Supporting Information S4. Screening all possible combinations of eight SAC genes to construct a linear model to predict grade

	score
	genes

	-7
	BUB1 + BUB1B + CDC20

	-7
	CDC20 + MAD2L1

	-6
	CDC20 + CENPE

	-6
	BUB1B + CDC20

	-6
	BUB1B + CDC20 + MAD2L1

	-5
	BUB1B + CDC20 + MAD1L1

	-6
	BUB1B + BUB3 + CDC20

	-7
	BUB1 + CDC20 + CENPE

	-7
	CDC20 + CENPE + MAD2L1

	-6
	BUB3 + CDC20 + CENPE

	-6
	BUB1B + CDC20 + TTK

	-7
	BUB1 + BUB1B + BUB3 + CDC20

	-7
	CDC20 + CENPE + TTK

	-6
	BUB1B + BUB3 + CDC20 + MAD1L1

	-6
	BUB1B + BUB3 + CDC20 + MAD2L1

	-7
	BUB1 + BUB1B + CDC20 + MAD1L1

	-6
	BUB1B + CDC20 + CENPE + MAD1L1

	-4
	BUB1B + CDC20 + MAD1L1 + TTK

	-7
	BUB1B + CDC20 + MAD1L1 + MAD2L1

	-6
	BUB1B + BUB3 + CDC20 + TTK

	-7
	BUB1B + CDC20 + MAD2L1 + TTK

	-7
	BUB1 + BUB1B + BUB3 + CDC20 + TTK

	-6
	BUB1B + BUB3 + CDC20 + MAD1L1 + TTK

	-7
	BUB1B + BUB3 + CDC20 + MAD1L1 + MAD2L1

	-6
	BUB1B + CDC20 + CENPE + MAD1L1 + MAD2L1

	-6
	BUB1B + CDC20 + CENPE + MAD1L1 + TTK

	-7
	BUB1B + BUB3 + CDC20 + MAD2L1 + TTK

	-7
	BUB1B + BUB3 + CDC20 + CENPE + MAD1L1

	-5
	BUB1 + BUB1B + CDC20 + MAD1L1 + TTK

	-6
	BUB1 + BUB1B + BUB3 + CDC20 + MAD1L1 + TTK

	-5
	BUB1B + CDC20 + MAD1L1 + MAD2L1 + TTK

	-7
	BUB1B + BUB3 + CDC20 + MAD1L1 + MAD2L1 + TTK

	-6
	BUB1 + BUB1B + CDC20 + MAD1L1 + MAD2L1 + TTK

	-7
	BUB1 + BUB1B + CDC20 + CENPE + MAD1L1 + TTK

	-7
	BUB1B + CDC20 + CENPE + MAD1L1 + MAD2L1 + TTK


Score: Mistake number with model. n=38 
