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N00324 CRH — CRHR — GNAS — ADCY — CcAMP — PKA — CREB — ACTH *EHE-F”B
N00325 Pituitary adenomas RASD1# £ GNAI # ADCY — CAMP — PKA — CREB — ACTH
N0O0326 Pituitary adenomas GNAS* — ADCY — CAMP — PKA — CREB — ACTH CRH
N00327 Pituitary adenomasCRH — CRHR — GNAS — ADCY — CAMP — (PRKAR1A*+PRKACA)— CREB — ACTH
N00297 ACTH — (MC2R+MRAP) — GNAS — ADCY — cAMP — PKA — (NRS5A1,NR4A1,SP1,P.. = (STAR,CYP11B1) — Cortisol
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N00299 FGD ACTH # (MC2R*+MRAP) GNAS T E{AFE X
N0O0300 FGD ACTH # (MC2R+MRAP*) GNAS -
N0O0321 PPNAD GNAS* — ADCY — CAMP — PKA — (NR5A1,NR4A1,SP1,P.. = (STAR,CYP11B1) — Cortisol
N00323 PPNAD, BMAH (PDE11A* PDES8B*) # CcAMP — (PRKAR1A+PRKACA) — (NR5A1,NR4A1,SP1,P.. = (STAR,CYP11B1) - Cortisol ACTH
N0O0320 BMAH PRKACA* — (NR5A1,NR4A1,SP1,P.. = (STAR,CYP11B1) — Cortisol
N00322 PPNAD (PRKAR1A*4+PRKACA)— (NR5A1,NR4A1,SP1,P.. = (STAR,CYP11B1) — Cortisol
N00298 GRA ACTH - (MC2R+MRAP) — GNAS — ADCY — CAMP — PKA — (NR5A1,NR4A1,SP1,P.. = CYP11B2* — Aldosterone = EX oo BE
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N00318 EGFR - ERK1/2 — ACTH '
NO0O319 Pituitary adenomasUSP8* — EGFR — ERK1/2 — ACTH i
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Aldosterone
NOO338 Progesterone — CYP17A1 = CYP21A2 = CYP11B1/2 — Cortisol — HSD11B2 — Cortisone
NOO773 AME syndrome Progesterone — CYP17A1 = CYP21A2 = CYP11B1/2 — Cortisol — HSD11B2* # Cortisone
NOO760 Adrenal hyperplasia Progesterone — CYP17A1 = (CYP21A2 = CYP11B1* # Cortisol — HSD11B2 — Cortisone ‘
NOO761 Adrenal hyperplasia Progesterone — CYP17A1 = CYP21A2* # CYP11B1/2 — Cortisol — HSD11B2 — Cortisone é%’
N0O0O762 Adrenal hyperplasia Progesterone — CYP17A1* # CYP21A2 = CYP11B1/2 — Cortisol — HSD11B2 — Cortisone
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