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-main findings:

-ESRRB acts as an endodermal inducer in the absence of NANOG

-Transcription factor ratios are important in network function

-ERK oscilations may induce ICM-like priming

-NANOG titrates ESRRB away from extraembryonic-associates loci
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-Differential degredation of ESRRB and NANOG in response to ERK

-ESRRB induces an PrE-like population in the absence of NANOG
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-ESRRB:NANOG ratio affects PrE specification
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-ESRRB induces ICM and extramebryonic transcriptional signitures
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-NANOG titrates ESRRB away from PrE-associated loci
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-Mathematical modeling predicts ICM-like priming from ERK oscilations

1) change in TF in response to ERK
2) basal production
3) production factor
4) impact of the respective factor on the other in the network
5) degradation rate computational model predicts oscillatory behaviour could result 

in ICM-like priming

Ala Trusina and Alex Nielsen (NBI)
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4. impact of the respective factor on the other in the network 

5. degradation rate 
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in vivo scRNA-seq from Nowotschin et. al., 2019. Analysed by Jose Alejandro Romero Herrera.

computational model predicts oscillatory behaviour could result 

in ICM-like priming

Ala Trusina and Alex Nielsen (NBI)

NANOG

FGF/ERK

ESRRB

GATA6 (PrE)


