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1. Our approaches to the task
• to use open source NMT toolkit JoeyNMT and Systran Pure Neural Server® to train and fine-tune biomedical NMT models

(en↔fr) based on specialized biomedical corpora (UFAL, WMT, Khresmoi);

• to compare and analyze translations predicted by the models;

• to interpret and understand performances of the models.

2.Data and training for baseline model and fine-tuning
Technique Run Corpus BLEU sacreBLEU Toolkit

fr→en en→fr fr→en en→fr
Baseline model (in-
domain)

run 1 UFAL 0.258 0.207 61.01 59.23 JoeyNMT

SYSTRAN Pure Neural
Server

run 2 SYSTRAN in-house corpora 0.401 0.316 / / SYSTRAN

ModelStudio Light run 3 in-house data 0.259 0.073 / / SYSTRAN
Baseline model (out-of-
domain) + fine-tuning (in-
domain)

run 4 Europarl 7 + UFAL 0.097 0.203 18.60 21.13 JoeyNMT

Europarl 7 + WMT and Khresmoi / / 54.8 38.4 JoeyNMT

3.Analysis and metrics of the translations
Comparison of occurrences of "must" and "should" in SYSTRAN and JoeyNMT translations with
iTrameur

overuses of "must" in the SYSTRAN translation (IndSP = +5) and "should" in JoeyNMT
large frequency differences of both words in training data : 18,462 ("should") vs. 4,061

("must"); occurrence preponderances seemingly unbalanced the translation predictions

4.Vocabulary comparisons
Comparison of Vocabulary Growth Curves in
SYSTRAN PNS and mBART translations

SYSTRAN did slightly better than mBART,
with less word variations.

Comparison of Specificity Vocabulary Growth
Curves in Systran PNS and mBART transla-
tions

The French feminine determiner "la" before
"COVID" is more correctly predicated by PNS
that mBART.

5.Conclusion
We used a variety of strategies, toolkit comparison and fine-tuning to compare outcomes of different NMT systems in biomedical translation. Our
contribution lies in the textometric analysis of the output. This allowed us to raise the issue of the role of the variability observed for the gender of
COVID in French or for technical terms like "keloids".
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