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	Uploaded Variation
	Location
	Allele
	Gene
	Feature
	Feature type
	Consequence
	Position in cDNA
	Position in CDS
	Position in protein
	Amino acid change
	Codon change
	Co-located Variation
	Extra

	12_10614611_C/T
	chr12:10614611
	T
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs14040687
	 

	12_10614631_T/C
	chr12:10614631
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs14040688
	 

	12_10614680_G/A
	chr12:10614680
	A
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	-
	 

	12_10614757_G/A
	chr12:10614757
	A
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs315497005
	 

	12_10614849_C/A
	chr12:10614849
	A
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs314490209
	 

	12_10615303_AG/-
	chr12:10615303-10615304
	-
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant, feature_truncation
	-
	-
	-
	-
	-
	-
	 

	12_10615468_T/C
	chr12:10615468
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs317818909
	 

	12_10616557_A/G
	chr12:10616557
	G
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs15653358
	 

	12_10616750_A/G
	chr12:10616750
	G
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs14040689
	 

	12_10616857_C/G
	chr12:10616857
	G
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs312710815
	 

	12_10617955_T/C
	chr12:10617955
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs315246409
	 

	12_10617965_G/A
	chr12:10617965
	A
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs317391480
	 

	12_10618145_T/C
	chr12:10618145
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs315675666
	 

	12_10618226_A/G
	chr12:10618226
	G
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs314649492
	 

	12_10618229_G/C
	chr12:10618229
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	rs316565991
	 

	12_10618348_G/A
	chr12:10618348
	A
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	-
	 

	12_10619411_C/T
	chr12:10619411
	T
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	-
	 

	12_10619457_G/C
	chr12:10619457
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	intron_variant
	-
	-
	-
	-
	-
	-
	 

	12_10620095_G/A
	chr12:10620095
	A
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	missense_variant
	776
	776
	259
	Ser/Asn
	aGc/aAc
	rs14040692
	SIFT=tolerated (0.27)

	12_10620496_T/C
	chr12:10620496
	C
	ENSGALG00000006245
	ENSGALT00000010098
	Transcript
	synonymous_variant
	375
	375
	125
	Ser
	tcT/tcC
	rs314502549
	 



