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TCF-1, transcription factor T cytokine 1; NOD, nonobese diabetic; RAGE, receptor for advanced glycation end products; WDFY4, WD repeat and FYVE domain-containing 4; cDCls, type 1
conventional dendritic cells; STING, stimulator of IEN genes; IGRP, islet-specific glucose-6-phosphatase catalytic subunit-related protein; MHC, major histocompatibility complex.
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