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Chinese University of Hong ]
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School of Biomedical Sciences,
The Chinese University of Hong Incorrect equation (3)
Kong, Shatin, Hong Kong SAR,
China

Full list of author information is

ilable at th f the articl 2
available at the end of the article ll[:(d,[], V,8,8) = %Zi,m (Zi,m — d}rvm —p;rvm — SLTgm) +
Lo (X 113 + X2 1del3 + X, Ivil3) + .
72 (30 = o) Sy lsil + @ Xy lsil )
subject to S8l <oVk=1,... K.
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n (4)
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Incorrect equation (10)
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Incorrect Algorithm 1

;

Ay Ay — (XPD} + X P, ) (XPD + XE Py )
=T

By« By—Z) (X}fD}( +X}ZP}<)

Ey <~ Eirq1-— S}kTS;k

Fp <~ Fr_1— Z}kTS;k'

Correct Algorithm 1

.

Ax <« Ay = (XPD +xEP,) (XPD + XEPy )
=T

By « Bi1—Z] (X;fD;< +X}ZP,’<>

Ep < Ep_q1— S}kTS;k

Fr < F— 2.

The original article [1] is corrected.
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