Primers and allele-specific oligonucleotides

Primers

VNTR amplification primers
Nane Sequence
INS-1296  CTGCTGAGGACTTGCTGCTTG

I NS- 23+ CAGAAGGACAGTGATCTGGGT
I NS-23- CAGAAGGACAGTGATCTGGGA

MVR-PCR primers

Nanme Sequence

TAG TCATGCGTCCATGGT CCGGA

I NS- VA TCATGCGT CCATGGT CCGGAACCCCTGICCCCAC

I NS- MB TCATGCGT CCATGGT CCGGAACCCCTGT CCCCAGG
I NS-MC TCATGCGT CCATGGT CCGGAACCCCTGT CCCCAG

I NS- ME TCATGCGT CCATGGT CCGGAACCCCTATCCCCAC

I NS- MF TCATGCGT CCATGGT CCGGAACCCCT GT CCCCGEG

I NS- MH TCATGCGT CCATGGT CCGGAACCCCTGTGCCCAC

Primers for fragmenting large alleles

Nanme Sequence

I NS- MBR CTGCTGAGGACT TGCTGCT TGEEGGACAGEGEGT CCT
I NS- MEF CAGAAGGACAGT GATCTGGGATCCCCACACCCCTA

I NS- MER CTGCTGAGGACT TGCTGCT TGCAGGGGT GT GGCGAT
I NS- MFF CAGAAGGACAGT GATCTGGGAACCCCTGT CCCCCEG
I NS- MFR CTGCTGAGGACT TGCTGCT TGEEEGACAGGEEGT CCC
I NS- MHF CAGAAGGACAGT GATCTGGGACCCACACCCCTGT G

I NS- MHR CTGCTGAGGACT TGCTGCTTGACAGEGGTGTGEEC

Sequencing primers

Nanme Sequence

5F1 GAGCAGGGECTGGACCTGTGA
5F2 CCCGGCAGICTCTAGTGGAA
5F3 GCACCTGCTTCTCAGCGCAA
5F4 TCCCAGCCCTTGAGAGAAACA
5F5 GGGTGTCTCTGAAGGECTGT
5F6 CTGGTGCTAAGAGGCAGGTA
5R1 GCCGCCATGGATGGGCCAA
3F1 CCTCCAGCTCTCCTGGICTA
3F2 GACGTGGCTGGECECTCGTGAA
3R4 GCACACTAGGTAGAGAGCTTC
3F8 GAGGCTTCTTCTACACACCCAA
3F3 TCCCTGTGGCCCAGI CAGAA
3F4 GTGGGTGACCCTCCCTCTAA
3F5 GGGTGCCCACAGGTGCCAA
3F6 GCCCAGGTCCAGCCAGACA
3F6- NEST  CCACTGGIGCCTTGGAGGAA
3R5 TGCAATCCTCAGGGCCTCAT
3R3 TGCTTCTCCTGGGECTGCAATC

3F7 TGCTGGAGCTGAGGTATGIGA



3R2 ACAGCTTGGCCGATGGCTCGA
3R1-NEST  GGAGCAGTTAGATGGACCCAA
3R1 CTTGTGACTGGGGAGCAGITA

Allele-specific oligonucleotides

SNP Al |l el e Sequence

INS-1 C 5" - CCCCTGGCTGCAGCAGCC- 37
T 5" - CCCCTGGTTGCAGCAGCC- 37

I NS- 2 A 5" - TGAGGACATCCTGTGGAA- 37
G 5" - TGAGGACGTCCTGTGGAA- 37

I NS-3 c 5" - CCCCCTGCCCTGEGATGG 37
T 5" - CCCCCTGTCCTGGGATGG 37

I NS-4 C 5" - GAGCCACCGTGAAGGTGG- 37
T 5" - GAGCCACTGTGAAGGT GG 37

INS-5 C 5" - CCATCGACGTGCTGGACA- 37

T 5" - CCATCGATGTGCTGGACA- 37
I NS-6 A 5" - AATCACCATCACAATAAA- 37
G 5" - AATCACCGTCACAATAAA- 37
I NS-7 Cc 5" - CCACAGACACAGACCCTG- 37
G 5" - CCACAGAGACAGACCCTG 37
INS-9 A 5" - GGCCTGGAAGGGAGCAGG 37
Cc 5" - GECCTGGECAGGEGAGCAGG- 37
I NS-10 Cc 5" - CACTACACGCTGCTGCGA- 37
T 5" - CACTACATGCTGCTGGGA- 37
INS-11 C 5" - AGCTCCCCGGCCGACAAC- 37
T 5" - AGCTCCCTGGCCGACAAC- 37
INS-12 C 5" - CTCCCCCCATCCAGCCTC- 37
T 5" - CTCCCCCTATCCAGCCTC- 37
I NS-14 Cc 5" - GAAAGGGCGGAAGGGAGS 37
T 5" - GAAAGGGTGGAAGGGAGS 37
INS-16 A 5" - AGGCTAAGGCCAGEGTGG 37
G 5" - AGGCTGAGGCCAGEGTGG 37
INS-17 A 5" - GGTGTCAAGGGACCTGGC- 37
T 5" - GGTGTCATGGGACCTGGC- 37
INS-18 A 5" - TGCCGCCACCCCCAGATC- 37
G 5" - TGCCGCCGCCCCCAGATC- 37
I NS-19 c 5" - GATCACACGGAAGATGAG 37
T 5" - GATCACATGGAAGATGAG 37
I NS- 20 Cc 5" - CAGGTCCCCAGGTCATGC- 37

T 5" - CAGGTCCTCAGGTCATGC- 37



INS-21 A 5" - CACTYCCACTCTCCCACC- 37
Cc 5" - CACTYCCCCTCTCCCACC- 37
I NS- 24 Cc 5" - GGGTTGACAGGTAGRGGA- 37
G 5" - GGGTTGAGAGGTAGRGGA- 37
INS-25 A 5" - AGGTAGAGGAGATGGEECT- 37
G 5" - AGGTAGGGGAGATGGEECT- 37
I NS- 69 + 5" - AGGTCTTTGCGTTCCAAG- 37
- 5" - GCAGGTCTGT TCCAAGGG- 37
INS-26 A 5" - GCTCARGATTCCAGGGTG 37
G 5" - GCTCARGGTTCCAGEGTG 37
INS-27 A 5" - GCCTGTCACCCAGATCAC- 37
T 5" - GCCTGTCTCCCAGATCAC- 37
INS-72 Cc 5" - TCACTGTCCTTCTGCCAT- 3°
T 5" - TCACTGITCTTCTGCCAT- 3°
INS-70 A 5" - TGCTGGECACTGCTGGECCC- 37
G 5" - TGCTGGECGCTGCTGECCE- 37
I NS- 28 C 5" - AGCCAACCGCCCATTGCT- 37
T 5" - AGCCAACTGCCCATTGCT- 37
I NS- 31 Cc 5" - GTGEECACGCTCCTYCCT- 37
T 5" - GTGEECATGCTCCTYCCT- 37
I NS-32 Cc 5" - CTGCCTCCGGGECGAACAC- 37
T 5" - CTGCCTCTGGGECGAACAC- 37
I NS- 34 Cc 5" - ACACCCACTGTGGGTGAC- 37
G 5" - ACACCCAGTGTGGGTGAC- 37
I NS- 35 C 5" - GEGGAGTGCGACCTAGGGEC- 37
T 5" - GGGAGTGTGACCTAGGGEC- 37
INS-36 A 5" - CCTCGCCACTGT TCCGGA- 37
G 5" - CCTCGCCGCTGT TCCGGA- 37
I NS- 37 Cc 5" - CTCTGCGCGECACGTYCT- 37
T 5" - CTCTGCGTGGECACGTYCT- 37
I NS- 38 Cc 5" - CGCAGCCCGCAGGCAGCE- 37
T 5" - CGCAGCCTGCAGGCACGCC- 37
INS-39 A 5" - CAGCCCCACACCCGCCGC- 37
C 5" - CAGCCCCCCACCCGCCGC- 37
I NS- 40 C 5" - TGCCTGTCGGCTGCCTGE- 37
T 5" - TGCCTGTTGGECTGCCTGE 37
I NS-41 G 5" - GEGAGCTGCGEEEEGTCTC 37
T 5" - GEGAGCTTCGEEEGTCTC 37
INS-42 A 5" - GCCAGGGATGGTGEEECE 37

G 5" - GCCAGGGGT GGTGEEECE- 37
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" - AGAGACCACGGCCAGSGT- 37
" - AGAGACCAGGGCCAGEGT- 37

" - CTTAGCCCACCCCCTCCC- 37
" - CTTAGCCTACCCCCTCCC- 37

" - GCTCCACCCAGGGCTGGG 37
" - GCTCCACCCTGGEECTGGG 37

" - GCTGGEGECTGEGEGATGECT - 37
" - ACCCWGEGGCTGGGGATGG 37

" - GAGGCCCCTTCTGGGAGG 37
" - GAGGCCCGT TCTGGGAGG 37

" - GGACCGTATGTTGGAGTG- 37
" - GGACCGTGIGITGGAGT G- 37

" - CTGGGGGATGAGGAGT GT- 37
" - CTGGGGGCTGAGGAGT GT- 37

" - GTGTCTTCYGAGGGGCCA- 37
" - GTGTCTTTYGAGGGGCCA- 37

" - GCAAGGCCGCCCACCCAA- 37
" - GCAAGGCTGCCCACCCAA- 37

" - GCCCTGGACCAGAGCTGG 37
" - GCCCCTGGECCAGAGCTGG 37

" - CCAGCACCTTGACCCCAC- 37
" - CCAGCGCCTTGACCCCAC- 37

" - GGAGACCACAGCCAGGGEC- 37
" - GGAGACCGCAGCCAGEGEC- 37

" - ATRAGAAACAGT TGGCCA- 37
" - ATRAGAAGCAGT TGGCCA- 37

" - GRCAGCCCTTCAGTGICC- 37
" - GRCAGCCTTTCAGTGICC- 37

" - GGAGCCTCGGYTTCACAT- 37
" - GGAGCCTGGGYTTCACAT- 37

" - GCCTSGGCTTCACATGCC- 37
" - GCCTSGGTTTCACATCCC- 37

" - TGCCCACCRGGCTGGCAG- 37
" - TGCCCACTRGGCTGGCAG- 37

" - GCCCACYAGGCTGGCAGG 37
" - GCCCACYGGGCTGGCAGS 37

" - CAGCCCCAGCGGTCACCC- 37
" - CAGCCCCGGECGGTCACCE- 37



