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Organoids | Culture condition Basic medium Culture time | Chemicals and growth factors
U-iKOs Defined medium Advanced RPMI 1640 Within 1 month | Reprogramming period: CHIR99021, bFGF, EGF, Activin A, EPZ5676;
+GlutaMAX Differentiation period: CHIR99021, BMP4, Activin A, TTNPB, FGF9;
M-iKOs Defined medium Advanced RPMI 1640 2-3 months Reprogramming period: Unknown;
+GlutaMAX Differentiation period: CHIR99021, Noggin, Activin A, FGF9;
T-iKOs Defined medium APEL medium 2-3 months Reprogramming period: Unknown;
Differentiation period: CHIR99021, FGF9, Heparin;
Tubuloids Conditioned medium Advanced DMEM-F12 Within 1 month | R-spondin conditioned medium, N-acetylcysteine, B27 supplement,
+HEPES+GlutaMAX FGF10, A83-01, EGF, Y-27632;
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Figure S5

ED15

ED3

EDO

Sample collection

iKOs implantation

u

Aspirate albumin

+H*
=

o 7
3 F»ﬁ s




Figure S6
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