ABSTRACT A nethod of determ ning the presence or the absence of a gl aucom
ri sk, including the steps of detecting in vitro an allele and/or a genotype
of a single nucleotide polynmorphismwhich is |ocated on a 31st base of a
base sequence, in a sanple froma subjectss wherein tMe base sequence is at

| east one base sequence selected fromthe group consisting of base
sequences shown in SEQ ID NGs: 203 to 752 or a conplenentary sequence
thereto (step A), and conparing the allele and/or the genotype detected in
the step Awith at |east one of an aABYFRAQW or a genotype, containing a
high-risk allele, in the base sequences shown in SEQ ID NOs: 203 to 752
(step B). According to the nethod of the present invention, the |level of a
progressive risk of glauconma in a sanple donor can be determ ned by

analyzing an allele &h&hﬁ@%@ﬁ%ﬁﬁnﬁﬁng tﬁ@ﬂ:‘s@né&’&ﬂ (B labdendeUDARRRES R | N

the present invention in the sanple, s t the sanple donor can take a

PL:VEQLE ‘S’em[m?ﬁ :ﬁg%,?f;ilpﬁh@%@ REepsOf dERLting 8V APPNAREhIE aldehBlypRYtS: ON
5 single nucleotide polymorphism which is located on a 31st base of a base

sequence, in a sample from a subject, wherein the base sequence is at least
one base sequence selected from the group consisting of base sequences
shown in SEQ ID NOs: 203 to 752 or a complementary sequence thereto
(step A), and comparing the allele and/or the genotype detected in the step

10 A with at least one of an allele and/or a genotype, containing a high-risk
allele, in the base sequences shown in SEQ ID NOs: 203 to 752 (step B).
According to the method of the present invention, the level of a progressive
risk of glaucoma in a sample donor can be determined by analyzing an allele
or a genotype of a single nucleotide polymorphism in the present invention

15 in the sample, so that the sample donor can take a preventive measure of

glaucoma, or can receive appropriate treatments, on the basis of this risk.





