I am very pleased to receive your questions and those of the reviewers about this article. In response to your questions and those of the reviewers, we provide the following explanations. 
Gene expression consists of multiple processes, including transcription(1), mRNA processing(2) and protein translation(3), which are regulated by many factors. mRNAs and proteins are intermediates in gene expression. Protein expression is often more stable across tissues than that of transcripts(4). 
In the pre-experimental period, we measured the mRNA level of SMA and Col1 in lung tissue of mice among three groups sacrificed at 2 and 3 weeks. At 2 weeks of intervention, the mRNA of SMA and Col1 in the lung tissue of baricitinib group mice lower than that in the control group. We speculate that the reason for this phenomenon is that SMA and Col1 are more sensitive to the regulation of baricitinib.
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[bookmark: _GoBack]Uhlen et al(5, 6) previously developed for mRNA profiling, which stratifies genes into the five classes “tissue-enriched” (fivefold above any other tissue), “group enriched” (fivefold above any group of 2–7 tissues), “enhanced” (fivefold above the average of all other tissues), “expressed in all” (expressed in all tissues) as well as “mixed” genes (which do not match the other categories). In a research about proteome and transcriptome abundance atlas of healthy human tissues, furthermore, researchers found that 43% of all transcripts showed elevated expression in one or more tissues (“tissue-enriched”, “group-enriched” or “tissue-enhanced”)(4). We therefore hypothesize that there are differences in mRNA levels between tissues. In our studies, there is a difference in skin and lung tissue Col4 mRNA level between baricitinib and control groups. Overall, baricitinib significantly reduces collagen mRNA compared to the bleomycin group, exerting an anti-fibrotic role. We all believe that baricitinib is a promising candidate drug for the prevention of pulmonary complications in patients with SSc. 
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