Table 1. MCL patient characteristicsMCL1
MCL2
MCL4
MCL5
MCL6
MCL8
MCL10
MCL11
MCL12
MCL13
MCL14
MCL16
MCL17
MCL18
MCL19
MCL20
MCL21
MCL22

	Study label
	Sex/Age1
	Sample type2
	% IgVH homology3
	Stage 4
	MCL variant 5
	Disease  status 6
	MIPI 7
	nnMCL/cMCL8
	TP53 
altered9
	Color

	MCL1
	M / 63
	PB
	96.18 b
	IV
	NA
	R
	Medium
	nnMCL
	Y
	

	MCL2
	M / 76
	PB
	97.92 a
	IV
	C
	D
	High
	cMCL
	Y
	

	MCL4
	M / NA
	PB
	98.11 a
	IV
	NA
	D
	High
	cMCL
	NA
	

	MCL5
	M / 73
	PB
	99.6 a
	IV
	NA
	D
	NA
	cMCL
	NA
	

	MCL6
	M / 43
	PB
	99.65 a
	IV
	B
	D
	High
	cMCL
	NA
	

	MCL8
	M / NA
	PB
	NA
	NA
	B
	NA
	NA
	NA
	NA
	

	MCL10
	F / 73
	PB
	100 a
	IV
	C
	R
	High
	cMCL
	NA
	

	MCL11
	M / 71
	PB
	100 a
	IV
	C
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	High
	cMCL
	N
	

	MCL12
	M / 64
	PB
	100 b
	IV
	C
	R
	High
	cMCL
	N
	

	MCL13
	M / 70
	PB
	98.60 b
	IV
	C
	R
	High
	cMCL
	N
	

	MCL14
	M / 75
	PB
	95.14 b
	IV
	NA
	R
	High
	nnMCL
	Y
	

	MCL16
	M / 80
	PB
	97.22 b
	IV
	NA
	D
	High
	nnMCL
	Y
	

	MCL17
	F / 78
	PB
	95.83 b
	NA
	NA
	R
	NA
	nnMCL
	N
	

	MCL18
	M / 65
	PB
	91.58 b
	IV
	NA
	Pt
	Medium
	nnMCL
	N
	

	MCL19
	F / 60
	BM
	97.32 a
	NA
	NA
	Pt
	NA
	nnMCL
	NA
	

	MCL20
	M / 52
	PB
	NA
	I
	NA
	R
	Low
	nnMCL
	NA
	

	MCL21
	F / 59
	PB
	96.18 a
	IV
	C
	R
	Low
	cMCL
	N
	

	MCL22
	M / 60
	BM
	93.47 b
	IV
	NA
	R
	Medium
	nnMCL
	Y
	

	MCL24
	F / 59
	LN
	NA
	IV
	C
	R
	Low
	cMCL
	NA
	



1F: Female, M: Male; 2 PB: Peripheral Blood, LN: Lymph Node, BM: Bone Marrow; 3 % of homology with the germline, assessed by aSanger sequencing or bIgCaller*; 4Ann Arbor stage; 5Evaluated by two independent pathologists. C: Conventional, B: Blastoid; NA cases did not have tissue available. 6Samples were obtained at D: diagnosis, R: relapse, Pt: Pretreatment, NA: Not Available; 7 MIPI: Mantle cell Lymphoma International Prognostic Index (High:6-11; Medium:4-5; Low:0-3). 8 nnMCL: non-nodal MCL; cMCL: conventional MCL; 9 mutated and/or deleted at the time of sampling. Y: Yes N: No, NA: Not Available.
*Nadeu F, Mas-de-Les-Valls R, Navarro A, Royo R, Martín S, Villamor N et al. IgCaller for reconstructing immunoglobulin gene rearrangements and oncogenic  translocations from whole-genome sequencing in lymphoid neoplasms. Nat Commun 2020; 11: 3390.




