
Gene Location Coding
bp

Non-
coding

bp

bp Forward Reverse primer
conc.
(µM)

PCR
prg.

Pol

DNA Sequencing
DLX1-2 URE2-a N/A AATCAGACCCCTACTGGGAAAA CACGCCTGTTCCTCTGTGTAG 1 ST AT
DLX1-2 URE2-b N/A 0 1372 1372a

CTTTGTAGCAAGTGCAACTCCA TGGGACTGACTGATCTGGTTTT 2 ST AT
DLX1 Exon 1 313 274 587 TTTATGACCTTCGCTGAGTCAA TTTCCCTCTCTCCCTTGTACC 2 ST P

Exon 2 200 224 424 CTTCCCTGGCTTTCAGAGTTT CAGCGAGCAACAAATGAAGA 5 ST AT
Exon 3 255 427 682 GGTTGGGAGGTCCTATCTCTG CCTGATAGTCCCACAAAGCTG 5 LT AT

DLX1-2 BR N/A 0 656 656 AGTCTGTAATGGCAAAATGCAA AAAGCCAAGACCAGTGAGGA 5 ST AT
DLX1-2 AR N/A 0 685 685 CCAGACCCATCCTCCTATCTT GGCCAATGCTCTATTTGAGG 2 ST AT
DLX2 Exon 1 400 234 634 CTTTCTTGTTTCCCCACCAC AGCGTGAAAATCCAGAGCTT 5 ST P

Exon 2 185 359 544 TTGCCACCAGCTTCTTTCTC CAGGCCTGGAAATCCTTAAAA 5 ST AT
Exon 3 402 290 692 CCTACTGCCCCAAGACTAGGT GTCAGAAATGCGGCCTTTTA 5 ST P

DLX5 Exon 1 355 176 531 CCACAGCCATGTCTGCTTAG CAATCTACCACCCCATCTCG 1.25 ST AT
Exon 2 185 297 482 CATATTTATCGCGGTCCTGAA AGCATAGGGGCTGATGTCTTT 0.625 ST AT
Exon 3 330 243 573 GCATAGCTTCTTGGCGGTAG CTTCCCCATATGAATTCCTTT 5 ST P

DLX5-6 I-1 N/A 0 671 671 CATACAGTCGTGCAAAAGGACA TGTTGGTTTCGATGTATGGTAGC 2 ST P
DLX5-6 I-2 N/A 0 667 667 AAAGCAAAGTTGTAGCCCATGA TCTTTTGTCCTTCAGGGTTTGA 4 ST P
DLX6 Exon 1 82 755 837 TGCAAGGATCCAAAGAGCTAAG GAGAGCGCAGTGTGGACTAACT 4 ST P

Exon 2 194 304 498 AGGGACTGGGTCAAGGAGAT CTTCCATCCTTGGTTGACTAGG 0.625 ST AT
Exon 3 252 248 500 GAGGCTAGAAAGAGGTGGAAGG CCTTTTCGCAGATACAAGCAG 0.625 ST AT
SNP Genotyping

DLX2 SNP-2 Exon 1 TM PCR 70 CGCTCCCTATGGAACCAGTTC ACTCTTGACTTCAGCGTTATGCA
G>A TM Probes VIC-CCAACAACGAGCCTG FAM-CAACAACAAGCCTG

DLX2 SNP-6 Exon 3 TM PCR 79
AGAAGATGTGGAAAAGTGGTGAGA
TC

GGCGGCGAAGCACAAG

G>A TM Probes VIC-AAGCGCTGGCCCCA FAM-AAGCGCTGGTCCCA
DLX5 SNP-6 Exon 3 FP PCR 573 GCATAGCTTCTTGGCGGTAG CTTCCCCATATGAATTCCTTT

T>C FP Probe GTGTGGGAGCCCCAGGGC
DLX5 SNP-7 Exon 3 TM PCR 69 TCTCCAGCGGTGTGGGA CGGAGGGTGGGCATGAG

C>A TM Probes VIC-CTCGCTCAGCCACCAC FAM- CGCTCAGACACCAC

a Overlapping amplicons cover a total of 1372 base pairs.


