	Supplemental Table 1 -  Chromatography and MS instrument acquisition settings for PRM

	Sample Volume
	20 µL, full-loop injection
	MS2 Acquisition
	PRM, 3 s AGC cycle time, centroid

	Stationary Phase
	Thermo Acclaim PepMap C18 75 µm × 50 cm
	MS2 Fragmentation
	HCD

	LC Solvent A
	100% H2O,
0.1% formic acid
	MS2 Detection
	Orbitrap

	LC Solvent B
	80% ACN,
0.1% formic acid
	MS2 m/z range
	110-1100 m/z

	Gradient Ramp
Duration
Flow Rate
	2.5-8% B in 3 minutes
3-25% B in 44 minutes
25-40% B in 4 minutes
300 nL/min
	Isolation Window
	1.6 m/z

	Mass Spectrometer
	Thermo Orbitrap Fusion Lumos
	MS2 AGC Target
	5e4

	Spray Voltage
	2.1 kV
	MS2 Maximum IT
	54 ms

	In-Source CID
	0.0 eV
	Normalized Collision Energy
	30

	MS1 Scan Range
	325-1500 m/z
	MS2 resolution
	30,000 @ 200 m/z

	MS1 Resolution
	120,000 @ 200 m/z
	
	

	MS1 AGC Target
	4e5
	
	

	MS1 Maximum IT
	50 ms
	
	





	Supplemental Table 2 -  Skyline and MS Analysis Settings for PRM

	Digestion
	Enzyme: Trypsin (0 max missed cleavages)
	Precursor charges
	2,3,4

	Background Proteome
	UniProt Rabbit Database
(accessed November 29, 2018; 21177 entries)
	Ion charges
	1,2

	Enforce Peptide Uniqueness
	None
	Ion types
	b, y

	Retention Time Predictor
	None
	Product ion selection
	From: ion 3 
To: last ion-1

	Ion Mobility Predictor
	None
	Special ions
	N-terminal to Proline

	Filter
	Min length: 6 
Max length: 30
Exclude N-terminal AAs: 1

	Ion match tolerance
	0.5m/z

	Exclude peptides containing
	Met, His, NXT, NXS, RP/KP
	Instrument
	Min m/z: 50
Max m/z: 2000

	Auto-select matching peptides
	Yes
	Method match tolerance m/z
	0.055

	Structural modifications
	Carbamidomethyl
	Alignment
	Manual

	Prediction
	Precursor mass: Monoisotopic
Product ion mass: 
Monoisotopic
	Normalization (MS Stats)
	Equalize Medians

	
	
	Summary Method (MS Stats)
	TMP Method



