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Abstract
The paper presents an approach for solving Se-
mEval 2023 Task 7 - identifying the inference
relation in a clinical trials dataset. The system
has two levels for retrieving relevant clinical
trial evidence for a statement and then classify-
ing the inference relation based on the relevant
sentences. In the first level, the system clas-
sifies the evidence-statement pairs as relevant
or not using a BERT-based classifier and con-
textual data augmentation (subtask 2). Using
the relevant parts of the clinical trial from the
first level, the system uses an additional BERT-
based classifier to determine whether the rela-
tion is entailment or contradiction (subtask 1).
In both levels, the contextual data augmenta-
tion is showing a significant improvement in
the F1 score on the test set of 3.7% for subtask
2 and 7.6% for subtask 1, achieving final F1
scores of 82.7% for subtask 2 and 64.4% for
subtask 1.

1 Introduction

A huge amount of clinical trial reports are gen-
erated annually, and the ability to automatically
extract and analyze data from these reports can
help healthcare professionals stay abreast of the lat-
est trends and findings from these trials. SemEval
2023 Task 7: Multi-evidence Natural Language In-
ference for Clinical Trial Data consists of a dataset
of breast cancer clinical trial reports and related
statements in English (Jullien et al., 2023). The
goal is to determine the trial-statement inference
relationship (subtask 1) and to extract supporting
sentences from the trial text (subtask 2).

The proposed system reverses the task order and
redefines subtask 2 as identifying the sentences
from the clinical trial text relevant to the statement,
similar to Question-Answering Natural Language
Inference (QNLI) (Wang et al., 2018). After finding
these sentences, they are used as input for classi-
fying the inference relation - entailment or contra-

diction of the statement with respect to the premise
(subtask 1). We evaluated various transformer mod-
els based on the original BERT architecture (Devlin
et al., 2018) and pre-trained on biomedical/clinical
data and a contextual data augmentation approach
that improves the model’s ability to discriminate
related sentences and classify them correctly.

The system showed 82.7% F1 score on the test
set and ranked fifth in the leaderboard for subtask
2, 2.6% behind the first-place model. Subtask 1 is
more challenging and the system showed 64.4% F1
score on the test set there. The system struggles the
most when the statement requires performing quan-
titative reasoning to determine the relationship.

The code related to this task is available on
GitHub 1.

2 Background

The task uses a dataset of breast cancer clinical
trial reports, statements, inference relations, and
supporting sentences annotated by domain experts.
It is separated into two sub-tasks - textual entail-
ment and evidence retrieval (Jullien et al., 2023).

Each clinical trial record consists of 4 standard
sections: Eligibility, Intervention, Results, and Ad-
verse Events. And each section in the dataset con-
sists of multiple lines of text with information about
the section.

Each statement is a section-specific claim and
may be related to one or two clinical trials (pri-
mary/secondary). The statement type is single or a
comparison depending on whether it refers to one
or two clinical trials. Each statement has a label
specifying the inference relation - entailment or
contradiction - that can be inferred from the clini-
cal trial section. The dataset is split into 3 parts -
train/dev/test and the labels are evenly distributed
between the two classes for each section in the train
and dev sets. The majority of statements are of type

1https://github.com/svassileva/semeval-nci4ct
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single and comparisons are fewer - approximately
39% of the train set and 30% of the dev set.

We have participated in both subtasks:

1. Subtask 1 - Textual entailment, aiming to pre-
dict the inference relation of the statement-
premise pair;

2. Subtask 2 - Evidence retrieval, aiming to
extract the supporting evidence from the
premise.

Transformer models have been applied to a wide
variety of NLP tasks, including natural language
inference. In particular, BERT and BERT-based
models have been successfully applied to multiple
Natural Language Inference (NLI) datasets and are
showing state-of-the-art (SOTA) results on two of
the GLUE (Wang et al., 2018) benchmark datasets
QNLI corpus (Wang et al., 2018)) - ALBERT (Lan
et al., 2019), and WNLI corpus - DeBERTa (He
et al., 2021). BERT-based models have a signif-
icantly smaller number of parameters than mod-
els like T5-11B (Raffel et al., 2020) and PaLM
540B (Chowdhery et al., 2022) which are show-
ing the best results for Multi-Genre Natural Lan-
guage Inference (MultiNLI), Recognizing Textual
Entailment (RTE) (Wang et al., 2018) and Com-
mitmentBank (de Marneffe et al., 2019) datasets
2. Therefore, BERT-based models can still be use-
ful for NLI tasks and are not as computationally
expensive.

3 System overview

In order to determine the inference relationship
between premise-sentence pairs of the clinical trial
report (CTR), we first identify the parts of a section
that contain information related to the statement.

3.1 Subtask 2 Approach

The purpose of the second task is to derive the sup-
porting facts from the premise needed to justify the
inference relation label (Jullien et al., 2023). We re-
formulate the task to extract the premise’s relevant
parts containing information about the claim.

We approach the task as a task for Question-
Answering NLI (NLI (Wang et al., 2018)) where
the original dataset consists of question-paragraph
pairs where one of the sentences in the paragraph
contains the answer to the question. For the second

2https://paperswithcode.com/task/
natural-language-inference

task, we treat each line from the relevant section of
the premise as a separate sentence and we use the
statement as a question. The goal is to find the lines
that contain the information needed to determine
the relationship of the inference.

The premises in the dataset consist of well-
structured sections with easily observable general
subsections. For example, the Eligibility section
mostly contains two subsections - Inclusion criteria
and Exclusion criteria. Similar subsections can be
identified in the other sections and the most com-
mon ones are shown in figure 1. The information
in each premise line is concise and describes a spe-
cific feature of the subsection, for example, one
clinical trial eligibility criterion.

Additionally, the claims are analyzed and sev-
eral common subjects are identified for which the
statements are typically related, for example - pri-
mary/secondary trial, cohort 1 or 2, etc. State-
ments sometimes contain references to different
features in the different trials, so the model needs
to have contextual information about each line of
the premise, i.e. which trial and section does the
line describe.

3.1.1 Contextual Data Augmentation
In order to improve the ability of the system to
distinguish which lines of the premise are relevant
to the statement, we augment the data by providing
additional context information such as:

• Trial - primary or secondary, based on input
data;

• Parent subsection - for example, inclusion cri-
teria. We rely on the well-structured premise
and extract subsection headings using the fol-
lowing rule - any line which ends in a colon
and is shorter than 30 characters;

• Cohort - when the data refers to a particular
cohort number, we add the word "cohort" be-
fore the number; for example, "adverse events
1" becomes "adverse events cohort 1".

For example, following the rules above, the evi-
dence sentence Serious, non-healing wound, ulcer,
or bone fracture from the Exclusion criteria subsec-
tion of a primary trial is transformed into Primary
trial: Exclusion Criteria: Serious, non-healing
wound, ulcer, or bone fracture. Table 1 shows ad-
ditional examples of contextual data augmentation.
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Figure 1: Most common subsections found in the train set and their frequencies.

Original Text Augmented Text
For patients treated
by lumpectomy, whole
breast irradiation is re-
quired.

Primary trial: In-
clusion Criteria: For
patients treated by
lumpectomy, whole
breast irradiation is
required.

Tamoxifen : 20 mg
once daily oral dose

Primary trial: inter-
vention cohort 2: Ta-
moxifen : 20 mg once
daily oral dose

Unit of Measure: Par-
ticipants 2

Secondary trial: re-
sults cohort 2: Unit
of Measure: Partici-
pants 2

Adverse events
1: Anaemia 2/752
(0.27%)

Secondary trial: ad-
verse events cohort
1: Anaemia 2/752
(0.27%)

Table 1: Examples of contextual data augmentation on
the premise.

3.1.2 Subtask 2 Method

Using the augmented dataset, we train a BERT-
based classifier that takes each line from the
premise, and the corresponding statement and de-
termines whether the information in the line is
relevant to the statement. We use the standard
BERT for sequence classification architecture (De-
vlin et al., 2018). Figure 2 shows the pipeline archi-
tecture used for subtask 2. We use the augmented
train dataset for subtask 2, which consists of the

indices of lines in the premise which support the
inference relation.

We select several BERT-based models pre-
trained on biomedical and/or clinical data as they
have been trained using domain-specific terminol-
ogy and sentence structure. Table 2 shows the dif-
ferent models and data used for their pre-training.

Model Pre-trained on data
BioM-BERT-PubMed-
PMC-Large (Alrowili
and Shanker, 2021)

PubMed Abstracts +
PMC full article

BioBERT 1.1 (Lee
et al., 2020)

PubMed + PMC

Clinical BERT
(Alsentzer et al., 2019)

BioBERT + MIMIC
notes

BioBERT MNLI (Lee
et al., 2020)

BioBERT-Base v1.1

BioMed-RoBERTa-
base (Gururangan
et al., 2020)

RoBERTa-base + 2.68
million scientific pa-
pers

PubMedBERT (Gu
et al., 2020)

PubMed Abstracts +
PMC full articles

Table 2: Different BERT-based models used for training
on subtask 2.

3.2 Subtask 1 Approach

To determine the inference relation (entailment
vs contradiction) between clinical trial report
(CTR) - statement pairs, we fine-tuned a trans-
former model with a binary classification head
using only statements from the provided evi-
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Figure 2: Subtask 2 pipeline architecture - each line of the premise section is first augmented, and then paired
with the statement. The pair is passed to the BioM-BERT classifier to determine if the sentence is relevant to the
statement.

dence indexes (Primary_evidence_index and Sec-
ondary_evidence_index fields in a CTR file) to rep-
resent the premise. The classification of new exam-
ples relies on the evidence indexes that the subtask
2 model outputs.

The end-to-end architecture of the system is
shown in figure 3.

3.2.1 Classification Model Selection
We experimented with the following models for the
classifier:

• BioM-BERT-Large (Alrowili and Shanker,
2021) - a BERT-based model (with ELEC-
TRA architecture) for the biomedical domain,
pre-trained on PubMed Abstracts + PMC +
general domain vocab (EN Wiki + Books).
It achieves state-of-the-art (SOTA) on cer-
tain Bio Text Classification Tasks such as
ChemProt.

• Clinical Longformer (Li et al., 2023) - a
Longformer-based model for the biomedical
domain, further pre-trained on MIMIC-III
clinical notes. This allowed us to evaluate
to a certain extent the effect of long input
sequences (more than 512 tokens) on clas-
sification results, as some of the statement-
premise pairs are truncated when passed to
BioM-BERT, although we do not use the full
section text for the premise. 8.5-15% of the
statement-premise pairs exceed 512 tokens.

3.2.2 Data Normalization
All data is normalized prior to fine-tuning/inference
by replacing <,>,<=, >=,% with the corre-
sponding phrases. Further, we expand some com-
mon abbreviations like AEs (Adverse events), PFS

(Progression Free Survival), IV (intravenous), PO
(orally), QD (every day), which were identified by
manual data review.

3.2.3 Classifier Fine-Tuning
The format of the training set proved to have the
highest impact on final model performance, as ex-
pected. We compared three approaches:

1. Standard: each statement-premise pair in the
training set consists of the entire statement
text and as much of the premise text (con-
catenated evidence sentences) as possible, up
to the maximum input sequence length (512
or 4096 tokens for BioM-BERT and Clinical
Longformer, respectively). This is the base-
line approach.

2. Single sentence: create a statement-premise
pair for each evidence sentence. For example,
statement S and evidence sentences [E1, E2,
E3] form input statement-premise pairs S-E1,
S-E2, and S-E3.

3. Single sentence + augmentation: create a
statement-premise pair for each evidence sen-
tence. Prepend trial and subsection informa-
tion to each premise sentence using the ap-
proach from section 3.1.1 (the same approach
as in subtask 2).

During evaluation, we always use the entire
statement-premise text as input (truncating the
premise when necessary).

3.2.4 Challenges
1. Quantitative reasoning - statements requiring

quantitative reasoning prove to be quite dif-
ficult for the selected models (and large lan-
guage models (LLMs) in general), as models
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Figure 3: End-to-end architecture of the system - relevant (evidence) sentences found by the task 2 model are used
along with the statement as an input to the task 1 classifier that determines the inference relation.

rely on lexical cues for prediction (Ravichan-
der et al., 2019). One such statement is Febrile
Neutropenia was the most common adverse
event recorded in the primary trial, affecting
more than 5% of patients. We only attempt to
increase the signal for the aforementioned lex-
ical cues by normalizing the data - replacing
comparison operators with their correspond-
ing phrases.

2. Clinical trial context - almost 40% of the orig-
inal examples in the training set compare two
clinical trials. Each input prompt must include
enough context that clearly signal which part
of the premise corresponds to which clinical
trial (primary or secondary). We address this
by augmenting each premise sentence in the
training set with trial and subsection informa-
tion, and also by testing different augmenta-
tion variants for dev and test prompts.

4 Experimental Setup

We perform separate experiments for subtask 2 and
subtask 1. For both tasks, we use the train dataset
to train different models, evaluate them on the dev
set and select the best-performing model. Since
subtask 1 uses the output from subtask 2, we select
the best-performing model for subtask 2 and feed
the output for evaluating subtask 1 models. We
optimized subtask 1 hyperparameters using Tune
(Liaw et al., 2018).

4.1 Data Splits
We used the entire training set (1700 prompts) for
training, formatting it depending on the evaluated
pre-processing approach.

For subtask 1, we evaluated several different pre-
processing approaches. The standard approach sim-
ply uses each of the original examples as a training

example. The other two pre-processing approaches
produced multiple training prompts from each of
the original 1700, resulting in a total of 20,885
prompts. The entire dev and the entire test set
were used as intended for dev and testing respec-
tively - some augmentation techniques were tested
on them. However, the total number of examples
was not affected.

4.2 Tools and Libraries
For subtask 1 and 2 we used Python 3 and the
libraries PyTorch 4, Huggingface transformers 5,
Ray tune6, and pandas 7.

4.3 Evaluation Metrics
We used precision, recall, and macro F1 as evalua-
tion metrics for subtask 1 and 2.

We compare the F1 score on the dev set using
different models and select the best-performing
model to be evaluated on the test set.

5 Results

5.1 Subtask 2 Results
We use train split to train a BERT-based classifier
using the standard BERT architecture. We perform
training using batch size 16, learning rate 2e-5, and
weight decay 0.01 for 3 epochs, taking the epoch
showing the best results on the dev set. The same
hyperparameter values are used for all of the BERT-
based models we compared for subtask 2.

The best performing model we trained was based
on BioM-BERT and showed 86.6% F1 score on the
dev set and 82.7% F1 score on the test set, ranking
fifth in subtask 2.

3Python version 3.8.10
4Pytorch version 1.13.1+cu116
5Transformers version 4.26.1
6Ray tune version 2.3.0
7Pandas version 1.3.5
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Model Batch size Learning
rate

Adam
epsilon

Warmup
steps ratio

Epochs

BioM-BERT Large 16 2e-5 1e-8 0.02 3
Clinical Longformer 8 2e-5 1e-8 0.05 3

Table 3: Hyperparameters used for finetuning subtask 1 models.

Table 4 shows the results for the different BERT
models used in the experiments. PubMedBERT
shows a slightly higher score on the dev set, but the
test set performance is quite low - 78.6%, which
could signal overfitting to the train/dev sets. The
BioBert MNLI model is a close second to the BioM-
BERT model with 82% F1 score on the test set.

Model Dev F1 Test F1
BioM-BERT 0.865 0.827
Clinical BERT 0.84 0.79
BioBert MNLI 0.86 0.82
BioBERT 0.846 0.79
BioMed Roberta Base 0.85 0.77
PubMedBERT 0.87 0.786

Table 4: Evaluation on dev and test sets of the different
BERT-based models trained on subtask 2.

5.1.1 Impact of Contextual Data
Augmentation

We also investigated the impact of the contextual
data augmentation on the result, by training the
same BioM-BERT model using the official train-
ing data without augmentation. The model scored
83% F1 on the dev set and 79% F1 on the test set,
showing that the augmentation improves the model
performance by 3.6% and 3.7% respectively.

5.2 Subtask 1 Results
The best-performing model for subtask 1 that we
trained was based on BioM-BERT Large, showing
68.2% F1 on the dev set and 64.4% F1 on the test
set. These results were achieved after the compe-
tition ended, as our officially submitted result was
invalidated due to a bug in our evaluation code, re-
sulting in the model being evaluated only on the
’Comparison’ type examples.

5.2.1 Effect of Using Only Evidence Sentences
To investigate the effect of using only evidence
sentences (those listed in the primary/secondary ev-
idence indexes in the train/dev sets, and recognized
by the task 2 model for the test set), we trained the
models using two distinct approaches:

1. Full section text: including as much as possi-
ble of the full section text in the premise (with
truncation). Both models perform poorly
in terms of F1, as parts of the context cru-
cial for the correct inference are often trun-
cated, while others that only add noise, are
included. BioM-BERT shows better preci-
sion while having lower recall. Clinical Long-
former achieves a higher recall score, likely
due to the larger maximum processable input
limit.

2. Evidence sentences only (Standard): using
the full statement text and as much as possible
of the concatenated evidence sentences text
(with truncation) to form statement-premise
pairs results in a more robust performance
of both models on both the test and the dev
set. On the dev set, we observed that Clinical
Longformer outperforms BioM-BERT, which
was expected, as it was able to process the
entire statement-premise pair without loss of
context (see Table 6).

5.2.2 Effect of Contextual Data Augmentation
The way the train set was pre-processed had the
biggest impact on performance.

1. Standard: this is the baseline approach men-
tioned in the previous section that uses only
evidence sentences to form a premise (see Ta-
ble 6).

2. Single sentence: using the full statement
text and each evidence sentence (unmodi-
fied) to form a statement-premise pair signifi-
cantly improves the BioM-BERT model per-
formance (from 50.5% F1 to 66.3% on dev,
and from 44.3% to 55.6% F1 on test). Perfor-
mance of Clinical Longformer is comparable
to the base case (see Table 7).

3. Single sentence + augmentation: extending
the second approach, here we prepended infor-
mation about the trial (primary or secondary)
and the subsection (e.g. Inclusion criteria)
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Model Dev Dev Dev Test Test Test
Precision Recall F1 Precision Recall F1

BioM-BERT Large 0.750 0.030 0.057 0.666 0.024 0.046
Clinical Longformer 0.521 0.120 0.195 0.490 0.104 0.172

Table 5: Subtask 1 Full section text approach. Results of models, finetuned on full section text.

Model Dev Dev Dev Test Test Test
Precision Recall F1 Precision Recall F1

BioM-BERT Large 0.510 0.500 0.505 0.502 0.397 0.443
Clinical Longformer 0.626 0.570 0.596 0.575 0.353 0.437

Table 6: Subtask 1 Evidence sentences only (Standard) approach. Results of models, finetuned only on the
concatenated evidence sentences.

to each evidence sentence prior to pairing it
with the full statement text. This additional
context leads to performance gains in both
models on both train and dev sets, allowing us
to achieve our best result of 71% dev F1, and
64.4% test F1 with the BioM-BERT model,
which is a 4.7% and 7.6% improvement re-
spectively, compared to the plain Single sen-
tence approach. (see Table 8).

4. Lastly, applying the augmentation technique
from the Single sentence + augmentation ap-
proach to the full evidence text in the Standard
approach results in poor performance by both
models, likely due to the increased noise.

In evaluation, using the full statement-premise
text as input (truncating the premise when neces-
sary) produced the most robust results on both dev
and test set. We explored alternative techniques
such as classifying each premise sentence against
the given statement and combining the results by,
for instance, classifying the input example as Con-
tradiction if enough of its premise sentences con-
tradicted with the statement. They turned out to be
quite dependent on the given evaluation set, and
often resulted in a majority classifier. Other, more
sophisticated approaches may be worth exploring,
although they would all suffer from the reduction
of context as a result of splitting. We also tested
the impact of augmenting the evaluation sets:

1. Unmodified - passing the entire unmodified
statement+premise pair. This was the baseline
approach.

2. Mark trial - prepend Primary trial: before
the block with primary trial sentences in the
input premise. Similar for the secondary trial

premise sentences block. This does not in-
crease performance and adds noise in some
cases.

3. Full augment - prepend Primary trial: and
subsection name to each premise sentence.
Similar for the secondary trial. This helped im-
prove the precision of the BioM-BERT model
by 1-2% and the F1 by 1% on both dev and
train sets. Clinical Longformer performance
was not affected.

Overall, when using only evidence sentences as
premise, BioM-BERT Large performs better than
Clinical Longformer, perhaps due to the input se-
quence length being significantly reduced - only
8-15% of the statement-premise pairs exceed 512
tokens with the Standard approach. There are no
pairs which exceed the limit with the Single sen-
tence or Single sentence + augmentation approach.

5.2.3 Error Analysis
Most of the dev set examples, misclassified by our
best model (BioM-BERT Large) require quantita-
tive reasoning. Premises that entail only part of a
compound statement while implicitly contradict-
ing with other parts of the statement are incorrectly
classified as Entailment. Table 9 provides examples
for these two most common types of errors.

6 Conclusion

The proposed two-level system for retrieving rele-
vant clinical trial evidence and classifying entail-
ment shows competitive results for subtask 2 with
82.7% F1 score but could be improved in handling
quantitative reasoning. The described approach for
augmenting with contextual data improves the per-
formance for both subtasks. As further work, the
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Model Dev Dev Dev Test Test Test
Precision Recall F1 Precision Recall F1

BioM-BERT Large + Unmodified 0.670 0.610 0.638 0.640 0.485 0.552
BioM-BERT Large + Mark trial 0.677 0.610 0.642 0.635 0.469 0.540
BioM-BERT Large + Full augment 0.677 0.650 0.663 0.654 0.502 0.568
Clinical Longformer + Unmodified 0.638 0.530 0.579 0.630 0.349 0.449
Clinical Longformer + Mark trial 0.634 0.520 0.571 0.614 0.345 0.442
Clinical Longformer + Full augment 0.629 0.510 0.563 0.623 0.345 0.444

Table 7: Subtask 1 Single sentence approach. Results of models, finetuned on statement-premise pairs with a
single premise sentence and no augmentation.

Model Dev Dev Dev Test Test Test
Precision Recall F1 Precision Recall F1

BioM-BERT Large + Unmodified 0.605 0.860 0.710 0.565 0.726 0.636
BioM-BERT Large + Mark trial 0.579 0.840 0.685 0.566 0.738 0.641
BioM-BERT Large + Full augment 0.586 0.850 0.693 0.571 0.738 0.644
Clinical Longformer + Unmodified 0.612 0.680 0.644 0.594 0.554 0.573
Clinical Longformer + Mark trial 0.640 0.730 0.682 0.588 0.590 0.589
Clinical Longformer + Full augment 0.625 0.750 0.681 0.586 0.570 0.578

Table 8: Subtask 1 Single sentence + augmentation approach. Results of models, finetuned on statement-premise
pairs with a single premise sentence and prepended trial + subsection info.

Statement Premise Expected Label Type
in cohort 1 of the primary trial
there were more cases of Left
ventricular dysfunction than
Abdominal pain

Primary trial: Left ventricular dysfunc-
tion * 2 cases out of 219 participants
(0.91 percent (%)) Abdominal pain * 1
case out of 219 participants (0.46 per-
cent (%))

Entailment Quantita-
tive
reasoning

the primary trial participants
are administered Avastin, Be-
vacizumab and radiotherapy
as part of the intervention

Primary trial: INTERVENTION 1:
Avastin (Bevacizumab) Plus Hormone
All patients received Avastin (Beva-
cizumab) 15 mg/kg intravenous every
three weeks as well as continuing with
hormonal therapy they previously were
taking.

Contradiction Implicit
contradic-
tion

Table 9: Subtask 1 incorrectly classified dev set examples sample.

system could be enhanced to extract quantitative
information and use additional processing to assess
whether the statement contradicts the premise.

Limitations

The proposed contextual data augmentation ap-
proach relies heavily on the structure of the dataset
which includes well-formed sections and subsec-
tions. While clinical texts usually have a standard
structure, it is not always so uniform, so extracting
subsections in any clinical text is more difficult.
Due to the limits of the input size of BERT-based

models, scaling to longer text remains a challenge
for this approach.
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