Supplemental Table S3. Correlation of amino acid measurements between measurement methods of CE-MS/MS and LC-MS/MS.
	
	lower
	r
	upper
	-log10(adjusted p-value)

	Arg
	0.792
	0.875
	0.927
	16.7

	Asn
	0.834
	0.902
	0.943
	19.1

	Asp
	0.135
	0.394
	0.602
	2.4

	Gln
	0.496
	0.677
	0.802
	7.4

	Glu
	0.905
	0.945
	0.968
	25.2

	Gly
	0.850
	0.911
	0.948
	20.2

	His
	0.620
	0.764
	0.858
	10.3

	Ile
	0.658
	0.789
	0.874
	11.4

	Leu
	0.759
	0.855
	0.915
	15.1

	Lys
	0.019
	0.290
	0.522
	1.4

	Met
	0.785
	0.871
	0.924
	16.4

	Phe
	0.766
	0.859
	0.917
	15.5

	Pro
	0.846
	0.909
	0.947
	19.9

	Ser
	0.764
	0.858
	0.916
	15.4

	Thr
	0.869
	0.923
	0.955
	21.6

	Trp
	0.834
	0.901
	0.942
	19.1

	Tyr
	0.785
	0.872
	0.925
	16.4

	Val
	0.742
	0.844
	0.908
	14.4


Quantitative values of the same IHPP samples measured by CE-MS/MS (the present study) and LC-MS/MS (Tatara et al., 2023) were analyzed by Pearson's correlation. LC-MS/MS was performed with the AbsoluteIDQ P400 kit (Biocrates Inc.), The protocol included derivatization (phenylthiocarbamoylation) of amino acids.


