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Figure S7. Mass spectrometry in MING cells reveals interactions between NKX2.2, the Nuclear Pore Complex
(NPC), and chromatin modifiers are reduced by mutation of the SD domain. (A) Heatmap of spectra counts for
proteins that showed decreased interaction with wildtype NKX2.2 (WT) when the SD domain (SDmut) or both
the SD and TN domain (SD/TNmut) were mutated, but not when the TN domain was mutated alone (TNmut).
No interactions were detected in samples transfected with an empty control plasmid (CTRL). (B) Gene ontology

analysis for proteins identified in A.



