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[bookmark: _GoBack][bookmark: _Hlk8323441]Table 1. Peptide markers of all DME proteins evaluated in the monolayers and crypts/villi via QTAP SRM.




[bookmark: _Hlk7970363]Table S1. Peptide markers of all DME proteins evaluated in the monolayers and crypts/villi via QTAP SRM. Amino acids shown in bold are 13C and 15N labeled peptides. The mass differences between labeled (shown) and unlabeled (not shown) R, F, K and L are 10, 10, 8 and 7 respectively. Mass shift for transition ions, between labeled and unlabeled, also depends on the charge state. The product ion for most labeled peptide multiple reaction monitoring (MRMs) contains the heavy label. Where necessary, peptides used when reporting concentrations are marked with ●.
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(& Gene)
	Peptide Sequence
	MRM1a,b
(product ion)
(mass spec specific)
	MRM2
(product ion)
(mass spec specific)

	UGT1A1
	G54HEIVVLAPDASLYIR69
	588.33/472.76 (y8)
	588.33/819.47 (b8)

	UGT1A1
	D70GAFYTLK77●
	462.75/681.39 (y5)
	462.75/524.31 (y4)

	UGT1A1
	T78YPVPFQR85
	509.27/753.43 (y6)
	509.27/557.31 (y4)

	UGT1A3
	Y164LSIPTVFFLR174
	683.39/1089.63 (y9)
	683.39/889.52 (y7)

	UGT1A4
	F74FTLTAYAVPWTQK87
	840.95/1000.53 (y8)
	560.97/667.37 (y5)

	UGT1A4
	V92TLGYTQGFFETEHLLK108
	665.02/869.45 (y7)
	665.02/740.42 (y6)

	UGT1A4
	Y164LSIPAVFFWR174
	704.89/1132.61 (y9)
	704.89/932.51 (y7)

	UGT1A5
	Y164LSIPAVFFLR174
	668.39/1059.62 (y9)
	668.39/859.51 (y7)

	UGT1A6
	D44IVEVLSDR52
	528.28/728.38 (y6)
	528.28/599.34 (y5)

	UGT1A6
	S103FLTAPQTEYR113
	661.83/803.39 (y6)
	661.83/874.43 (y7)

	UGT1A7
	T76YSTSYTLEDQDR88
	529.24/662.27 (y5)
	793.36/883.42 (y7)

	UGT1A7
	W98TAPLR103
	377.22/466.32 (y4)
	377.22/567.35 (y5)

	UGT1A8
	G52HEVVVVMPEVSWQLGK68
	634.68/526.29 (y9)
	634.68/720.40 (b7)

	UGT1A9
	A92FAHAQWK99
	322.84/540.31 (y4)
	322.84/341.22 (y2)

	UGT1A9
	G171ILCHYLEEGAQCPAPLSYVPR192
	847.41/1009.56 (y9)
	847.41/841.48 (y7)

	UGT1A10
	T76YSTSYTLEDQNR88●
	528.91/661.29 (y5)
	792.87/882.44 (y7)

	UGT1A10
	Y160FSLPSVVFTR170
	663.36/815.47 (y7)
	663.36/1015.59 (y9)

	UGT2A3
	V41ILEELIVR49
	547.35/881.53 (y7)
	547.35/768.45 (y6)

	UGT2A3
	A319NIIASALAQIPQK332
	723.44/380.25 (y3)
	482.63/380.25 (y3)

	UGT2B4
	F174SPGYAIEK182
	510.27/785.42 (y7)
	510.27/688.41 (y6)

	UGT2B4
	A253DIWLIR259
	448.77/597.35 (y4)
	448.77/486.25 (b4)

	UGT2B7
	I74EIYPTSLTK83
	586.84/654.41 (y6)
	586.84/817.45 (y7)

	UGT2B7
	A253DVWLIR259
	441.76/597.39 (y4)
	441.76/696.43 (y5)

	UGT2B10
	G49HEVTVLASSASILFDPNDSSTLK72
	832.77/869.48 (y8)
	832.77/1131.54 (y10)

	UGT2B10
	N259SWNFK264
	402.21/416.25 (y3)
	402.21/602.33 (y4)

	UGT2B11
	G50HEVTVLASSASILFDPNDASTLK73
	827.43/1115.56 (y10)
	827.43/853.46 (y8)

	UGT2B11
	F74EVYPTSLTK83
	596.83/916.53 (y8)
	596.83/654.40 (y6)
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	UGT2B15
	F175SVGYTFEK183
	543.28/752.38 (y6)
	543.28/851.44 (y7)

	UGT2B15
	S432VINDPVYK440
	521.79/856.47 (y7)
	521.79/743.38 (y6)

	UGT2B17
	F175SVGYTVEK183●
	519.28/803.43 (y7)
	519.28/704.40 (y6)

	UGT2B17
	S432VINDPIYK440
	528.80/870.48 (y7)
	528.80/757.40 (y6)

	UGT2B28
	W356IPQNDLLGLPK367
	701.41/551.83 (y10)
	701.41/1102.65 (y10)

	UGT2B28
	L445SIIQHDQPVKPLHR459c
	448.51/532.32 (y4)
	448.51/492.80 (y8)

	CYP1A2
	Y244LPNPALQR252
	541.31/403.23 (y7)
	541.31/594.36 (y5)

	CYP2E1
	F360ITLVPSNLPHEATR374
	568.98/566.29 (y10)
	568.98/720.37 (y6)

	CYP2C8
	N466LNTTAVTK474
	485.28/742.43 (y7)
	485.28/628.39 (y6)

	CYP2C19
	G98HFPLAER105
	312.84/385.21 (y3)
	312.84/439.21 (b4)

	CYP2B6
	E254TLDPSAPK262
	483.26/507.31 (y5)
	483.26/622.34 (y6)

	CYP2B6
	G379YIIPK384
	349.73/478.36 (y4)
	349.73/365.27 (y3)

	CYP2B6
	G110YGVIFANGNR120
	589.30/801.42 (y7)
	589.30/688.34 (y6)

	CYP2J2
	L214LDEVTYLEASK225
	694.87/819.43 (y7)
	694.87/918.50 (y8)

	CYP2J2
	D276FIDAYLK283
	496.76/730.42 (y6)
	496.76/617.34 (y5)

	CYP2D6
	S116QGVFLAR123
	444.25/672.41 (y6)
	444.25/516.32 (y4)

	CYP2D6
	D381IEVQGFR388
	487.25/745.39 (y6)
	487.25/517.28 (y4)

	CYP3A5
	D244TINFLSK251
	473.30/217.10 (b2)
	473.26/729.44 (y6)

	CYP3A4
	L477SLGGLLQPEKPVVLK492c●
	567.03/693.43 (y13)
	567.03/664.92 (y12)

	CYP3A4
	L331QEEIDAVLPNK342
	688.88/366.22 (y3)
	688.88/1135.61 (y10)

	CYP2C9
	G98IFPLAER105
	456.76/595.34 (y5)
	456.76/298.18 (y5)

	CYP2C9
	S460LVDPK465
	333.70/252.18 (y2)
	333.70/466.28 (y4)

	CYP2A6
	G162TGGANIDPTFFLSR176
	781.90/877.48 (y7)
	781.90/992.51 (y8)

	CYP2A6
	D401PSFFSNPQDFNPQHFLNEK420
	806.04/811.40 (y13)
	806.04/911.93 (y15)

	CYP4F2
	S109VINASAAIAPK120
	575.35/850.50 (y9)
	575.35/665.42 (y7)

	CYP4F2
	F445DPENIK451
	435.73/608.36 (y5)
	435.73/304.68 (y5)

	CES1
	L172GIWGFFSTGDEHSR186
	573.61/718.32 (y12)
	573.61/625.28 (y11)

	CES1
	G187NWGHLDQVAALR199
	482.92/638.34 (y11)
	482.92/545.31 (y10)

	CES1
	F303LSLDLQGDPR313
	635.84/1010.51 (y9)
	635.84/810.40 (y7)

	CES1
	E394LIPEATEK402
	519.29/682.36 (y6)
	519.29/341.68 (y6)

	CES2
	T35THTGQVLGSLVHVK49●
	396.98/430.78 (y8)
	528.97/747.47 (y7)

	CES2
	L179GVLGFFSTGDK190
	624.84/866.42 (y8)
	624.84/979.51 (y9)

	CES2
	E366ASQAALQK374
	477.27/538.35 (y5)
	477.27/753.45 (y7)


[bookmark: _Hlk7716503]a Two MRM methods were used to acquire data. The highest number of MRMs in a method was 208
b MRMs are roughly in order of highest intensity
c KP is a missed cleavage site. P prevents trypsin cleavage at the adjacent preceding K
