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Erratum
After the publication of this work [1] it was noticed that
there was an error with the funding number included in
the Funding section where the application number was
published instead of the approved funding number. It
currently appears as "Chongqing Basic Scientific and
advanced technology Research (cstc2015jcyjBX0001,
cstc2016shms-ztzx0016 and 21)" and should appear as
"Chongqing Basic Scientific and advanced technology
Research (cstc2015jcyjBX0001, cstc2016shms-ztzx80020
and ztzx80010)".
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