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Interpretation of UCB1 KIR genotyping
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Interpretation of Mixed UCB1/UCB2 KIR genotyping
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Supplemental Figure 1: Evaluation of mixed UCB chimerism using KIR genotyping by Multiplex SSP-PCR ° (A) lllustrative 3% agarose gel
electrophoresis of KIR multiplex SSP-PCR products and corresponding KIR amplification patterns representing the absence (-) or presence (+) of each
KIR gene in the representative cord blood 1 (UCB 1) sample using the four groups of primers (G1, G2, G3, G4) allowing the detection of all functional
KIR genes. Discriminating UCB 1 genes are highlighted in light grey (B) lllustrative 3% agarose gel electrophoresis of KIR multiplex SSP-PCR products
and corresponding KIR amplification patterns representing the absence (-) or presence (+) of each KIR gene in the representative cord blood 2 (UCB 2)
sample using the four groups of primers (G1, G2, G3, G4). Discriminating UCB 2 genes are highlighted in dark grey (C) lllustrative 3% agarose gel
electrophoresis of KIR multiplex SSP-PCR products and corresponding KIR amplification patterns representing the absence (-) or presence (+) of each
KIR gene in mixed UCB 1/UCB 2 at various ratio using the four groups of primers (G1, G2, G3, G4). Discriminating UCB 1 and UCB 2 genes are
highlighted in light grey and dark grey respectively. Simply Load OZYME 20 pb size marker was used. KIR primer pair groups provide short amplicons
from 108 to 565 bp.
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B Interpretation of UCB KIR genotyping from 150 to 0.9 ng template DNA
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Supplemental Figure 2: Reproductibility and sensibility of KIR genotyping by Multiplex SSP-PCR o (A) lllustrative 3% agarose gel electrophoresis of KIR multiplex SSP-
PCR products for one representative cord blood sample (UCB) performed using from 150 to 0.9 ng template DNA. Simply Load OZYME 20 pb size marker was used. (B)
Corresponding KIR amplification patterns representing the absence (-) or presence (+) of each KIR gene in the representative cord blood sample using the four groups of
primers (G1, G2, G3, G4). Primer pairs provide short amplicons from 108 to 565 bp.



Discriminating KIR genes allowing chimerism
determination in recipient of 40 dUCBT

Recipient ZDSB 2DL2 2DS2 2DS4 2DL1 2DL3 3DL1 2DL4 3DL2 3DL3 1D 2DS1 2DL5 2DS5 3DSl
#1 + + 2 + + + + + + + 2

#2 : + + .
#3 + + + -
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Supplemental Table 1 : Analysis of hematopoietic chimerism status using KIR genotyping in 40 recipients of
dUCBT. KIR genotyping were performed in 40 dUCBT recipients at day 90 post-dUCBT for engrafted patients with
full or mixed chimerism (#1 to #32), with autologous reconstitution (#33 to #35) and with indeterminate chimerism
status (#36 to #40). Hierarchica clustering of KIR genes was performed based on Genesis software analysis
reflecting the usefulness of each KIR gene. Discriminating KIR genes allowing hematopoietic chimerism status to be
assessed are indicated by their presence (in black) or absence (in grey). Of note, KIR2DL4, KIR3DL2 and KIR3DL3
do not conclusively reveal which UCB unit engrafted, these genes being present in all individuals in comparison with
other KIR genes



Patient HLA class | typing UCB 1 HLA class | typing UCB 2 HLA class | typing
HLA-A  HLA-A HLA-B HLA-B HLA-C HLA-C HLA-A HLA-A HLA-B HLA-B HLA-C HLA-C HLA-A HLA-A HLA-B HLA-B HLA-C HLA-C
#1 03:01 33:03 07:02 35:01 04:01 07:02 03:XX 11L:XX 07:XX  35:XX 04:01 07:02  03:XX  24:XX 07:XX  35:XX 04:01 07:02
#2 02:01 02:06 08:01 44:02 05:01 07:01  02:XX  02:XX  44:XX 5LXX  04:XX  04:XX 02:XX 02:XX  44:XX  5L:XX 14:XX  16:XX

#3 0301 0301 5101 18:01 07.01 15:02 03:01 32:01 18:01 5501 07:01  03:03 0301 26:01 07:XX 51:.01  07.02  14:02 B
#4  29:02 0201 3501 44:02 0401 0501 02:01 30:02 3501 44:02 04:01 0501 0201 29:02 07:02 44:03 07:02 16:01 % of HILA class I matching (Low resolution)
#5 03:01 68:01 18:01 35:01 04:01 07:01 02:XX  02:XX  18:XX  35:XX 01:02 01:02 02:XX 68:01 35:XX  40:XX 03:04 04:01 Patient/UCB 1 Patien/UCB 2 UCB 1/UCB2 Mean
#6  03:01 31.01 14:01 14:02  08:02 08:02 03:XX 32:XX 07:XX  14:XX 07:XX  08:XX 03:XX 24:XX 07:XX 14:XX  07:XX  08:XX 0 HLA-A MM 47.5 45 45 45.8
#7 0301 2402 3501 3801 03:03 12:03 03:XX 24XX 35:XX 38XX 04:XX 12XX 24XX 26:XX  35:XX 38:XX  04:01  12:03 1 HLA-AMM 475 50 50 49.2
#8 2601 68:02 07:02 3801 07.02 12:03 26:01 6801 38:01 4001 03:04 12:03 0301 26:01 07:02 38:01 07:02 12:03 2 HLA-A MM 5 5 5 5
0 HLA-B MM 35 275 325 31.7
#9  24:02 3002 07:02 51:01 01:02 07:02 02XX 24XX O7:XX 5L:XX 07:02  14:02 24:XX 30:XX 07:XX 18XX  07.02 0501 L HLA-B MM 625 675 s 617
#10 11:.01 11:01 18:01 56:01 01:02 05:01 30:XX  11:XX  18:XX  55:XX 03:03 05:01 02:XX  30:XX 18 XX  56:XX 01:02 05:01 2 HLA-B MM 25 5 125 6.6
#11 01:01 29:02 27:05 3503 02:02 04:01 OLXX 1LXX 27:XX 44:XX  02XX 04:XX OLXX 02XX 27:XX 44XX 02XX  06:XX 0 HLA-C MM 17.5 20 225 20
#12 29:02 3004 44:03 37.01 06:02 16:01 01:01 29:02 37:01 44:03  06:02 1601 01:01 29:02 37.01 44:03  06:02  16:01 1 HLA-C MM 67.5 60 45 57.5
2 HLA-C MM 15 20 325 225

#13 03:01 30:01 27:.05 14:01 02:02 08:02 03:01 30:01 0801 1401 07:01 08:02  30:02 03:.01 18:01 3501 04:.01 05:01

#14 02:05 03:02 0801 41:010 07:02 17:01 01:01 02:01 08:01 41:01 07:01 07:01 02:01 68:01 08:01  44:02 07:01 07:04
#15 02:01 01:01 0801 35:01 04:01 07:01 O0L:XX 32:XX 35:XX 57:XX  04:.01 06:02 25:01 32:01 35:01 51:.01 04:XX  12:XX
#16 01:01 11:01 55:01 52:01 12:03 03:03 11:01 24:02 55:01 07:02 03:03 07:02 11:01 29:02 44:03 55:01 16:01 03:03
#17 01:01 29:02 0801 49:.01 07:.01 07:01 01:01 02:01 08:.02 49:01 07:01 07:01 01:01 02:05 37:01  49:01 06:02 07:01

#18 02:01 24:02 3503 51:05 12:03 04:01 02001 24:02 3501 4001  03:04 04:01 02:01 24:02 3801 3501 04:01 12:03 c
#19 02:05 11:01 50:01 44:03 06:02 1601 02:XX 68:XX 44XX 50:XX  06:XX  07:XX  02XX  1LXX  O08:XX  44XX  O7:XX  07:XX % of HLA class | matching (High resolution)
#20 24:02  68:01 08:01  44:02 0304 1502 24XX 68:XX 44XX S5LXX  O7:XX  14XX  24:XX  B8XX  27:XX  44XX  OLXX  07:XX Patien/UCB 1 Patien/UCB 2 UCB 1/JUCB2 _ Mean
#21 0201 0301 07:02 44:05 02:02 07:02 02XX 03:XX O07:XX 44XX O07:XX  02XX 02XX 03:XX O07:XX 44XX  O7:XX  O7:XX 0 HLA-A MM 40 33 36.8 36.6
1 HLA-A MM 50 52.4 57.9 53.5
#22 30:02 03:01 18:01 44:03 05:01 16:01 30: XX 29:XX  18:XX  44:XX 05:01 16:01 30: XX  29:XX 18 XX  44:XX 05:01 16:01
2 HLA-A MM 10 14.3 53 9.9
#23  01:01 02:01 14:02 3503 0401 0802 01:01 0201 14:02 40:01  03:04 08:02 01:01 0201 3503 44:02 04:01 0501 0 HLAE MM 20 To 167 156
#24 02:01 68:01 44:03 51:01 05:01 16:01 23:01 02:01 44:02 51:01 05:01 15:02 02:01 02:01 44:02 51:01 14:02 16:04 1 HLA-B MM 75 70 55.5 66.8
#25 32:01 01:01 1501 5801 0501 07.01 OLXX 32:XX 37:XX 34XX 0501 0501 OLXX 3201 07:02 1501 07:02  03:XX 2 HLA-B MM 5 20 27.8 176
#26 02201 2501 13:02 44:02 0501 06:02 02:01 2501 44:02 44:02 0501 0501 02:01 02:01 1501 44:02 03:03  03:04 OHLA-C MM 16.7 26.7 17.9 20.4
1 HLA-C MM 66.6 43.3 42.8 50.9
#27 02XX  24:02 1801  44:02 0501 07:01 02XX 24XX 44XX 55:XX  03XX  05:XX  02XX  24:XX  38BXX  44XX  05XX  12:XX
2 HLA-C MM 16.7 30 39.3 28.7

#28 02:01 03:01 49:01 56:01 05:01 07:01 02:XX 03:XX 35:XX 56:XX  0L:XX  04:XX 02:XX 03:XX 35:XX 5L:XX  04:XX  15:XX
#29 03:01 30:02 1501 27:.05 02:02 03:03 02:01 30:02 15:01 07:02 02:02 07:02 03:01 30:02 3501 27:05 02:02 03:03
#30 24:02 31:01 08:01 51:01 07:01 15:02  03:XX  24:XX 35:XX  5L:XX 05:01 06:02 24:XX 25:XX  08:XX  5L:XX 01:02 07:01
#31 11:.01 33:01 44:.02 14:.02 05:01 08:02 11:01 29:02 14:02  44:03 08:02 16:01 11:01  29:02 14:02  44:.03 08:01 16:01
#32 03:01 03:01 35:03 39:01 04:01 12:03 03:01 03:01 07:XX  35:XX 04:01 07:02 02:XX  03:XX 07:XX  35:XX 04:01 07:02
#33 02:01 02:01 15:118 1801 05:01 07:04 02:XX 02:XX 18XX 13:XX 0501 06:02  02:XX  02:XX  18XX 41:XX  07:01 08:02
#34 03:01 03:01 15:01 44:.03 03:03 16:01 03:01 03:01 07:02 44:03 04:01 07:02 03:01 29:02 44:03 51:01 14:02 16:01
#35 03:01 24:02 27:.05 39:06 07:02 07:02 03:.01 24:.02 27:.05 44:27 01:02 07:04 03:01 24:02 39:01  44:.02 05:01 12:03
#36  02:01 68:01 40:01 51:01 03:04 14:02 24:02 24:02 40:01 51:01 03:04 07:01 03:02 31:01 40:01  51:XX 03:04 14:02
#37 01:.01 02:05 0801 5801 07:.01 07:18 01:01 02:.01 0801 35:08 07:XX 04:01 01:01 02:01 08:.01 5101 05:01 07:01
#38 02:01 03:01 14:02 15:16 08:02 16:01 02:XX 03:XX 14:02 51:08 02:02 08:02 02:01 03:01 14:02  38:01 08:02 12:03
#39 02:01 11:01 3501 41:.02 04:01 17:03 02:01 11:01 3503  14:02 04:01  08:02 02:01 11:01 14:02 3501 04:01 08:02
#40 11:01 32:01 14:01 35:XX  04:01 08:02  03:XX 32:XX  07:02 35:02 04:01 07:02 32:XX 32:XX 5BL:XX  35:02 02:02 04:01

Supplemental Table 2: A) HLA class | typing of patients and corresponding UCB 1 and UCB 2 units performed on 40 local dUCBT. High resolution typing for HLA-A, HLA-B and HLA-C loci
was carried out by Sequence Based Typing kit (Abbott Molecular Park, LL, USA) prospectively on all patients and UCB units before dUCBT. Level of HLA class | matching (%) at low (B) and
high (C) resolution level observed between patient and corresponding UCB units encountered in the 40 dUCBT included in the study. MM, Mismatches. XX no available HLA class | allelic

typing



