Object
id: str
notes: dict
annotation: dict

optimize()
remove_reactions()
to_array _based _model()

check_mass_balance()
get_coefficients()
get_gene()
get_model()
get_products()
get_reactants()
remove_from_model()
subtract_metabolites()

ArrayBasedModel

S: scipy.sparse

b: numpy.array

constraint_sense: list
lower_bounds: numpy.array
objective_coefficients: numpy.array
upper_bounds: numpy.array

update()

Gene
functional: bool
locus_end: int
locus_start: int
strand: str

Model Reaction Metabolite Solution Formula
compartments: dict gene_reaction_rule: str charge: float f: float elements: dict
description: str lower_bound: float compartment: str status: str formula: str
genes: DictList name: str formula: Formula solver: str weight: float
metabolites: DictList objective_coefficient: float name: str X: numpy.array
reactions: DictList reaction: str get_model() x_dict: dict
solution: Solution upper_bound: float get_reaction() y: numpy.array
add_reactions() add_metabolites() remove_from_model() y dict: dict

DictList(list)

query()

get_by id()




