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In the article titled “Detecting Key Genes Regulated by
miRNAs in Dysfunctional Crosstalk Pathway of Myasthenia
Gravis” [1], it was not clearly stated how to identify dysfunc-
tional pathways in myasthenia gravis (MG), as raised by Dr.
Panse in [2]. The authors clarified how to overcome the issue
in their response [3]. Accordingly, the Results and Discussion
sections are corrected as follows.

In the Results section, “Since miRNAs are negative
regulators of mRNAs, pathways enriched for differentially
expressed mRNAs were used to filter predicted targets based
on inverse miRNA-mRNA regulation. The intersections of P,
+ P, and P, + P, were defined as up- and downregulated
pathways, respectively” should be corrected to “Since miR-
NAs are negative regulators of mRNAs, pathways enriched for
differentially expressed mRNAs were used to filter predicted
targets based on inverse miRNA-mRNA regulation. In brief,
we applied pathway filter analyses instead of using miRNA-
mRNA regulatory pairs directly. The intersections of P, + P,
and P, + P, were defined as up- and downregulated pathways,
respectively.”

In the Discussion section, “However, some MG patients
are unresponsive to conventional therapies or suffer adverse
reactions from long-term use of immunomodulatory drugs
such as steroids or immunosuppressants” should be cor-
rected to “However, some MG patients are unresponsive
to conventional therapies or suffer adverse reactions from
long-term use of immunomodulatory drugs such as steroids

or immunosuppressants. The category of MG patients is
complex, which could be classified according to the antibody
specificity, age at onset, type of course, and thymus histology.
Therefore, we do not consider anti-AChR-positive and anti-
AChR-negative patients specifically.”
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