Supplementary Data:

The stable states of the network were calculated using the SQUAD program [1]. After computing the stable states in a discrete model with an asynchronous updating scheme [2], SQUAD used them in a continuous model to show that the network converges into two unique stable states (supplementary Table a). The probability of transition between the stable states was calculated in the discrete model after modeling the stochastic behavior of the system (GenYsis, [2]) (supplementary Table b), and showed that the probability of the system to spontaneously switch between the stable states after introducing noise according to this model is very low. In other words, the robustness of the system under stochasticity is very high, a common feature in biological networks.
	
	stable state “E”
	stable state “M”

	CDH1
	1
	0

	SNAI1
	0
	1

	ZEB1
	0
	1

	ZEB2
	0
	1

	miR-200
	1
	0

	miR-203
	1
	0


Supplementary Table a. Stable states of the EMT core network. Two unique stable states are present in the system, coined stable state “E” and stable state “M”. The values should be considered normalized in the sense that the range is from 0 to 1 for all genes, and represent the level of activity for this specific gene.
	
	stable state “E”
	stable state “M”

	stable state “E”
	0.9935
	0.0065

	stable state “M”
	0
	1


Supplementary Table b. Probability of transition matrix. Shown is the probability of transition matrix between stable states after introducing noise in the system according to the stochasticity model. The network exhibits high robustness, with a probability of remaining in the same stable state of 0.9935 and 1 for the state “E” and “M”, respectively.
In order to evaluate the importance of the miR203/SNAI1 double negative feedback loop, we performed a dynamical simulation of a network lacking the interaction “miR-203 on SNAI1”. This edge-altered network converges into one unique stable state (“Eea”) (supplementary Table c).
	
	stable state “Eea”

	CDH1
	1

	SNAI1
	0

	ZEB1
	0

	ZEB2
	0

	miR-200
	1

	miR-203
	1


Supplementary Table c. Stable state of edge-altered network. The system adopts one stable state, coined stable state “Eea”. The values should be considered normalized in the sense that the range is from 0 to 1 for all genes, and represent the level of activity for this specific gene.
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