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Dear reviewer:

Thank you for providing us an opportunity to revise manuscript, we really appreciate
editor and reviewers for your constructive comments and suggestions.

The responses to the comments are as follows:

Reviewer#1(03476648): We appreciate your thoughtful comments. We have
supplemented newly searched IncRNAs and corrected imprecise statement. The
detailed point-by-point responses for comments are listed below.

Comment 1. More updated data from studies published in 2018 could be included.

Answer: We updated our search results and supplemented several IncRNAs
research articles about ”Yes-associated protein1(YAP1)”,” LINC00052”” LncRNA
BC005927”,” PTENP1”,” RP11-19P22.6-001” and ” DQ786243".

Comment 2. Language editing is needed and also correction of typos throughout
the manuscript.

Answer: We carefully read the article through and made the language editing and
we find professionals to help us corrected mistakes.

Comment 3. “This review may provide a theoretical foundation for predicting
metastasis and for intervening in metastatic GC.” This statement does not reflect the
scopes of this review, please rephrase.

Answer:"This review summarizes in category the metastatic related IncRNAs,
which may help to understand the mechanism map of mentioned IncRNAs, and may
provide potential markers for prognostic prediction and monitoring relapse of GC.
These mechanisms could be possible targets to intervene metastatic GC.”

Comment 4. "Due to the unsatisfactory prognosis in advanced stage GC patients
who have undergone surgery, chemotherapy or radiotherapy, measures should be
taken to intensively monitor GC patients”. It would be helpful to describe here the
state-of-the art regarding GC monitoring.

Answer:” The post-operative monitoring tools including endoscopic monitoring, CT,
MRI, PET, serological monitoring(CA19-9,CA153,CA125,CA724), though the sensitivity
did not match our expectation yet. Recently, circulating tumor DNA(ctDNA) are being
considered as GC relapse predicting markers. Because of the unsatisfactory
prognosis in advanced stage GC patients who have undergone surgery,
chemotherapy or radiotherapy, measures should be taken to intensively monitor GC
patients”

Comment 5. “IncRNAs involved in degradation of the extracellular matrix (ECM)”
should read “IncRNAs involved in regulation of degradation of the extracellular
matrix (ECM)”

Answer: We made the modification as your comments.

Comment 6. Table 2: An idea would be to highlight the IncRNAs that have been
validated in independent patient cohorts and also report Hazard Ratios and 95%ClI



regarding OS and DFS.

Answer: We add “OS(HR&95%CI) “ and ” DFS(HR&95%CI)” to the Table 2, and
collected IncRNAs that have been validated in cohorts and filled in their HR and
95%Cl regarding OS and DFS.
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Reviewer#2(02631746): Thank you very much for providing improvement suggestion.
According to your suggestions, we have made revisions to our previous manuscript,

the details are as follws.

Comment 1: The authors also need to outline briefly as to how this knowledge can
be used in the treatment of the patient in addition to using it for prognosis.

Answer:” Silencing UCA1 inhibits resistance to adriamycin in GC, which suggests
that UCA1 may be a novel therapeutic target”;
"Furthermore, LEIGC overexpression enhances the GC cells sensitivity of
5-fluorouracil, and this characteristic enable LEIGC to be a potential therapeutic



target.”;

”IncRNAs involved specific mechanism of regulation of GC progression could be
helpful in GC treatment. Those IncRNAs who are considered as independent
prognostic factor by survival analysis such as MALAT1, Sox2ot, OTUB1-isoform 2,
PANDAR, etc... and those IncRNAs dramatically altered in postoperative GC patients
such as FERI4, may be utilized as prognosis evaluation markers. Some IncRNAs
increased in metastatic tissue compared to primary focus may be beneficial in
predicting metastasis.”

According to the reviewer’s comments, we have revised the manuscript.
Thank you!

Yours truly,
Mengting Lin
Corresponding author: Xiaoyun Ding



