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M.E.Monroe, N.Tolić, N.Jaitly, J.L.Shaw, J.N.Adkins and
R.D.Smith

VISDA: an open-source caBIGTM analytical tool

for data clustering and beyond 2024
J.Wang, H.Li, Y.Zhu, M.Yousef, M.Nebozhyn, M.Showe, L.Showe,
J.Xuan, R.Clarke and Y.Wang

CORRIGENDUM

Please visit the journal’s World Wide Web site http://bioinformatics.oxfordjournals.org

http://bioinformatics.oxfordjournals.org

