INTERPRETATION TABLE

HLA-Cw*01 SSP subtyping

Amplification patterns of the Cw*0101 to Cw*0122 alleles
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INTERPRETATION TABLE

HLA-Cw*01 SSP subtyping

Amplification patterns of the Cw*0101 to Cw*0122 alleles

Well®
9 10 11 12 13 14 15 16
230 | 210 | 340 | 155 | 155 | 240 | 230 | 255 Length of spec.
290 PCR product(s)
800 | 1070 800 | 1070 800 | 1070] 800 | 1070 Length of int.
nos. control®
368 | 368 | 368 | 485 89 89 89 89 5'-primer(s)?
Sg7g® | ®-gTg® | "-gTAY | S-cAA® | TgAAY | "gAAT | SgaA® | .gan®
559 | 539 | g9, | 601 | 201 | 289 | 278 | 301 3'-primer(s)®
.crc® | S.1ca¥ | YaTg® | S-ctc® | S.c1c® | SAgc® | SggT® | ®-gCcA?
619
L
9 10 11 12 13 14 15 16 Well No.
HI A-Cw allele?
13 *010201-010206
13 *0103
| | | 13 | | *0104
13 *0105
| | | 13 | | *0106
13 *0107
| | | 13 | | *0108
13 *0109
9 | | | 13 | | *0110
10 13 *0111
| 11 13 | | *0112
12 13 *0113
| | | 13 | | *0114
13 *0115
| | | 13 | | *0116
13 14 *0117
| | | 13 [ 15 ] *0118
13 16 *0119
| | | 13 | | *0120
14 *0121
10 | | 13 | | *0122
*0437
| | 12 | | *0509, 0517, *0815
*0737
‘ ‘ ‘ ‘ ‘ HI A-Cw allele®
12 B*1533
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