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Figure S1. The animated diagram of FGFR2 (RCSB PDB number: 3B2T) and the arrow head indicated the M584 site. A. Ball-and-stick model of FGFR2; the sequence from 582 to 596 is shown in dotted line. B. Molecular surface model of FGFR2; the pink bulky region is P582. Mutation of M584V might result in a steric hindrance effect in the structural region of the protein and affect the folding of FGFR2 and reduce its catalytic capability.







Table S1. Quality control of sequencing data.
	No.
	Raw_data(Gb)
	Aligned(Gb)
	Aligned
	Effective bases on target (Gb)
	Fraction of effective bases on target
	Fraction of target covered with at least 20X

	
	
	
	
	
	
	

	Case 1
	13.32
	13.08
	99.74%
	4.95
	37.82%
	95.22%

	Case 2
	12.39
	12.16
	99.63%
	5.02
	41.31%
	96.08%

	Case 3
	10.74
	10.56
	99.75%
	4.19
	39.69%
	93.32%

	Case 4
	12.59
	12.4
	99.81%
	5.49
	44.26%
	96.52%

	Case 5
	11.08
	10.9
	99.72%
	4.5
	41.30%
	94.70%

	Case 6
	19.48
	19.15
	99.72%
	7.68
	40.10%
	98.03%

	Case 7
	16.03
	15.76
	99.74%
	6.27
	39.81%
	97.02%

	Case 8
	14.41
	14.18
	99.75%
	5.57
	39.27%
	96.46%

	Case 9
	15.11
	14.86
	99.73%
	5.94
	40.00%
	97.17%

	Case 10
	14.63
	14.41
	99.79%
	6.18
	42.90%
	96.99%

	Case 11
	10.98
	10.8
	99.76%
	4.45
	41.22%
	94.77%

	Case 12
	11.16
	10.99
	99.74%
	4.56
	41.53%
	94.11%

	Case 13
	14.45
	14.22
	99.77%
	5.53
	38.90%
	96.72%

	Case 14
	12.1
	11.88
	99.69%
	4.61
	38.84%
	95.10%

	Case 15
	14.67
	14.46
	99.80%
	6.07
	41.96%
	96.69%

	Case 16
	11.06
	10.88
	99.75%
	4.24
	39.03%
	93.75%

	Case 17
	14.04
	13.81
	99.74%
	5.47
	39.63%
	96.68%

	Case 18
	15.41
	15.18
	99.76%
	6.27
	41.33%
	96.69%

	Case 19
	16.25
	16.02
	99.81%
	6.72
	41.92%
	97.88%

	Case 20
	12.56
	12.34
	99.73%
	5.16
	41.80%
	95.78%

	Case 21
	14.81
	14.62
	99.75%
	6.13
	41.91%
	97.06%



Table S2. Primers used in experiments.
	
	Primer Name
	Primer Sequence

	Vector Construction
	pEGFP-C1-FGFR2-XhoI-F
	AGATCTCGAGctATGGTCAGCTGGGGTCGTTTC

	
	pEGFP-C1-FGFR2-BamHI-R
	CGGTGGATCCTCATGTTTTAACACTGCCGTT

	
	FGFR2-mut1-F
	ATGAAGAACACGACCGAGAAGCCAGACTTCA

	
	FGFR2-mut1-R
	TGAAGTCTGGCTTCTCGGTCGTGTTCTTCAT

	
	FGFR2-mut2-F
	CGGAGGCCACCCGGGGTGGAGTACTCCTATG

	
	FGFR2-mut2-R
	CATAGGAGTACTCCACCCCGGGTGGCCTCCG

	qPCR
	FGFR2-GFP-qPCR-F
	CAAAGACCCCAACGAGAAGC

	
	FGFR2-GFP-qPCR-R
	GGTGGCTCTTCTGGCTCTAA
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