_e4__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCAGTGGGAGGCT						18		5-8-5		EWSR1_e4__NR4A3_e3				1		9		EWSR1		7		12		False						screened design		

		GGCATATCAGTGGGAGGC						18		5-8-5		EWSR1_e4__NR4A3_e3				2		9		EWSR1		6		11		False						screened design		

		GGGCATATCAGTGGGAGG						18		5-8-5		EWSR1_e4__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCAGTGGG				AGGGCATATCTGTGAG (2 substitutions; DO NOT ORDER)		16		5-6-5		EWSR1_e4__NR4A3_e3				2		6		NR4A3		4		9		False		62.8		29.9		best available at this junction		partner_published_this_exon_not_reported

		CAGGGCATATCAGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCAGTGGG (a single-base slide; orderable)		16		5-6-5		EWSR1_e4__NR4A3_e3				1		11		NR4A3		5		10		True		61.0		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCAGTGGGAGG						16		5-6-5		EWSR1_e4__NR4A3_e3				1		9		EWSR1		5		10		False		61.1		40.6		screened design		partner_published_this_exon_not_reported

		GGCATATCAGTGGGAG						16		5-6-5		EWSR1_e4__NR4A3_e3				2		9		EWSR1		4		9		False		61.1		31.0		screened design		partner_published_this_exon_not_reported

		GGGCATATCAGTGGGA				GGGCATATCTGTGAGA (2 substitutions; DO NOT ORDER)		16		5-6-5		EWSR1_e4__NR4A3_e3				3		7		TFG		3		8		False		64.2		25.8		screened design		partner_published_this_exon_not_reported

		AGTGGGCTTCTGCTGC						16		5-6-5		EWSR1_e7__NR4A3_e2				3		8		TAF15						False		72.4		33.0		non-canonical acceptor seam		published_exon_resolved_breakpoint

		CAGTGGGCTTCTGCTG				GCAGTGGGCTTCTGCT (a single-base slide; DO NOT ORDER)		16		5-6-5		EWSR1_e7__NR4A3_e2				2		8		TAF15						False		68.2		41.1		best available at this junction		published_exon_resolved_breakpoint

		GCAGTGGGCTTCTGCT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGTGGGCTTCTGCTG (a single-base slide; orderable)		16		5-6-5		EWSR1_e7__NR4A3_e2				1		11		NR4A3						True		74.1		52.6		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GTGGGCTTCTGCTGCC						16		5-6-5		EWSR1_e7__NR4A3_e2				2		8		TAF15						False		76.8		44.9		non-canonical acceptor seam		published_exon_resolved_breakpoint

		TGGGCTTCTGCTGCCC						16		5-6-5		EWSR1_e7__NR4A3_e2				1		8		EWSR1						False		76.9		55.7		non-canonical acceptor seam		published_exon_resolved_breakpoint

		ACGCAGGGCATATTCTGCTG						20		5-10-5		EWSR1_e7__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATTCTGCTGCCCG						20		5-10-5		EWSR1_e7__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATTCTGCTGCCC						20		5-10-5		EWSR1_e7__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATTCTGCTGC						20		5-10-5		EWSR1_e7__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATTCTGCT						20		5-10-5		EWSR1_e7__NR4A3_e3				1		0				9		14		False						screened design		

		GCAGGGCATATTCTGCTGCC						20		5-10-5		EWSR1_e7__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATTCTGCTGCCCGTAG						20		5-10-5		EWSR1_e7__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATTCTGCTGCCCGTA						20		5-10-5		EWSR1_e7__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATTCTGCTGCCCGT						20		5-10-5		EWSR1_e7__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATTCTGCTGCC						18		5-8-5		EWSR1_e7__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATTCTGCTGC						18		5-8-5		EWSR1_e7__NR4A3_e3				3		8		FUS		5		10		False						screened design		

		CGCAGGGCATATTCTGCT						18		5-8-5		EWSR1_e7__NR4A3_e3				1		0				7		12		False						screened design		

		GCAGGGCATATTCTGCTG						18		5-8-5		EWSR1_e7__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATTCTGCTGCCCGT						18		5-8-5		EWSR1_e7__NR4A3_e3				1		8		EWSR1		7		12		False						screened design		

		GGCATATTCTGCTGCCCG						18		5-8-5		EWSR1_e7__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATTCTGCTGCCC						18		5-8-5		EWSR1_e7__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATTCTGCTG						16		5-6-5		EWSR1_e7__NR4A3_e3				2		8		FUS		4		9		False		60.9		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATTCTGCT						16		5-6-5		EWSR1_e7__NR4A3_e3				1		8		FUS		5		10		False		62.6		37.1		best available at this junction		partner_published_this_exon_not_reported

		GCATATTCTGCTGCCC						16		5-6-5		EWSR1_e7__NR4A3_e3				1		8		EWSR1		5		10		False		68.9		55.7		screened design		partner_published_this_exon_not_reported

		GGCATATTCTGCTGCC						16		5-6-5		EWSR1_e7__NR4A3_e3				2		6		NR4A3		4		9		False		67.5		44.9		screened design		partner_published_this_exon_not_reported

		GGGCATATTCTGCTGC						16		5-6-5		EWSR1_e7__NR4A3_e3				3		8		FUS		3		8		False		66.0		30.5		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCACCAGG				ACGCAGGGCATATCTCCACG (2 substitutions; DO NOT ORDER)		20		5-10-5		EWSR1_e9__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCACCAGGCTTA						20		5-10-5		EWSR1_e9__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCACCAGGCTT						20		5-10-5		EWSR1_e9__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCACCAGGC						20		5-10-5		EWSR1_e9__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCACCAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCACCAGG (a single-base slide; orderable)		20		5-10-5		EWSR1_e9__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCACCAGGCT						20		5-10-5		EWSR1_e9__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCACCAGGCTTATTG						20		5-10-5		EWSR1_e9__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCACCAGGCTTATT						20		5-10-5		EWSR1_e9__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCACCAGGCTTAT						20		5-10-5		EWSR1_e9__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCACCAGGCT						18		5-8-5		EWSR1_e9__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCACCAGGC						18		5-8-5		EWSR1_e9__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCACCAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCACCAGG (a single-base slide; orderable)		18		5-8-5		EWSR1_e9__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCACCAGG				GCAGGGCATATCTCCACG (2 substitutions; DO NOT ORDER)		18		5-8-5		EWSR1_e9__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCACCAGGCTTAT						18		5-8-5		EWSR1_e9__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCACCAGGCTTA						18		5-8-5		EWSR1_e9__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCACCAGGCTT						18		5-8-5		EWSR1_e9__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCACCAGG				AGGGCATATCACCAAA (2 substitutions; DO NOT ORDER)		16		5-6-5		EWSR1_e9__NR4A3_e3				2		7		TCF12		4		9		False		62.7		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCACCAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCACCAGG (a single-base slide; orderable)		16		5-6-5		EWSR1_e9__NR4A3_e3				1		11		NR4A3		5		10		True		61.1		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCACCAGGCTT						16		5-6-5		EWSR1_e9__NR4A3_e3				1		7		EWSR1		5		10		False		64.1		46.4		screened design		partner_published_this_exon_not_reported

		GGCATATCACCAGGCT						16		5-6-5		EWSR1_e9__NR4A3_e3				2		7		EWSR1		4		9		False		66.8		42.9		best available at this junction		partner_published_this_exon_not_reported

		GGGCATATCACCAGGC						16		5-6-5		EWSR1_e9__NR4A3_e3				3		7		TCF12		3		8		False		67.6		34.8		screened design		partner_published_this_exon_not_reported

		AGGGCATATCATCAAACCAG						20		5-10-5		FUS_e10__NR4A3_e3		TAF15_e11__NR4A3_e3		4		0				6		11		False						screened design		

		GCATATCATCAAACCAGTCA						20		5-10-5		FUS_e10__NR4A3_e3		TAF15_e11__NR4A3_e3		1		0				9		14		False						screened design		

		GGCATATCATCAAACCAGTC						20		5-10-5		FUS_e10__NR4A3_e3		TAF15_e11__NR4A3_e3		2		0				8		13		False						screened design		

		GGGCATATCATCAAACCAGT						20		5-10-5		FUS_e10__NR4A3_e3		TAF15_e11__NR4A3_e3		3		0				7		12		False						screened design		

		GCATATCATCAAACCAGT						18		5-8-5		FUS_e10__NR4A3_e3		TAF15_e11__NR4A3_e3		1		8		FUS		7		12		False						screened design		

		GGCATATCATCAAACCAG						18		5-8-5		FUS_e10__NR4A3_e3		TAF15_e11__NR4A3_e3		2		0				6		11		False						screened design		

		ACGCAGGGCATATCTCCTCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTCCTCGC (a single-base slide; orderable)		20		5-10-5		FUS_e11__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCCTCGCCCT						20		5-10-5		FUS_e11__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCCTCGCCC						20		5-10-5		FUS_e11__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCCTCGC				ACGCAGGGCATATCTCCTCG (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e11__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTCCTC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		FUS_e11__NR4A3_e3		TAF15_e14__NR4A3_e3		1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTCCTCGCC						20		5-10-5		FUS_e11__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCCTCGCCCTCGG						20		5-10-5		FUS_e11__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTCCTCGCCCTCG						20		5-10-5		FUS_e11__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTCCTCGCCCTC						20		5-10-5		FUS_e11__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTCCTCGCC						18		5-8-5		FUS_e11__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCCTCGC				GCAGGGCATATCTCCTCG (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e11__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTCCTC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		FUS_e11__NR4A3_e3		TAF15_e14__NR4A3_e3		1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTCCTCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTCCTCGC (a single-base slide; orderable)		18		5-8-5		FUS_e11__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCCTCGCCCTC						18		5-8-5		FUS_e11__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTCCTCGCCCT						18		5-8-5		FUS_e11__NR4A3_e3				2		9		EWSR1		6		11		False						screened design		

		GGGCATATCTCCTCGCCC						18		5-8-5		FUS_e11__NR4A3_e3				3		9		EWSR1		5		10		False						screened design		

		AGGGCATATCTCCTCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTCCTCGC (a single-base slide; orderable)		16		5-6-5		FUS_e11__NR4A3_e3				2		11		NR4A3		4		9		True		64.4		29.9		screened design		no_published_exon_resolved_breakpoint

		CAGGGCATATCTCCTC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		FUS_e11__NR4A3_e3		TAF15_e14__NR4A3_e3		1		12		NR4A3		5		10		True		65.6		37.1		screened design		no_published_exon_resolved_breakpoint

		GCATATCTCCTCGCCC						16		5-6-5		FUS_e11__NR4A3_e3				1		9		EWSR1		5		10		False		71.9		59.2		screened design		no_published_exon_resolved_breakpoint

		GGCATATCTCCTCGCC						16		5-6-5		FUS_e11__NR4A3_e3				2		9		EWSR1		4		9		False		70.7		50.1		screened design		no_published_exon_resolved_breakpoint

		GGGCATATCTCCTCGC				GGGCATATCTCCTCCT (2 substitutions; DO NOT ORDER)		16		5-6-5		FUS_e11__NR4A3_e3				3		9		EWSR1		3		8		False		69.3		38.0		best available at this junction		no_published_exon_resolved_breakpoint

		ACGCAGGGCATATCCATGTG				GACGCAGGGCATATCCATGT (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e13__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCCATGTGAGAG						20		5-10-5		FUS_e13__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCCATGTGAGA						20		5-10-5		FUS_e13__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCCATGTGA						20		5-10-5		FUS_e13__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCCATGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCCATGTG (a single-base slide; orderable)		20		5-10-5		FUS_e13__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCCATGTGAG						20		5-10-5		FUS_e13__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCCATGTGAGAGCCA						20		5-10-5		FUS_e13__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCCATGTGAGAGCC						20		5-10-5		FUS_e13__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCCATGTGAGAGC						20		5-10-5		FUS_e13__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCCATGTGAG						18		5-8-5		FUS_e13__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCCATGTGA						18		5-8-5		FUS_e13__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCCATGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCCATGTG (a single-base slide; orderable)		18		5-8-5		FUS_e13__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCCATGTG				CGCAGGGCATATCCATGT (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e13__NR4A3_e3				2		8		EWSR1		6		11		False						screened design		

		GCATATCCATGTGAGAGC						18		5-8-5		FUS_e13__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCCATGTGAGAG						18		5-8-5		FUS_e13__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCCATGTGAGA						18		5-8-5		FUS_e13__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCCATGTG				CAGGGCATATCCATGT (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e13__NR4A3_e3				2		8		EWSR1		4		9		False		60.7		29.9		screened design		no_published_exon_resolved_breakpoint

		CAGGGCATATCCATGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCCATGTG (a single-base slide; orderable)		16		5-6-5		FUS_e13__NR4A3_e3				1		11		NR4A3		5		10		True		62.3		37.1		screened design		no_published_exon_resolved_breakpoint

		GCATATCCATGTGAGA						16		5-6-5		FUS_e13__NR4A3_e3				1		7		EWSR1		5		10		False		57.5		36.3		screened design		no_published_exon_resolved_breakpoint

		GGCATATCCATGTGAG						16		5-6-5		FUS_e13__NR4A3_e3				2		7		EWSR1		4		9		False		59.1		29.7		screened design		no_published_exon_resolved_breakpoint

		GGGCATATCCATGTGA						16		5-6-5		FUS_e13__NR4A3_e3				3		7		EWSR1		3		8		False		62.0		24.7		best available at this junction		no_published_exon_resolved_breakpoint

		ACGCAGGGCATATCGTTTGA				GACGCAGGGCATATCGTTTG (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e1__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCGTTTGAGGCC						20		5-10-5		FUS_e1__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCGTTTGAGGC						20		5-10-5		FUS_e1__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCGTTTGAG						20		5-10-5		FUS_e1__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCGTTTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCGTTTGA (a single-base slide; orderable)		20		5-10-5		FUS_e1__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCGTTTGAGG						20		5-10-5		FUS_e1__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCGTTTGAGGCCATG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		FUS_e1__NR4A3_e3				1		16		FUS		9		14		True						screened design		

		GGCATATCGTTTGAGGCCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCGTTTGAGGCCA (a single-base slide; orderable)		20		5-10-5		FUS_e1__NR4A3_e3				2		15		FUS		8		13		True						screened design		

		GGGCATATCGTTTGAGGCCA				GGCATATCGTTTGAGGCCAT (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e1__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCGTTTGAGG						18		5-8-5		FUS_e1__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCGTTTGAG						18		5-8-5		FUS_e1__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCGTTTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCGTTTGA (a single-base slide; orderable)		18		5-8-5		FUS_e1__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCGTTTGA				CGCAGGGCATATCGTTTG (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e1__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCGTTTGAGGCCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		FUS_e1__NR4A3_e3				1		14		FUS		7		12		True						screened design		

		GGCATATCGTTTGAGGCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCGTTTGAGGC (a single-base slide; orderable)		18		5-8-5		FUS_e1__NR4A3_e3				2		13		FUS		6		11		True						screened design		

		GGGCATATCGTTTGAGGC				GGCATATCGTTTGAGGCC (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e1__NR4A3_e3				3		8		TCF12		5		10		False						screened design		

		AGGGCATATCGTTTGA				CAGGGCATATCGTTTG (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e1__NR4A3_e3				2		0				4		9		False		57.6		29.9		screened design		no_published_exon_resolved_breakpoint

		CAGGGCATATCGTTTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCGTTTGA (a single-base slide; orderable)		16		5-6-5		FUS_e1__NR4A3_e3				1		11		NR4A3		5		10		True		57.6		37.1		screened design		no_published_exon_resolved_breakpoint

		GCATATCGTTTGAGGC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		FUS_e1__NR4A3_e3				1		12		FUS		5		10		True		59.5		39.2		screened design		no_published_exon_resolved_breakpoint

		GGCATATCGTTTGAGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCGTTTGAG (a single-base slide; orderable)		16		5-6-5		FUS_e1__NR4A3_e3				2		11		FUS		4		9		True		57.6		27.8		screened design		no_published_exon_resolved_breakpoint

		GGGCATATCGTTTGAG				GGCATATCGTTTGAGG (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e1__NR4A3_e3				3		8		TCF12		3		8		False		57.6		24.7		best available at this junction		no_published_exon_resolved_breakpoint

		ACGCAGGGCATATTGTTCTG						20		5-10-5		FUS_e3__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATTGTTCTGGCTC						20		5-10-5		FUS_e3__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATTGTTCTGGCT						20		5-10-5		FUS_e3__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATTGTTCTGG						20		5-10-5		FUS_e3__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATTGTTCT						20		5-10-5		FUS_e3__NR4A3_e3				1		0				9		14		False						screened design		

		GCAGGGCATATTGTTCTGGC						20		5-10-5		FUS_e3__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATTGTTCTGGCTCTGG						20		5-10-5		FUS_e3__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATTGTTCTGGCTCTG						20		5-10-5		FUS_e3__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATTGTTCTGGCTCT						20		5-10-5		FUS_e3__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATTGTTCTGGC						18		5-8-5		FUS_e3__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATTGTTCTGG						18		5-8-5		FUS_e3__NR4A3_e3				3		8		TCF12		5		10		False						screened design		

		CGCAGGGCATATTGTTCT						18		5-8-5		FUS_e3__NR4A3_e3				1		0				7		12		False						screened design		

		GCAGGGCATATTGTTCTG						18		5-8-5		FUS_e3__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATTGTTCTGGCTCT						18		5-8-5		FUS_e3__NR4A3_e3				1		8		TCF12		7		12		False						screened design		

		GGCATATTGTTCTGGCTC						18		5-8-5		FUS_e3__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATTGTTCTGGCT						18		5-8-5		FUS_e3__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATTGTTCTG						16		5-6-5		FUS_e3__NR4A3_e3				2		8		TCF12		4		9		False		57.5		29.9		screened design		no_published_exon_resolved_breakpoint

		CAGGGCATATTGTTCT						16		5-6-5		FUS_e3__NR4A3_e3				1		8		TCF12		5		10		False		59.2		37.1		screened design		no_published_exon_resolved_breakpoint

		GCATATTGTTCTGGCT						16		5-6-5		FUS_e3__NR4A3_e3				1		8		TCF12		5		10		False		61.8		42.8		screened design		no_published_exon_resolved_breakpoint

		GGCATATTGTTCTGGC						16		5-6-5		FUS_e3__NR4A3_e3				2		7		NR4A3		4		9		False		62.6		34.5		best available at this junction		no_published_exon_resolved_breakpoint

		GGGCATATTGTTCTGG						16		5-6-5		FUS_e3__NR4A3_e3				3		8		TCF12		3		8		False		60.6		24.7		screened design		no_published_exon_resolved_breakpoint

		ACGCAGGGCATATCTCCACC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTCCACCT (a single-base slide; orderable)		20		5-10-5		FUS_e5__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCCACCTCCA						20		5-10-5		FUS_e5__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCCACCTCC						20		5-10-5		FUS_e5__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCCACCT				ACGCAGGGCATATCTCCACC (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e5__NR4A3_e3				3		0				7		12		False						screened design		

		GCAGGGCATATCTCCACCTC						20		5-10-5		FUS_e5__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCCACCTCCACCT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCCACCTCCACC (a single-base slide; orderable)		20		5-10-5		FUS_e5__NR4A3_e3				1		10		TAF15		9		14		True						screened design		

		GGCATATCTCCACCTCCACC				GCATATCTCCACCTCCACCT (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e5__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTCCACCTCCAC						20		5-10-5		FUS_e5__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTCCACCTC						18		5-8-5		FUS_e5__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCCACCT				GCAGGGCATATCTCCACC (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e5__NR4A3_e3				3		0				5		10		False						screened design		

		GCAGGGCATATCTCCACC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTCCACCT (a single-base slide; orderable)		18		5-8-5		FUS_e5__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCCACCTCCAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCCACCTCCA (a single-base slide; orderable)		18		5-8-5		FUS_e5__NR4A3_e3				1		10		TAF15		7		12		True						screened design		

		GGCATATCTCCACCTCCA				GCATATCTCCACCTCCAC (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e5__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTCCACCTCC						18		5-8-5		FUS_e5__NR4A3_e3				3		8		TCF12		5		10		False						screened design		

		AGGGCATATCTCCACC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTCCACCT (a single-base slide; orderable)		16		5-6-5		FUS_e5__NR4A3_e3				2		11		NR4A3		4		9		True		66.6		29.9		screened design		no_published_exon_resolved_breakpoint

		GCATATCTCCACCTCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCCACCTC (a single-base slide; orderable)		16		5-6-5		FUS_e5__NR4A3_e3				1		10		TAF15		5		10		True		68.8		53.9		screened design		

		GGCATATCTCCACCTC				GGCATATCTCCTCCTG (2 substitutions; DO NOT ORDER)		16		5-6-5		FUS_e5__NR4A3_e3				2		8		TCF12		4		9		False		67.5		43.3		screened design		no_published_exon_resolved_breakpoint

		GGGCATATCTCCACCT				GGGCATATCTCCTCCT (1 substitution; DO NOT ORDER)		16		5-6-5		FUS_e5__NR4A3_e3				3		8		TCF12		3		8		False		68.7		37.5		best available at this junction		no_published_exon_resolved_breakpoint

		ACGCAGGGCATATCACCAAA				GACGCAGGGCATATCACCAA (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e7__NR4A3_e3		TAF15_e8__NR4A3_e3		2		0				8		13		False						screened design		

		AGGGCATATCACCAAATTTA						20		5-10-5		FUS_e7__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCACCAAATTT						20		5-10-5		FUS_e7__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCACCAAAT						20		5-10-5		FUS_e7__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCACCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCACCAAA (a single-base slide; orderable)		20		5-10-5		FUS_e7__NR4A3_e3		TAF15_e8__NR4A3_e3		1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCACCAAATT						20		5-10-5		FUS_e7__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCACCAAATTTATTG						20		5-10-5		FUS_e7__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCACCAAATTTATT						20		5-10-5		FUS_e7__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCACCAAATTTAT						20		5-10-5		FUS_e7__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCACCAAATT						18		5-8-5		FUS_e7__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCACCAAAT						18		5-8-5		FUS_e7__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCACCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCACCAAA (a single-base slide; orderable)		18		5-8-5		FUS_e7__NR4A3_e3		TAF15_e8__NR4A3_e3		1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCACCAAA				CGCAGGGCATATCACCAA (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e7__NR4A3_e3		TAF15_e8__NR4A3_e3		2		0				6		11		False						screened design		

		GCATATCACCAAATTTAT						18		5-8-5		FUS_e7__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCACCAAATTTA						18		5-8-5		FUS_e7__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCACCAAATTT						18		5-8-5		FUS_e7__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCACCAAA		DO NOT ORDER — carries a sense-strand near-match in parent precursor RNA that pairs its whole catalytic gap and touches intronic sequence, which no screen over mature transcripts can see		AGGGCATATCATCAAA (1 substitution; orderable)		16		5-6-5		FUS_e7__NR4A3_e3		TAF15_e8__NR4A3_e3		2		7		TCF12		4		9		False		54.7		29.9		screened design		no_published_exon_resolved_breakpoint

		CAGGGCATATCACCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		FUS_e7__NR4A3_e3		TAF15_e8__NR4A3_e3		1		11		NR4A3		5		10		True		58.4		37.1		screened design		no_published_exon_resolved_breakpoint

		GCATATCACCAAATTT		DO NOT ORDER — carries a sense-strand near-match in parent precursor RNA that pairs its whole catalytic gap and touches intronic sequence, which no screen over mature transcripts can see		GCATATCACCAAAATT (1 substitution; orderable)		16		5-6-5		FUS_e7__NR4A3_e3				1		7		EWSR1		5		10		False		49.4		27.2		screened design		no_published_exon_resolved_breakpoint

		GGCATATCACCAAATT				GCATATCACCAAATTT (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e7__NR4A3_e3				2		7		EWSR1		4		9		False		51.9		22.6		best available at this junction		no_published_exon_resolved_breakpoint

		GGGCATATCACCAAAT				AGGGCATATCACCAAA (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e7__NR4A3_e3				3		7		TCF12		3		8		False		54.5		24.7		screened design		no_published_exon_resolved_breakpoint

		ACGCAGGGCATATCGGAGTC				GACGCAGGGCATATCGGAGT (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e8__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCGGAGTCATGA						20		5-10-5		FUS_e8__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCGGAGTCATG						20		5-10-5		FUS_e8__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCGGAGTCA						20		5-10-5		FUS_e8__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCGGAGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCGGAGTC (a single-base slide; orderable)		20		5-10-5		FUS_e8__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCGGAGTCAT						20		5-10-5		FUS_e8__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCGGAGTCATGACGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCGGAGTCATGACG (a single-base slide; orderable)		20		5-10-5		FUS_e8__NR4A3_e3				1		15		FUS		9		14		True						screened design		

		GGCATATCGGAGTCATGACG				GCATATCGGAGTCATGACGT (a single-base slide; DO NOT ORDER)		20		5-10-5		FUS_e8__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCGGAGTCATGAC						20		5-10-5		FUS_e8__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCGGAGTCAT						18		5-8-5		FUS_e8__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCGGAGTCA						18		5-8-5		FUS_e8__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCGGAGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCGGAGTC (a single-base slide; orderable)		18		5-8-5		FUS_e8__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCGGAGTC				CGCAGGGCATATCGGAGT (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e8__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCGGAGTCATGAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCGGAGTCATGA (a single-base slide; orderable)		18		5-8-5		FUS_e8__NR4A3_e3				1		13		FUS		7		12		True						screened design		

		GGCATATCGGAGTCATGA				GCATATCGGAGTCATGAC (a single-base slide; DO NOT ORDER)		18		5-8-5		FUS_e8__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCGGAGTCATG						18		5-8-5		FUS_e8__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCGGAGTC				CAGGGCATATCGGAGT (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e8__NR4A3_e3				2		0				4		9		False		62.1		29.9		best available at this junction		no_published_exon_resolved_breakpoint

		CAGGGCATATCGGAGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCGGAGTC (a single-base slide; orderable)		16		5-6-5		FUS_e8__NR4A3_e3				1		11		NR4A3		5		10		True		61.9		37.1		screened design		no_published_exon_resolved_breakpoint

		GCATATCGGAGTCATG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCGGAGTCAT (a single-base slide; orderable)		16		5-6-5		FUS_e8__NR4A3_e3				1		11		FUS		5		10		True		56.8		35.6		screened design		no_published_exon_resolved_breakpoint

		GGCATATCGGAGTCAT				GCATATCGGAGTCATG (a single-base slide; DO NOT ORDER)		16		5-6-5		FUS_e8__NR4A3_e3				2		0				4		9		False		60.1		31.4		screened design		no_published_exon_resolved_breakpoint

		GGGCATATCGGAGTCA						16		5-6-5		FUS_e8__NR4A3_e3				3		0				3		8		False		63.4		26.4		screened design		no_published_exon_resolved_breakpoint

		AGTGGGCTCTTCCATT						16		5-6-5		PGR_e2__NR4A3_e2				3		9		NR4A3						False		67.8		33.0		best available at this junction		published_exon_resolved_breakpoint

		CAGTGGGCTCTTCCAT						16		5-6-5		PGR_e2__NR4A3_e2				2		9		NR4A3						False		68.8		41.1		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GCAGTGGGCTCTTCCA						16		5-6-5		PGR_e2__NR4A3_e2				1		9		NR4A3						False		74.5		52.6		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GTGGGCTCTTCCATTG						16		5-6-5		PGR_e2__NR4A3_e2				2		9		TAF15						False		67.3		28.7		non-canonical acceptor seam		published_exon_resolved_breakpoint

		TGGGCTCTTCCATTGC						16		5-6-5		PGR_e2__NR4A3_e2				1		9		TAF15						False		68.6		40.2		non-canonical acceptor seam		published_exon_resolved_breakpoint

		ACGCAGGGCATATCTCGCCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTCGCCGC (a single-base slide; orderable)		20		5-10-5		TAF15_e12__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCGCCGCCCA						20		5-10-5		TAF15_e12__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCGCCGCCC						20		5-10-5		TAF15_e12__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCGCCGC				ACGCAGGGCATATCTCGCCG (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e12__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTCGCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e12__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTCGCCGCC						20		5-10-5		TAF15_e12__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCGCCGCCCACCT						20		5-10-5		TAF15_e12__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTCGCCGCCCACC						20		5-10-5		TAF15_e12__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTCGCCGCCCAC						20		5-10-5		TAF15_e12__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTCGCCGCC						18		5-8-5		TAF15_e12__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCGCCGC				GCAGGGCATATCTCGCCG (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e12__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTCGCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e12__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTCGCCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTCGCCGC (a single-base slide; orderable)		18		5-8-5		TAF15_e12__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCGCCGCCCAC						18		5-8-5		TAF15_e12__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTCGCCGCCCA						18		5-8-5		TAF15_e12__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTCGCCGCCC						18		5-8-5		TAF15_e12__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCTCGCCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTCGCCGC (a single-base slide; orderable)		16		5-6-5		TAF15_e12__NR4A3_e3				2		11		NR4A3		4		9		True		65.7		31.4		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTCGCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e12__NR4A3_e3				1		12		NR4A3		5		10		True		66.8		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTCGCCGCCC						16		5-6-5		TAF15_e12__NR4A3_e3				1		7		NR4A3		5		10		False		72.7		61.5		screened design		partner_published_this_exon_not_reported

		GGCATATCTCGCCGCC						16		5-6-5		TAF15_e12__NR4A3_e3				2		0				4		9		False		71.5		53.5		screened design		partner_published_this_exon_not_reported

		GGGCATATCTCGCCGC				AGGGCATATCTCGCCG (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e12__NR4A3_e3				3		6		EWSR1		3		8		False		70.3		43.3		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTCCTCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTCCTCCT (a single-base slide; orderable)		20		5-10-5		TAF15_e14__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCCTCCTGAG				GGGCATATCTCCTCCTGAGG (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e14__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCCTCCTGA						20		5-10-5		TAF15_e14__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCCTCCT				ACGCAGGGCATATCTCCTCC (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e14__NR4A3_e3				3		0				7		12		False						screened design		

		GCAGGGCATATCTCCTCCTG						20		5-10-5		TAF15_e14__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCCTCCTGAGGGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e14__NR4A3_e3				1		16		TAF15		9		14		True						screened design		

		GGCATATCTCCTCCTGAGGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e14__NR4A3_e3				2		15		TAF15		8		13		True						screened design		

		GGGCATATCTCCTCCTGAGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCTCCTCCTGAG (a single-base slide; orderable)		20		5-10-5		TAF15_e14__NR4A3_e3				3		10		EWSR1		7		12		True						screened design		

		AGGGCATATCTCCTCCTG				GGGCATATCTCCTCCTGA (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e14__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCCTCCT				GCAGGGCATATCTCCTCC (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e14__NR4A3_e3				3		0				5		10		False						screened design		

		GCAGGGCATATCTCCTCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTCCTCCT (a single-base slide; orderable)		18		5-8-5		TAF15_e14__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCCTCCTGAGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e14__NR4A3_e3				1		14		TAF15		7		12		True						screened design		

		GGCATATCTCCTCCTGAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e14__NR4A3_e3				2		13		TAF15		6		11		True						screened design		

		GGGCATATCTCCTCCTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCTCCTCCTG (a single-base slide; orderable)		18		5-8-5		TAF15_e14__NR4A3_e3				3		10		EWSR1		5		10		True						screened design		

		AGGGCATATCTCCTCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e14__NR4A3_e3				2		11		NR4A3		4		9		True		68.8		29.9		screened design		partner_published_this_exon_not_reported

		GCATATCTCCTCCTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e14__NR4A3_e3				1		12		TAF15		5		10		True		66.0		48.9		screened design		partner_published_this_exon_not_reported

		GGCATATCTCCTCCTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCCACCTC (2 substitutions; orderable)		16		5-6-5		TAF15_e14__NR4A3_e3				2		11		TAF15		4		9		True		67.5		43.4		screened design		partner_published_this_exon_not_reported

		GGGCATATCTCCTCCT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTCCACCT (1 substitution; orderable)		16		5-6-5		TAF15_e14__NR4A3_e3				3		10		EWSR1		3		8		True		71.0		39.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCCGACAT				GACGCAGGGCATATCCGACA (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e1__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCCGACATGACT						20		5-10-5		TAF15_e1__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCCGACATGAC						20		5-10-5		TAF15_e1__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCCGACATG						20		5-10-5		TAF15_e1__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCCGACA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCCGACAT (a single-base slide; orderable)		20		5-10-5		TAF15_e1__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCCGACATGA						20		5-10-5		TAF15_e1__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCCGACATGACTAAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e1__NR4A3_e3				1		16		TAF15		9		14		True						screened design		

		GGCATATCCGACATGACTAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCCGACATGACTA (a single-base slide; orderable)		20		5-10-5		TAF15_e1__NR4A3_e3				2		15		TAF15		8		13		True						screened design		

		GGGCATATCCGACATGACTA				GGCATATCCGACATGACTAA (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e1__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCCGACATGA						18		5-8-5		TAF15_e1__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCCGACATG						18		5-8-5		TAF15_e1__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCCGACA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCCGACAT (a single-base slide; orderable)		18		5-8-5		TAF15_e1__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCCGACAT				CGCAGGGCATATCCGACA (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e1__NR4A3_e3				2		8		EWSR1		6		11		False						screened design		

		GCATATCCGACATGACTA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e1__NR4A3_e3				1		14		TAF15		7		12		True						screened design		

		GGCATATCCGACATGACT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCCGACATGAC (a single-base slide; orderable)		18		5-8-5		TAF15_e1__NR4A3_e3				2		13		TAF15		6		11		True						screened design		

		GGGCATATCCGACATGAC				GGCATATCCGACATGACT (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e1__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCCGACAT				CAGGGCATATCCGACA (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e1__NR4A3_e3				2		8		EWSR1		4		9		False		60.1		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCCGACA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCCGACAT (a single-base slide; orderable)		16		5-6-5		TAF15_e1__NR4A3_e3				1		11		NR4A3		5		10		True		61.5		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCCGACATGAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e1__NR4A3_e3				1		12		TAF15		5		10		True		55.9		36.5		screened design		partner_published_this_exon_not_reported

		GGCATATCCGACATGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCCGACATG (a single-base slide; orderable)		16		5-6-5		TAF15_e1__NR4A3_e3				2		11		TAF15		4		9		True		58.3		32.2		screened design		partner_published_this_exon_not_reported

		GGGCATATCCGACATG				GGCATATCCGACATGA (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e1__NR4A3_e3				3		0				3		8		False		59.7		25.5		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTGACTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e4__NR4A3_e3				2		16		NR4A3		8		13		True						screened design		

		AGGGCATATCTGACTGACTT						20		5-10-5		TAF15_e4__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTGACTGACT						20		5-10-5		TAF15_e4__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTGACTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCTGACTGAC (a single-base slide; orderable)		20		5-10-5		TAF15_e4__NR4A3_e3				3		15		NR4A3		7		12		True						screened design		

		GACGCAGGGCATATCTGACT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e4__NR4A3_e3				1		17		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTGACTGAC				CGCAGGGCATATCTGACTGA (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e4__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTGACTGACTTTGT						20		5-10-5		TAF15_e4__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTGACTGACTTTG						20		5-10-5		TAF15_e4__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTGACTGACTTT						20		5-10-5		TAF15_e4__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTGACTGAC				CAGGGCATATCTGACTGA (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e4__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTGACTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCTGACTGAC (a single-base slide; orderable)		18		5-8-5		TAF15_e4__NR4A3_e3				3		13		NR4A3		5		10		True						screened design		

		CGCAGGGCATATCTGACT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e4__NR4A3_e3				1		15		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTGACTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e4__NR4A3_e3				2		14		NR4A3		6		11		True						screened design		

		GCATATCTGACTGACTTT						18		5-8-5		TAF15_e4__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTGACTGACTT						18		5-8-5		TAF15_e4__NR4A3_e3				2		8		TCF12		6		11		False						screened design		

		GGGCATATCTGACTGACT						18		5-8-5		TAF15_e4__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCTGACTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e4__NR4A3_e3				2		12		NR4A3		4		9		True		57.7		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTGACT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e4__NR4A3_e3				1		13		NR4A3		5		10		True		59.3		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTGACTGACT						16		5-6-5		TAF15_e4__NR4A3_e3				1		8		TCF12		5		10		False		55.7		33.4		screened design		partner_published_this_exon_not_reported

		GGCATATCTGACTGAC				GGGCATATCTGACTGA (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e4__NR4A3_e3				2		8		TCF12		4		9		False		56.5		25.0		best available at this junction		partner_published_this_exon_not_reported

		GGGCATATCTGACTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTGACTGAC (a single-base slide; orderable)		16		5-6-5		TAF15_e4__NR4A3_e3				3		11		NR4A3		3		8		True		59.1		24.7		screened design		partner_published_this_exon_not_reported

		AGTGGGCTCTTGTGTG						16		5-6-5		TAF15_e6__NR4A3_e2				3		9		NR4A3						False		66.9		33.0		best available at this junction		published_exon_resolved_breakpoint

		CAGTGGGCTCTTGTGT						16		5-6-5		TAF15_e6__NR4A3_e2				2		9		NR4A3						False		68.7		41.1		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GCAGTGGGCTCTTGTG						16		5-6-5		TAF15_e6__NR4A3_e2				1		9		NR4A3						False		70.0		52.6		non-canonical acceptor seam		published_exon_resolved_breakpoint

		GTGGGCTCTTGTGTGT				TGGGCTCTTGTGTGTG (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e6__NR4A3_e2				2		8		TCF12						False		71.1		29.2		non-canonical acceptor seam		published_exon_resolved_breakpoint

		TGGGCTCTTGTGTGTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GTGGGCTCTTGTGTGT (a single-base slide; orderable)		16		5-6-5		TAF15_e6__NR4A3_e2				1		11		TAF15						True		66.4		34.1		non-canonical acceptor seam		published_exon_resolved_breakpoint

		ACGCAGGGCATATCTTGTGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTTGTGTG (a single-base slide; orderable)		20		5-10-5		TAF15_e6__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTTGTGTGTGG						20		5-10-5		TAF15_e6__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTTGTGTGTG						20		5-10-5		TAF15_e6__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTTGTGTG				ACGCAGGGCATATCTTGTGT (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e6__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTTGTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e6__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTTGTGTGT						20		5-10-5		TAF15_e6__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTTGTGTGTGGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e6__NR4A3_e3				1		16		TAF15		9		14		True						screened design		

		GGCATATCTTGTGTGTGGTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGTGTGTGGT (a single-base slide; orderable)		20		5-10-5		TAF15_e6__NR4A3_e3				2		15		TAF15		8		13		True						screened design		

		GGGCATATCTTGTGTGTGGT				GGCATATCTTGTGTGTGGTG (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e6__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTTGTGTGT						18		5-8-5		TAF15_e6__NR4A3_e3				4		9		TFG		4		9		False						screened design		

		CAGGGCATATCTTGTGTG				GCAGGGCATATCTTGTGT (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e6__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTTGTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e6__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTTGTGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTTGTGTG (a single-base slide; orderable)		18		5-8-5		TAF15_e6__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTTGTGTGTGGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e6__NR4A3_e3				1		14		TAF15		7		12		True						screened design		

		GGCATATCTTGTGTGTGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGTGTGTG (a single-base slide; orderable)		18		5-8-5		TAF15_e6__NR4A3_e3				2		13		TAF15		6		11		True						screened design		

		GGGCATATCTTGTGTGTG				GGCATATCTTGTGTGTGG (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e6__NR4A3_e3				3		9		TFG		5		10		False						screened design		

		AGGGCATATCTTGTGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGTGTG (a single-base slide; orderable)		16		5-6-5		TAF15_e6__NR4A3_e3				2		11		NR4A3		4		9		True		61.1		29.9		screened design		published_exon_resolved_breakpoint

		CAGGGCATATCTTGTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e6__NR4A3_e3				1		12		NR4A3		5		10		True		58.7		37.1		screened design		published_exon_resolved_breakpoint

		GCATATCTTGTGTGTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e6__NR4A3_e3				1		12		TAF15		5		10		True		57.8		34.1		screened design		published_exon_resolved_breakpoint

		GGCATATCTTGTGTGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGTGTG (a single-base slide; orderable)		16		5-6-5		TAF15_e6__NR4A3_e3				2		11		TAF15		4		9		True		61.4		29.2		screened design		published_exon_resolved_breakpoint

		GGGCATATCTTGTGTG				AGGGCATATCTTGTGT (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e6__NR4A3_e3				3		9		TFG		3		8		False		60.7		24.7		best available at this junction		published_exon_resolved_breakpoint

		ATGAGGGCCTTGTGTG						16		5-6-5		TAF15_e6__NR4A3_intron2crypticExon				3		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		GAGGGCCTTGTGTGTG						16		5-6-5		TAF15_e6__NR4A3_intron2crypticExon				1		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		GATGAGGGCCTTGTGT				TGATGAGGGCCTTGTG (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e6__NR4A3_intron2crypticExon				2		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		TGAGGGCCTTGTGTGT						16		5-6-5		TAF15_e6__NR4A3_intron2crypticExon				2		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		TGATGAGGGCCTTGTG		DO NOT ORDER — pairs its whole catalytic gap against the patient's own un-rearranged NR4A3 allele		GATGAGGGCCTTGTGT (a single-base slide; orderable)		16		5-6-5		TAF15_e6__NR4A3_intron2crypticExon				1		not_screened		not_screened						not_screened						intron-2 cryptic-exon seam		

		AGGGCATATCACCAAAATTT						20		5-10-5		TAF15_e8__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCACCAAAATT						20		5-10-5		TAF15_e8__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCACCAAAA						20		5-10-5		TAF15_e8__NR4A3_e3				3		0				7		12		False						screened design		

		GCAGGGCATATCACCAAAAT						20		5-10-5		TAF15_e8__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCACCAAAATTTTTG						20		5-10-5		TAF15_e8__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCACCAAAATTTTT						20		5-10-5		TAF15_e8__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCACCAAAATTTT						20		5-10-5		TAF15_e8__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCACCAAAAT						18		5-8-5		TAF15_e8__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCACCAAAA						18		5-8-5		TAF15_e8__NR4A3_e3				3		0				5		10		False						screened design		

		GCATATCACCAAAATTTT						18		5-8-5		TAF15_e8__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCACCAAAATTT						18		5-8-5		TAF15_e8__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCACCAAAATT						18		5-8-5		TAF15_e8__NR4A3_e3				3		0				5		10		False						screened design		

		GCATATCACCAAAATT				GCATATCACCAAATTT (1 substitution; DO NOT ORDER)		16		5-6-5		TAF15_e8__NR4A3_e3				1		7		EWSR1		5		10		False		47.1		25.0		screened design		partner_published_this_exon_not_reported

		GGCATATCACCAAAAT						16		5-6-5		TAF15_e8__NR4A3_e3				2		7		EWSR1		4		9		False		49.6		20.5		screened design		partner_published_this_exon_not_reported

		GGGCATATCACCAAAA				AGGGCATATCACCAAA (a single-base slide; DO NOT ORDER)		16		5-6-5		TAF15_e8__NR4A3_e3				3		7		TCF12		3		8		False		52.4		24.7		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCAGCATC				ACGCAGGGCATATCTTCATC (2 substitutions; DO NOT ORDER)		20		5-10-5		TAF15_e9__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCAGCATCTGTT						20		5-10-5		TAF15_e9__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCAGCATCTGT						20		5-10-5		TAF15_e9__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCAGCATCT						20		5-10-5		TAF15_e9__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCAGCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCAGCATC (a single-base slide; orderable)		20		5-10-5		TAF15_e9__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCAGCATCTG						20		5-10-5		TAF15_e9__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCAGCATCTGTTCTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TAF15_e9__NR4A3_e3				1		16		TAF15		9		14		True						screened design		

		GGCATATCAGCATCTGTTCT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAGCATCTGTTC (a single-base slide; orderable)		20		5-10-5		TAF15_e9__NR4A3_e3				2		15		TAF15		8		13		True						screened design		

		GGGCATATCAGCATCTGTTC				GGCATATCAGCATCTGTTCT (a single-base slide; DO NOT ORDER)		20		5-10-5		TAF15_e9__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCAGCATCTG						18		5-8-5		TAF15_e9__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCAGCATCT						18		5-8-5		TAF15_e9__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCAGCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCAGCATC (a single-base slide; orderable)		18		5-8-5		TAF15_e9__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCAGCATC				GCAGGGCATATCTTCATC (2 substitutions; DO NOT ORDER)		18		5-8-5		TAF15_e9__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCAGCATCTGTTC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TAF15_e9__NR4A3_e3				1		14		TAF15		7		12		True						screened design		

		GGCATATCAGCATCTGTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAGCATCTGT (a single-base slide; orderable)		18		5-8-5		TAF15_e9__NR4A3_e3				2		13		TAF15		6		11		True						screened design		

		GGGCATATCAGCATCTGT				GGCATATCAGCATCTGTT (a single-base slide; DO NOT ORDER)		18		5-8-5		TAF15_e9__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCAGCATC				AGGGCATATCTTCATC (2 substitutions; DO NOT ORDER)		16		5-6-5		TAF15_e9__NR4A3_e3				2		6		NR4A3		4		9		False		61.0		29.9		best available at this junction		partner_published_this_exon_not_reported

		CAGGGCATATCAGCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCAGCATC (a single-base slide; orderable)		16		5-6-5		TAF15_e9__NR4A3_e3				1		11		NR4A3		5		10		True		60.7		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCAGCATCTGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TAF15_e9__NR4A3_e3				1		12		TAF15		5		10		True		60.4		38.9		screened design		partner_published_this_exon_not_reported

		GGCATATCAGCATCTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAGCATCT (a single-base slide; orderable)		16		5-6-5		TAF15_e9__NR4A3_e3				2		11		TAF15		4		9		True		59.8		29.4		screened design		partner_published_this_exon_not_reported

		GGGCATATCAGCATCT				GGGCATATCTTCATCT (2 substitutions; DO NOT ORDER)		16		5-6-5		TAF15_e9__NR4A3_e3				3		6		EWSR1		3		8		False		63.2		24.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTAGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTAGAATG (a single-base slide; orderable)		20		5-10-5		TCF12_e11__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTAGAATGCTG						20		5-10-5		TCF12_e11__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTAGAATGCT						20		5-10-5		TCF12_e11__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTAGAATG				ACGCAGGGCATATCTAGAAT (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e11__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTAGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e11__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTAGAATGC						20		5-10-5		TCF12_e11__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTAGAATGCTGTCT						20		5-10-5		TCF12_e11__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTAGAATGCTGTC						20		5-10-5		TCF12_e11__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTAGAATGCTGT						20		5-10-5		TCF12_e11__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTAGAATGC						18		5-8-5		TCF12_e11__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTAGAATG				GCAGGGCATATCTAGAAT (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e11__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTAGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e11__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTAGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTAGAATG (a single-base slide; orderable)		18		5-8-5		TCF12_e11__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTAGAATGCTGT						18		5-8-5		TCF12_e11__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTAGAATGCTG						18		5-8-5		TCF12_e11__NR4A3_e3				2		8		TCF12		6		11		False						screened design		

		GGGCATATCTAGAATGCT						18		5-8-5		TCF12_e11__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCTAGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTAGAATG (a single-base slide; orderable)		16		5-6-5		TCF12_e11__NR4A3_e3				2		11		NR4A3		4		9		True		51.8		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTAGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e11__NR4A3_e3				1		12		NR4A3		5		10		True		53.4		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTAGAATGCT						16		5-6-5		TCF12_e11__NR4A3_e3				1		8		TCF12		5		10		False		52.6		29.0		screened design		partner_published_this_exon_not_reported

		GGCATATCTAGAATGC						16		5-6-5		TCF12_e11__NR4A3_e3				2		8		TCF12		4		9		False		53.3		20.3		best available at this junction		partner_published_this_exon_not_reported

		GGGCATATCTAGAATG				AGGGCATATCTAGAAT (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e11__NR4A3_e3				3		7		NR4A3		3		8		False		51.6		24.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTGTGAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCAGTGGG (2 substitutions; orderable)		20		5-10-5		TCF12_e13__NR4A3_e3				2		16		NR4A3		8		13		True						screened design		

		AGGGCATATCTGTGAGAGGT						20		5-10-5		TCF12_e13__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTGTGAGAGG						20		5-10-5		TCF12_e13__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTGTGAGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCAGTGGGA (2 substitutions; orderable)		20		5-10-5		TCF12_e13__NR4A3_e3				3		15		NR4A3		7		12		True						screened design		

		GACGCAGGGCATATCTGTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e13__NR4A3_e3				1		17		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTGTGAGAG				CGCAGGGCATATCTGTGAGA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e13__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTGTGAGAGGTGAA						20		5-10-5		TCF12_e13__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTGTGAGAGGTGA						20		5-10-5		TCF12_e13__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTGTGAGAGGTG						20		5-10-5		TCF12_e13__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTGTGAGAG				CAGGGCATATCTGTGAGA (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e13__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTGTGAGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCAGTGGGA (2 substitutions; orderable)		18		5-8-5		TCF12_e13__NR4A3_e3				3		13		NR4A3		5		10		True						screened design		

		CGCAGGGCATATCTGTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e13__NR4A3_e3				1		15		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTGTGAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCAGTGGG (2 substitutions; orderable)		18		5-8-5		TCF12_e13__NR4A3_e3				2		14		NR4A3		6		11		True						screened design		

		GCATATCTGTGAGAGGTG						18		5-8-5		TCF12_e13__NR4A3_e3				1		8		TCF12		7		12		False						screened design		

		GGCATATCTGTGAGAGGT						18		5-8-5		TCF12_e13__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTGTGAGAGG						18		5-8-5		TCF12_e13__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCTGTGAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCAGTGGG (2 substitutions; orderable)		16		5-6-5		TCF12_e13__NR4A3_e3				2		12		NR4A3		4		9		True		58.6		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTGTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e13__NR4A3_e3				1		13		NR4A3		5		10		True		60.0		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTGTGAGAGG						16		5-6-5		TCF12_e13__NR4A3_e3				1		8		TCF12		5		10		False		56.9		33.8		screened design		partner_published_this_exon_not_reported

		GGCATATCTGTGAGAG				GGGCATATCTGTGAGA (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e13__NR4A3_e3				2		7		NR4A3		4		9		False		56.9		23.4		best available at this junction		partner_published_this_exon_not_reported

		GGGCATATCTGTGAGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAGTGGGA (2 substitutions; orderable)		16		5-6-5		TCF12_e13__NR4A3_e3				3		11		NR4A3		3		8		True		60.0		24.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTCTATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTCTATAA (a single-base slide; orderable)		20		5-10-5		TCF12_e17__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCTATAATTT						20		5-10-5		TCF12_e17__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCTATAATT						20		5-10-5		TCF12_e17__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCTATAA				ACGCAGGGCATATCTCTATA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e17__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTCTAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e17__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTCTATAAT						20		5-10-5		TCF12_e17__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCTATAATTTTCT						20		5-10-5		TCF12_e17__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTCTATAATTTTC						20		5-10-5		TCF12_e17__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTCTATAATTTT						20		5-10-5		TCF12_e17__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTCTATAAT						18		5-8-5		TCF12_e17__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCTATAA				GCAGGGCATATCTCTATA (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e17__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTCTAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e17__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTCTATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTCTATAA (a single-base slide; orderable)		18		5-8-5		TCF12_e17__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCTATAATTTT						18		5-8-5		TCF12_e17__NR4A3_e3				1		8		TCF12		7		12		False						screened design		

		GGCATATCTCTATAATTT						18		5-8-5		TCF12_e17__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTCTATAATT						18		5-8-5		TCF12_e17__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCTCTATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTCTATAA (a single-base slide; orderable)		16		5-6-5		TCF12_e17__NR4A3_e3				2		11		NR4A3		4		9		True		55.6		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTCTAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e17__NR4A3_e3				1		12		NR4A3		5		10		True		58.1		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTCTATAATT						16		5-6-5		TCF12_e17__NR4A3_e3				1		8		TCF12		5		10		False		47.0		20.2		screened design		partner_published_this_exon_not_reported

		GGCATATCTCTATAAT						16		5-6-5		TCF12_e17__NR4A3_e3				2		7		TCF12		4		9		False		49.8		14.2		screened design		partner_published_this_exon_not_reported

		GGGCATATCTCTATAA				AGGGCATATCTCTATA (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e17__NR4A3_e3				3		7		TCF12		3		8		False		53.0		24.7		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTCTGAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTCTGACT (a single-base slide; orderable)		20		5-10-5		TCF12_e19__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTCTGACTTGC						20		5-10-5		TCF12_e19__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTCTGACTTG						20		5-10-5		TCF12_e19__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTCTGACT				ACGCAGGGCATATCTCTGAC (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e19__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTCTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e19__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTCTGACTT						20		5-10-5		TCF12_e19__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTCTGACTTGCTGT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCTGACTTGCTG (a single-base slide; orderable)		20		5-10-5		TCF12_e19__NR4A3_e3				1		15		TCF12		9		14		True						screened design		

		GGCATATCTCTGACTTGCTG				GCATATCTCTGACTTGCTGT (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e19__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTCTGACTTGCT						20		5-10-5		TCF12_e19__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTCTGACTT						18		5-8-5		TCF12_e19__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTCTGACT				GCAGGGCATATCTCTGAC (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e19__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTCTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e19__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTCTGAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTCTGACT (a single-base slide; orderable)		18		5-8-5		TCF12_e19__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTCTGACTTGCT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCTGACTTGC (a single-base slide; orderable)		18		5-8-5		TCF12_e19__NR4A3_e3				1		13		TCF12		7		12		True						screened design		

		GGCATATCTCTGACTTGC				GCATATCTCTGACTTGCT (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e19__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTCTGACTTG						18		5-8-5		TCF12_e19__NR4A3_e3				3		8		TCF12		5		10		False						screened design		

		AGGGCATATCTCTGAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTCTGACT (a single-base slide; orderable)		16		5-6-5		TCF12_e19__NR4A3_e3				2		11		NR4A3		4		9		True		59.5		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTCTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e19__NR4A3_e3				1		12		NR4A3		5		10		True		60.4		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTCTGACTTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTCTGACTT (a single-base slide; orderable)		16		5-6-5		TCF12_e19__NR4A3_e3				1		11		TCF12		5		10		True		55.4		32.1		screened design		partner_published_this_exon_not_reported

		GGCATATCTCTGACTT				GCATATCTCTGACTTG (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e19__NR4A3_e3				2		8		TCF12		4		9		False		58.9		27.3		screened design		partner_published_this_exon_not_reported

		GGGCATATCTCTGACT				AGGGCATATCTCTGAC (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e19__NR4A3_e3				3		8		TCF12		3		8		False		61.8		24.7		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTGATCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e3__NR4A3_e3				2		16		NR4A3		8		13		True						screened design		

		AGGGCATATCTGATCCACTG						20		5-10-5		TCF12_e3__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTGATCCACT						20		5-10-5		TCF12_e3__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTGATCCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCTGATCCAC (a single-base slide; orderable)		20		5-10-5		TCF12_e3__NR4A3_e3				3		15		NR4A3		7		12		True						screened design		

		GACGCAGGGCATATCTGATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e3__NR4A3_e3				1		17		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTGATCCAC				CGCAGGGCATATCTGATCCA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e3__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTGATCCACTGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e3__NR4A3_e3				1		12		NR4A3		9		14		True						screened design		

		GGCATATCTGATCCACTGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTGATCCACTGA (a single-base slide; orderable)		20		5-10-5		TCF12_e3__NR4A3_e3				2		12		NR4A3		8		13		True						screened design		

		GGGCATATCTGATCCACTGA				GGCATATCTGATCCACTGAA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e3__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTGATCCAC				CAGGGCATATCTGATCCA (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e3__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTGATCCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCTGATCCAC (a single-base slide; orderable)		18		5-8-5		TCF12_e3__NR4A3_e3				3		13		NR4A3		5		10		True						screened design		

		CGCAGGGCATATCTGATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e3__NR4A3_e3				1		15		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTGATCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e3__NR4A3_e3				2		14		NR4A3		6		11		True						screened design		

		GCATATCTGATCCACTGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e3__NR4A3_e3				1		12		NR4A3		7		12		True						screened design		

		GGCATATCTGATCCACTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTGATCCACT (a single-base slide; orderable)		18		5-8-5		TCF12_e3__NR4A3_e3				2		12		NR4A3		6		11		True						screened design		

		GGGCATATCTGATCCACT				GGCATATCTGATCCACTG (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e3__NR4A3_e3				3		8		TCF12		5		10		False						screened design		

		AGGGCATATCTGATCC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e3__NR4A3_e3				2		12		NR4A3		4		9		True		61.2		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTGATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e3__NR4A3_e3				1		13		NR4A3		5		10		True		57.9		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTGATCCACT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e3__NR4A3_e3				1		12		NR4A3		5		10		True		59.2		39.0		screened design		partner_published_this_exon_not_reported

		GGCATATCTGATCCAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e3__NR4A3_e3				2		11		NR4A3		4		9		True		60.0		31.2		screened design		partner_published_this_exon_not_reported

		GGGCATATCTGATCCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e3__NR4A3_e3				3		11		NR4A3		3		8		True		62.5		25.3		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCCATCAG				GACGCAGGGCATATCCATCA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e5__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCCATCAGATTT						20		5-10-5		TCF12_e5__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCCATCAGATT						20		5-10-5		TCF12_e5__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCCATCAGA						20		5-10-5		TCF12_e5__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCCATCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCCATCAG (a single-base slide; orderable)		20		5-10-5		TCF12_e5__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCCATCAGAT						20		5-10-5		TCF12_e5__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCCATCAGATTTGAG						20		5-10-5		TCF12_e5__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCCATCAGATTTGA						20		5-10-5		TCF12_e5__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCCATCAGATTTG						20		5-10-5		TCF12_e5__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCCATCAGAT						18		5-8-5		TCF12_e5__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCCATCAGA						18		5-8-5		TCF12_e5__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCCATCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCCATCAG (a single-base slide; orderable)		18		5-8-5		TCF12_e5__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCCATCAG				CGCAGGGCATATCCATCA (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e5__NR4A3_e3				2		8		EWSR1		6		11		False						screened design		

		GCATATCCATCAGATTTG						18		5-8-5		TCF12_e5__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCCATCAGATTT						18		5-8-5		TCF12_e5__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCCATCAGATT						18		5-8-5		TCF12_e5__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCCATCAG				CAGGGCATATCCATCA (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e5__NR4A3_e3				2		8		EWSR1		4		9		False		60.6		29.9		screened design		published_exon_resolved_breakpoint

		CAGGGCATATCCATCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCCATCAG (a single-base slide; orderable)		16		5-6-5		TCF12_e5__NR4A3_e3				1		11		NR4A3		5		10		True		61.9		37.1		screened design		published_exon_resolved_breakpoint

		GCATATCCATCAGATT		DO NOT ORDER — carries a sense-strand near-match in parent precursor RNA that pairs its whole catalytic gap and touches intronic sequence, which no screen over mature transcripts can see				16		5-6-5		TCF12_e5__NR4A3_e3				1		7		EWSR1		5		10		False		55.9		34.0		screened design		published_exon_resolved_breakpoint

		GGCATATCCATCAGAT		DO NOT ORDER — carries a sense-strand near-match in parent precursor RNA that pairs its whole catalytic gap and touches intronic sequence, which no screen over mature transcripts can see		GGGCATATCCATCAGA (a single-base slide; orderable)		16		5-6-5		TCF12_e5__NR4A3_e3				2		7		EWSR1		4		9		False		58.7		29.3		screened design		published_exon_resolved_breakpoint

		GGGCATATCCATCAGA				GGCATATCCATCAGAT (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e5__NR4A3_e3				3		7		EWSR1		3		8		False		62.0		24.7		best available at this junction		published_exon_resolved_breakpoint

		ACGCAGGGCATATCAAGCGC				GACGCAGGGCATATCAAGCG (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e7__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCAAGCGCTGCA						20		5-10-5		TCF12_e7__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCAAGCGCTGC						20		5-10-5		TCF12_e7__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCAAGCGCT						20		5-10-5		TCF12_e7__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCAAGCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCAAGCGC (a single-base slide; orderable)		20		5-10-5		TCF12_e7__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCAAGCGCTG						20		5-10-5		TCF12_e7__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCAAGCGCTGCAGAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e7__NR4A3_e3				1		16		TCF12		9		14		True						screened design		

		GGCATATCAAGCGCTGCAGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAAGCGCTGCAG (a single-base slide; orderable)		20		5-10-5		TCF12_e7__NR4A3_e3				2		15		TCF12		8		13		True						screened design		

		GGGCATATCAAGCGCTGCAG				GGCATATCAAGCGCTGCAGA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e7__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCAAGCGCTG						18		5-8-5		TCF12_e7__NR4A3_e3				4		8		NR4A3		4		9		False						screened design		

		CAGGGCATATCAAGCGCT						18		5-8-5		TCF12_e7__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCAAGCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCAAGCGC (a single-base slide; orderable)		18		5-8-5		TCF12_e7__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCAAGCGC				CGCAGGGCATATCAAGCG (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e7__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCAAGCGCTGCAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e7__NR4A3_e3				1		14		TCF12		7		12		True						screened design		

		GGCATATCAAGCGCTGCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAAGCGCTGC (a single-base slide; orderable)		18		5-8-5		TCF12_e7__NR4A3_e3				2		13		TCF12		6		11		True						screened design		

		GGGCATATCAAGCGCTGC				GGCATATCAAGCGCTGCA (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e7__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCAAGCGC				CAGGGCATATCAAGCG (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e7__NR4A3_e3				2		8		NR4A3		4		9		False		60.9		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCAAGCG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCAAGCGC (a single-base slide; orderable)		16		5-6-5		TCF12_e7__NR4A3_e3				1		11		NR4A3		5		10		True		57.5		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCAAGCGCTGC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e7__NR4A3_e3				1		12		TCF12		5		10		True		61.6		43.9		screened design		partner_published_this_exon_not_reported

		GGCATATCAAGCGCTG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAAGCGCT (a single-base slide; orderable)		16		5-6-5		TCF12_e7__NR4A3_e3				2		11		TCF12		4		9		True		59.8		33.7		screened design		partner_published_this_exon_not_reported

		GGGCATATCAAGCGCT				GGCATATCAAGCGCTG (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e7__NR4A3_e3				3		8		NR4A3		3		8		False		62.9		29.3		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTTGCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CGCAGGGCATATCTTGCATA (a single-base slide; orderable)		20		5-10-5		TCF12_e9__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTTGCATAAAG						20		5-10-5		TCF12_e9__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTTGCATAAA						20		5-10-5		TCF12_e9__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTTGCATA				ACGCAGGGCATATCTTGCAT (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e9__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTTGCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e9__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTTGCATAA						20		5-10-5		TCF12_e9__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTTGCATAAAGAAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TCF12_e9__NR4A3_e3				1		16		TCF12		9		14		True						screened design		

		GGCATATCTTGCATAAAGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGCATAAAGA (a single-base slide; orderable)		20		5-10-5		TCF12_e9__NR4A3_e3				2		15		TCF12		8		13		True						screened design		

		GGGCATATCTTGCATAAAGA				GGCATATCTTGCATAAAGAA (a single-base slide; DO NOT ORDER)		20		5-10-5		TCF12_e9__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTTGCATAA						18		5-8-5		TCF12_e9__NR4A3_e3				4		8		TFG		4		9		False						screened design		

		CAGGGCATATCTTGCATA				GCAGGGCATATCTTGCAT (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e9__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTTGCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e9__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTTGCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTTGCATA (a single-base slide; orderable)		18		5-8-5		TCF12_e9__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTTGCATAAAGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TCF12_e9__NR4A3_e3				1		14		TCF12		7		12		True						screened design		

		GGCATATCTTGCATAAAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGCATAAA (a single-base slide; orderable)		18		5-8-5		TCF12_e9__NR4A3_e3				2		13		TCF12		6		11		True						screened design		

		GGGCATATCTTGCATAAA				GGCATATCTTGCATAAAG (a single-base slide; DO NOT ORDER)		18		5-8-5		TCF12_e9__NR4A3_e3				3		8		NR4A3		5		10		False						screened design		

		AGGGCATATCTTGCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGCATA (a single-base slide; orderable)		16		5-6-5		TCF12_e9__NR4A3_e3				2		11		NR4A3		4		9		True		60.1		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTTGCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e9__NR4A3_e3				1		12		NR4A3		5		10		True		61.7		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTTGCATAAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TCF12_e9__NR4A3_e3				1		12		TCF12		5		10		True		48.3		24.6		screened design		partner_published_this_exon_not_reported

		GGCATATCTTGCATAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTGCATA (a single-base slide; orderable)		16		5-6-5		TCF12_e9__NR4A3_e3				2		11		TCF12		4		9		True		53.6		21.8		screened design		partner_published_this_exon_not_reported

		GGGCATATCTTGCATA				AGGGCATATCTTGCAT (a single-base slide; DO NOT ORDER)		16		5-6-5		TCF12_e9__NR4A3_e3				3		8		NR4A3		3		8		False		59.2		24.7		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTTCATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCAGCATC (2 substitutions; orderable)		20		5-10-5		TFG_e2__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTTCATCTTTA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTTCATCTTT (a single-base slide; orderable)		20		5-10-5		TFG_e2__NR4A3_e3				4		10		TFG		6		11		True						screened design		

		CAGGGCATATCTTCATCTTT				AGGGCATATCTTCATCTTTA (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e2__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTTCATCT				ACGCAGGGCATATCTTCATC (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e2__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTTCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e2__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTTCATCTT						20		5-10-5		TFG_e2__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTTCATCTTTATAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e2__NR4A3_e3				1		16		TFG		9		14		True						screened design		

		GGCATATCTTCATCTTTATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCTTCATCTTTAT (a single-base slide; orderable)		20		5-10-5		TFG_e2__NR4A3_e3				2		15		TFG		8		13		True						screened design		

		GGGCATATCTTCATCTTTAT				AGGGCATATCTTCATCTTTA (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e2__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTTCATCTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		CAGGGCATATCTTCATCT (a single-base slide; orderable)		18		5-8-5		TFG_e2__NR4A3_e3				4		10		TFG		4		9		True						screened design		

		CAGGGCATATCTTCATCT				AGGGCATATCTTCATCTT (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e2__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTTCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e2__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTTCATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCAGCATC (2 substitutions; orderable)		18		5-8-5		TFG_e2__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTTCATCTTTAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e2__NR4A3_e3				1		14		TFG		7		12		True						screened design		

		GGCATATCTTCATCTTTA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e2__NR4A3_e3				2		13		TFG		6		11		True						screened design		

		GGGCATATCTTCATCTTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e2__NR4A3_e3				3		10		TFG		5		10		True						screened design		

		AGGGCATATCTTCATC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCAGCATC (2 substitutions; orderable)		16		5-6-5		TFG_e2__NR4A3_e3				2		11		NR4A3		4		9		True		58.4		29.9		screened design		

		CAGGGCATATCTTCAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e2__NR4A3_e3				1		12		NR4A3		5		10		True		58.3		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTTCATCTTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e2__NR4A3_e3				1		12		TFG		5		10		True		54.8		30.1		screened design		partner_published_this_exon_not_reported

		GGCATATCTTCATCTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e2__NR4A3_e3				2		11		TFG		4		9		True		57.8		24.5		screened design		partner_published_this_exon_not_reported

		GGGCATATCTTCATCT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGGCATATCAGCATCT (2 substitutions; orderable)		16		5-6-5		TFG_e2__NR4A3_e3				3		10		TFG		3		8		True		60.8		24.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCAAATAA				GACGCAGGGCATATCAAATA (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e3__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCAAATAATGTC						20		5-10-5		TFG_e3__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCAAATAATGT						20		5-10-5		TFG_e3__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCAAATAAT						20		5-10-5		TFG_e3__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCAAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCAAATAA (a single-base slide; orderable)		20		5-10-5		TFG_e3__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCAAATAATG						20		5-10-5		TFG_e3__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCAAATAATGTCAGT						20		5-10-5		TFG_e3__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCAAATAATGTCAG						20		5-10-5		TFG_e3__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCAAATAATGTCA						20		5-10-5		TFG_e3__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCAAATAATG						18		5-8-5		TFG_e3__NR4A3_e3				4		8		NR4A3		4		9		False						screened design		

		CAGGGCATATCAAATAAT						18		5-8-5		TFG_e3__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCAAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCAAATAA (a single-base slide; orderable)		18		5-8-5		TFG_e3__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCAAATAA				CGCAGGGCATATCAAATA (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e3__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCAAATAATGTCA						18		5-8-5		TFG_e3__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCAAATAATGTC						18		5-8-5		TFG_e3__NR4A3_e3				2		8		NR4A3		6		11		False						screened design		

		GGGCATATCAAATAATGT						18		5-8-5		TFG_e3__NR4A3_e3				3		0				5		10		False						screened design		

		AGGGCATATCAAATAA				CAGGGCATATCAAATA (a single-base slide; DO NOT ORDER)		16		5-6-5		TFG_e3__NR4A3_e3				2		8		NR4A3		4		9		False		45.3		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCAAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCAAATAA (a single-base slide; orderable)		16		5-6-5		TFG_e3__NR4A3_e3				1		11		NR4A3		5		10		True		48.8		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCAAATAATGT						16		5-6-5		TFG_e3__NR4A3_e3				1		8		NR4A3		5		10		False		42.4		16.8		screened design		partner_published_this_exon_not_reported

		GGCATATCAAATAATG						16		5-6-5		TFG_e3__NR4A3_e3				2		8		NR4A3		4		9		False		42.3		11.2		screened design		partner_published_this_exon_not_reported

		GGGCATATCAAATAAT						16		5-6-5		TFG_e3__NR4A3_e3				3		8		NR4A3		3		8		False		45.2		24.7		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCATTTTC				GACGCAGGGCATATCATTTT (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e4__NR4A3_e3				2		0				8		13		False						screened design		

		AGGGCATATCATTTTCAGGA				GGGCATATCATTTTCAGGAA (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e4__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCATTTTCAGG						20		5-10-5		TFG_e4__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCATTTTCA						20		5-10-5		TFG_e4__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCATTTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCATTTTC (a single-base slide; orderable)		20		5-10-5		TFG_e4__NR4A3_e3				1		15		NR4A3		9		14		True						screened design		

		GCAGGGCATATCATTTTCAG						20		5-10-5		TFG_e4__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCATTTTCAGGAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e4__NR4A3_e3				1		17		TFG		9		14		True						screened design		

		GGCATATCATTTTCAGGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e4__NR4A3_e3				2		16		TFG		8		13		True						screened design		

		GGGCATATCATTTTCAGGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCATTTTCAGGA (a single-base slide; orderable)		20		5-10-5		TFG_e4__NR4A3_e3				3		15		TFG		7		12		True						screened design		

		AGGGCATATCATTTTCAG				GGGCATATCATTTTCAGG (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e4__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCATTTTCA						18		5-8-5		TFG_e4__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCATTTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCATTTTC (a single-base slide; orderable)		18		5-8-5		TFG_e4__NR4A3_e3				1		13		NR4A3		7		12		True						screened design		

		GCAGGGCATATCATTTTC				CGCAGGGCATATCATTTT (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e4__NR4A3_e3				2		0				6		11		False						screened design		

		GCATATCATTTTCAGGAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e4__NR4A3_e3				1		15		TFG		7		12		True						screened design		

		GGCATATCATTTTCAGGA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e4__NR4A3_e3				2		14		TFG		6		11		True						screened design		

		GGGCATATCATTTTCAGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCATTTTCAG (a single-base slide; orderable)		18		5-8-5		TFG_e4__NR4A3_e3				3		13		TFG		5		10		True						screened design		

		AGGGCATATCATTTTC				CAGGGCATATCATTTT (a single-base slide; DO NOT ORDER)		16		5-6-5		TFG_e4__NR4A3_e3				2		7		TFG		4		9		False		55.0		29.9		best available at this junction		partner_published_this_exon_not_reported

		CAGGGCATATCATTTT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCATTTTC (a single-base slide; orderable)		16		5-6-5		TFG_e4__NR4A3_e3				1		11		NR4A3		5		10		True		55.0		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCATTTTCAGG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e4__NR4A3_e3				1		13		TFG		5		10		True		53.4		28.9		screened design		partner_published_this_exon_not_reported

		GGCATATCATTTTCAG		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e4__NR4A3_e3				2		12		TFG		4		9		True		53.4		18.4		screened design		partner_published_this_exon_not_reported

		GGGCATATCATTTTCA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCATTTTC (a single-base slide; orderable)		16		5-6-5		TFG_e4__NR4A3_e3				3		11		TFG		3		8		True		56.5		24.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTGAAAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e5__NR4A3_e3				2		16		NR4A3		8		13		True						screened design		

		AGGGCATATCTGAAACCTGA						20		5-10-5		TFG_e5__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTGAAACCTG						20		5-10-5		TFG_e5__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTGAAACC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCTGAAACCT (a single-base slide; orderable)		20		5-10-5		TFG_e5__NR4A3_e3				3		15		NR4A3		7		12		True						screened design		

		GACGCAGGGCATATCTGAAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e5__NR4A3_e3				1		17		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTGAAACCT				CGCAGGGCATATCTGAAACC (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e5__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTGAAACCTGATCA						20		5-10-5		TFG_e5__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTGAAACCTGATC						20		5-10-5		TFG_e5__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTGAAACCTGAT						20		5-10-5		TFG_e5__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTGAAACCT				CAGGGCATATCTGAAACC (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e5__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTGAAACC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCTGAAACCT (a single-base slide; orderable)		18		5-8-5		TFG_e5__NR4A3_e3				3		13		NR4A3		5		10		True						screened design		

		CGCAGGGCATATCTGAAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e5__NR4A3_e3				1		15		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTGAAAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e5__NR4A3_e3				2		14		NR4A3		6		11		True						screened design		

		GCATATCTGAAACCTGAT						18		5-8-5		TFG_e5__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTGAAACCTGA						18		5-8-5		TFG_e5__NR4A3_e3				2		0				6		11		False						screened design		

		GGGCATATCTGAAACCTG						18		5-8-5		TFG_e5__NR4A3_e3				3		8		TAF15		5		10		False						screened design		

		AGGGCATATCTGAAAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e5__NR4A3_e3				2		12		NR4A3		4		9		True		50.7		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTGAAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e5__NR4A3_e3				1		13		NR4A3		5		10		True		51.7		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTGAAACCTG						16		5-6-5		TFG_e5__NR4A3_e3				1		8		TAF15		5		10		False		51.5		30.1		screened design		partner_published_this_exon_not_reported

		GGCATATCTGAAACCT				GGGCATATCTGAAACC (a single-base slide; DO NOT ORDER)		16		5-6-5		TFG_e5__NR4A3_e3				2		8		TAF15		4		9		False		54.5		25.9		best available at this junction		partner_published_this_exon_not_reported

		GGGCATATCTGAAACC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTGAAACCT (a single-base slide; orderable)		16		5-6-5		TFG_e5__NR4A3_e3				3		11		NR4A3		3		8		True		55.2		24.7		screened design		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTTCAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		ACGCAGGGCATATCATCAAA (2 substitutions; orderable)		20		5-10-5		TFG_e6__NR4A3_e3				2		15		NR4A3		8		13		True						screened design		

		AGGGCATATCTTCAATCTGA						20		5-10-5		TFG_e6__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTTCAATCTG						20		5-10-5		TFG_e6__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTTCAATC				ACGCAGGGCATATCTTCAAT (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e6__NR4A3_e3				3		0				7		12		False						screened design		

		GACGCAGGGCATATCTTCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e6__NR4A3_e3				1		16		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTTCAATCT						20		5-10-5		TFG_e6__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTTCAATCTGACCT						20		5-10-5		TFG_e6__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTTCAATCTGACC						20		5-10-5		TFG_e6__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTTCAATCTGAC						20		5-10-5		TFG_e6__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTTCAATCT						18		5-8-5		TFG_e6__NR4A3_e3				4		9		TFG		4		9		False						screened design		

		CAGGGCATATCTTCAATC				GCAGGGCATATCTTCAAT (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e6__NR4A3_e3				3		0				5		10		False						screened design		

		CGCAGGGCATATCTTCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e6__NR4A3_e3				1		14		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTTCAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCATCAAA (2 substitutions; orderable)		18		5-8-5		TFG_e6__NR4A3_e3				2		13		NR4A3		6		11		True						screened design		

		GCATATCTTCAATCTGAC						18		5-8-5		TFG_e6__NR4A3_e3				1		8		TFG		7		12		False						screened design		

		GGCATATCTTCAATCTGA						18		5-8-5		TFG_e6__NR4A3_e3				2		8		NR4A3		6		11		False						screened design		

		GGGCATATCTTCAATCTG						18		5-8-5		TFG_e6__NR4A3_e3				3		9		TFG		5		10		False						screened design		

		AGGGCATATCTTCAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCATCAAA (2 substitutions; orderable)		16		5-6-5		TFG_e6__NR4A3_e3				2		11		NR4A3		4		9		True		54.3		29.9		screened design		partner_published_this_exon_not_reported

		CAGGGCATATCTTCAA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e6__NR4A3_e3				1		12		NR4A3		5		10		True		55.9		37.1		screened design		partner_published_this_exon_not_reported

		GCATATCTTCAATCTG				GGCATATCTTCAATCT (a single-base slide; DO NOT ORDER)		16		5-6-5		TFG_e6__NR4A3_e3				1		9		TFG		5		10		False		51.6		27.0		screened design		partner_published_this_exon_not_reported

		GGCATATCTTCAATCT		DO NOT ORDER — carries a sense-strand near-match in parent precursor RNA that pairs its whole catalytic gap and touches intronic sequence, which no screen over mature transcripts can see		GCATATCTTCAATCTG (a single-base slide; orderable)		16		5-6-5		TFG_e6__NR4A3_e3				2		9		TFG		4		9		False		54.9		21.7		screened design		partner_published_this_exon_not_reported

		GGGCATATCTTCAATC				AGGGCATATCTTCAAT (a single-base slide; DO NOT ORDER)		16		5-6-5		TFG_e6__NR4A3_e3				3		9		TFG		3		8		False		55.7		24.7		best available at this junction		partner_published_this_exon_not_reported

		ACGCAGGGCATATCTGAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e7__NR4A3_e3				2		16		NR4A3		8		13		True						screened design		

		AGGGCATATCTGAATACTGA						20		5-10-5		TFG_e7__NR4A3_e3				4		0				6		11		False						screened design		

		CAGGGCATATCTGAATACTG						20		5-10-5		TFG_e7__NR4A3_e3				5		0				5		10		False						screened design		

		CGCAGGGCATATCTGAATAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GCAGGGCATATCTGAATACT (a single-base slide; orderable)		20		5-10-5		TFG_e7__NR4A3_e3				3		15		NR4A3		7		12		True						screened design		

		GACGCAGGGCATATCTGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				20		5-10-5		TFG_e7__NR4A3_e3				1		17		NR4A3		9		14		True						screened design		

		GCAGGGCATATCTGAATACT				CGCAGGGCATATCTGAATAC (a single-base slide; DO NOT ORDER)		20		5-10-5		TFG_e7__NR4A3_e3				4		0				6		11		False						screened design		

		GCATATCTGAATACTGAATA						20		5-10-5		TFG_e7__NR4A3_e3				1		0				9		14		False						screened design		

		GGCATATCTGAATACTGAAT						20		5-10-5		TFG_e7__NR4A3_e3				2		0				8		13		False						screened design		

		GGGCATATCTGAATACTGAA						20		5-10-5		TFG_e7__NR4A3_e3				3		0				7		12		False						screened design		

		AGGGCATATCTGAATACT				CAGGGCATATCTGAATAC (a single-base slide; DO NOT ORDER)		18		5-8-5		TFG_e7__NR4A3_e3				4		0				4		9		False						screened design		

		CAGGGCATATCTGAATAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		AGGGCATATCTGAATACT (a single-base slide; orderable)		18		5-8-5		TFG_e7__NR4A3_e3				3		13		NR4A3		5		10		True						screened design		

		CGCAGGGCATATCTGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e7__NR4A3_e3				1		15		NR4A3		7		12		True						screened design		

		GCAGGGCATATCTGAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				18		5-8-5		TFG_e7__NR4A3_e3				2		14		NR4A3		6		11		True						screened design		

		GCATATCTGAATACTGAA						18		5-8-5		TFG_e7__NR4A3_e3				1		0				7		12		False						screened design		

		GGCATATCTGAATACTGA						18		5-8-5		TFG_e7__NR4A3_e3				2		9		TAF15		6		11		False						screened design		

		GGGCATATCTGAATACTG						18		5-8-5		TFG_e7__NR4A3_e3				3		9		TAF15		5		10		False						screened design		

		AGGGCATATCTGAATA		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e7__NR4A3_e3				2		12		NR4A3		4		9		True		51.6		29.9		screened design		published_exon_resolved_breakpoint

		CAGGGCATATCTGAAT		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative				16		5-6-5		TFG_e7__NR4A3_e3				1		13		NR4A3		5		10		True		53.9		37.1		screened design		published_exon_resolved_breakpoint

		GCATATCTGAATACTG						16		5-6-5		TFG_e7__NR4A3_e3				1		9		TAF15		5		10		False		48.1		23.4		screened design		published_exon_resolved_breakpoint

		GGCATATCTGAATACT				GGGCATATCTGAATAC (a single-base slide; DO NOT ORDER)		16		5-6-5		TFG_e7__NR4A3_e3				2		9		TAF15		4		9		False		51.3		18.1		best available at this junction		published_exon_resolved_breakpoint

		GGGCATATCTGAATAC		DO NOT ORDER — pairs its whole catalytic gap against a wild-type parent gene at the ten-base-pair criterion, which is this paper's central negative		GGCATATCTGAATACT (a single-base slide; orderable)		16		5-6-5		TFG_e7__NR4A3_e3				3		11		NR4A3		3		8		True		52.0		24.7		screened design		published_exon_resolved_breakpoint



