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Benchmark of Generic Shapes for Macrocycles; Romero RA*, Ruìz Moreno AJ*, VelascoVelázquez M, Groves MR, Domling A; J. Chem. Inf. Model. (2020) doi:10.1021/acs.jcim.0c01038
STXBP6, reciprocally regulated with autophagy, reduces triple negative breast cancer
aggressiveness; Lenka G, Shan J, Halabi N, Abuaqel S, Goswami N, Schmidt F, Zaghlool S,
Romero RA, Subramanian M, Boujassoum S, Al-Bozom I, Gehani S, Al Khori N, Bedognetti D,
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