INTERPRETATION TABLE

DQ low resolution SSP typing

Amplification patterns of the DQB1*05:01 to DQB1*04:08 alleles

well®
88 89 90 91 92 93 94 95 96
Length of spec. 225 220 210 220 130 135 145 210
PCR product(s) 270 185 245
Length of int. 515 430 430 515 515 515 515 430
pos. control’
5'-primer(s)? 26(173) | 9(122) | 30(185) | 26(173) | 28(179) | 26(173) | 38(210) | 9(122) | 5
*qag® | ¥a1T%* | *-AAq® | T-TTA% | ¥gAc® | ¥ 1CT® | Y qcA® | T 1T ? E
26(173) 28(179) 48(240) | 21(159)| g
¥ a7A’® *-aAC® *cac® | *-AcC?| o
26(173) 55(260) 2
5 3 5 3 ®©
e 55((12(:6(3:0) oy
¥.acA® <
3-primer(s)® 87(356) | 86(353) | 86(353) | 86(353) | 57(266) | 57(266) | 86(353) | 77(327)
®qaT® | “-Aca® | ®-qcT® | ®-qcT® | ¥ -caq® | ¥-caT® | ¥-qcT® | ®-ACq®
86(353)
*.acc’®
Well No. 88 89 90 91 92 93 94 95 96
DOB1 allele* ser.’
*05:01:01:01-05:14 DQ5(1), - 88
DQ6(1),
*06:01:01-06:28, 06:30-06:49 DQS I\Eu)ll, i 89
*06:29 - 89 92
*02:01:01-02:02, 02:04-02:06 DQ2, - 90
*02:03 DQ2 90 93
*03:01:01:01-03:01:06, 03:04,
03509-03:.10, 03:.13-03:.14, DQ7(3), _
03:16, 03:19, 03:21-03:22, DQS(3), - 91 94 g
03:24, 03:27-03:29, 03:35- S
03:36 3
*03:02:01-03:02:05, 03:05:01- 2
03:05:04, 03:07-03:08, 03:11, DQS(3), - 92 94 8
03:18, 03:32, 03:37 2
*03:03:02:01-03:03:04, 03:06,
03:12, 03:15, 03:20, 03:25- DQI(3), - -
03:26, 03:30-03:31, 03:33- DQs3, -
03:34, 03:38-03:40
*03:17, 03:23 94
*04:01:01-04:02:02, 04:04-
04:08 DQ4, 95
*04:03:01-04:03:02 93 95
DQB1 allele* ser.’
Well No. 88 89 90 91 92 93 94 95 96




