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An incorrect version of Table I was printed with the article. A revised version of the table appears below; corrections are in bold.

 

Table I. PCR Primers Used in Mutation Identification and Sequencing 5-lipoxygenase

 

Region of interest Sense primer (5

 

9

 

 to 3

 

9

 

) Antisense primer (5

 

9

 

 to 3

 

9

 

)

 

Negative regulatory region*
(

 

2

 

1557 to

 

 2

 

1844)

 

AAA GAA CAG CGT TGG TGG AT CAA ATT CAT TGT GTT GCA TGT G

 

(

 

2

 

292 to 

 

2

 

727)

 

ACC ACT GGC CAT CTC TGG CT

 

C

 

 

 

C

 

TC AGC GAG GTG TCT G

 

Positive regulatory region*
(

 

2

 

854 to 

 

2

 

931)

 

TTA GCC GAG ATC AAT ACA CGC GGG TGT GGA GAA GGT TTC G

 

Transcription factor binding region*
(

 

2

 

88 to 

 

2

 

212)

 

AGG AAC AGA CAC CTC 

 

G

 

CT GAG GAG 

 

AGA C

 

GAG CAG CGA GCG CCG GGA GCC TCG GC

 

Exon 1

 

CGC CAT GCC CTC CTA CAC CCA CGC TCG AAG TCG TTG TA

 

Exon 2

 

TCT CCT TCC CAG GTG GAT GCT CAC CGC GTC C

 

Exon 3

 

CTT TCT TTA CAG CAA AGT TG tac acA CTC ACC CAT ATT G

 

Exon 4

 

TCT CAT GCT CAG ATG GAT G ACT TAC GCT TTG GA

 

Exon 5

 

TGG AGA ACC TGT TCA TCA ACC TCA CCA GAA ATA GTG TTG CTG A

 

Exon 6

 

CCT GGT AGA GCG GGT CAT GAA TC ACC TCC TGC TCC AAG CTG AGC T

 

Exon 7

 

TGC CTC CTG CAG CAA GGG GCC TAC CTG GAT

 

Exon 8

 

CCA ATG TAT CAG CTC AAC gct atc CTG TAC CTT GAA

 

Exon 9

 

CCC TCC CCA GCT GCT GGT ACC CAC CTT GTC AAA GCG GCC

 

Exon 10

 

CAC TCC AGG CCA ACG CCA CA CCA CAC CAG GAG CCC GTC GT

 

Exon 11

 

CCC CTG AGC CAG GTT CAC G cca cga aCC CTA CCT GAG GA

 

Exon 12

 

TTC CAC CCT AGG CTT CCC GCC TAC CTG GCC GAA GTT

 

Exon 13

 

GTG CTC CTG GAT CCC CAA T CTC GTT TTC CTG GAA CTG GC

 

Exon 14

 

CTG GGC CCT CAG CTG TTC CAC ATG GAA CAA GAC CCA TT

 

*Position is reference to the ATG translation start site as 

 

1

 

1.

 



 

2612
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