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Supplementary Figure 1. HbA1c and hemoglobin analysis for samples 1-7. HbA1c analyzed by Variant II Turbo 2.0 for a normal sample (A) and a sample with mutation [HBA1: p.Phe118_Thr119 ins ATC] (B). Hemoglobin analysis of a sample with mutation [HBA1: p.Phe118_Thr119 ins ATC] by a cation exchange HPLC method (Variant II, β-thalassemia short program) (C) and a CE method (CapillaryS2, Hb program) (D).
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Supplementary Figure 2. MALDI-TOF mass spectra and Sanger sequencing for a normal sample. HbA1c analyzed by QuanTOF showed normal globins and their glycated forms (A). Sanger sequencing data showed the normal sequence of codon 115-120 (B).

	Supplementary Table 1. Five external quality control samples measured by four HbA1c determination systems. 
　
	Target HbA1c values assigned by reference method (%)
	Ultra2
	VII-T 2.0
	Capillarys3 TERA
	QuanTOF

	　NO.
	
	HbA1c (%)
	bias
	HbA1c (%)
	bias
	HbA1c (%)
	bias
	HbA1c (%)
	bias

	201911
	5.67
	5.5
	-3.0%
	5.6
	-1.2%
	5.6
	-1.2%
	5.5 
	-3.7%

	201912
	9.73
	9.8
	0.7%
	10.1
	3.8%
	9.6
	-1.3%
	9.8 
	0.9%

	201913
	4.89
	4.7
	-3.9%
	4.7
	-3.9%
	4.8
	-1.8%
	5.0 
	1.3%

	201914
	6.87
	7.1
	3.4%
	6.9
	0.4%
	6.7
	-2.5%
	7.1 
	3.3%

	201915
	7.90
	8.1
	2.5%
	8.0
	1.3%
	7.8
	-1.3%
	8.0 
	1.0%


The biases between each method and IFCC reference method were calculated.
	Supplementary Table 2. Hematological data and DNA analysis of the seven samples.
　
	Sex
	Age
	Erythrocyte parameters
	　

	
	
	
	RBC
	Hb 
	MCV 
	MCH 
	DNA mutation

	　
	male/female
	 (years)
	 (× 1012 /L)
	 (g/L)
	 (fL)
	 (pg)
	/

	Sample 1
	male
	48
	5.49
	153
	86.9
	27.9
	HBA1: p.Phe118_Thr119 ins ATC

	Sample 2
	male
	33
	4.61
	149
	100
	32.3
	HBA1: p.Phe118_Thr119 ins ATC

	Sample 3
	male
	56
	5.26
	154
	89.4
	29.3
	HBA1: p.Phe118_Thr119 ins ATC

	Sample 4
	female
	55
	5.17
	151
	88.2
	29.2
	HBA1: p.Phe118_Thr119 ins ATC

	Sample 5
	male
	27
	5.25
	148
	86.7
	28.2
	HBA1: p.Phe118_Thr119 ins ATC

	Sample 6
	female
	37
	4.50
	129
	89.1
	28.7
	HBA1: p.Phe118_Thr119 ins ATC

	Sample 7
	male
	21
	6.82
	140
	68
	20.5
	HBA1: p.Phe118_Thr119 ins ATC

compounded with Southeast Asian type (--SEA/) a-thalassemia

	Reference
	/
	/
	3.8-5.1
	115-150
	82.0-100.0
	27-34
	/


Notes: samples 1-6 all carry heterozygous mutation [HBA1: p.Phe118_Thr119 ins ATC].
