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A clinical observation on travoprost (travatan)

reducing intraocular pressure

ZHAO Hongxia
( Ophthalmic Dempartment, Yan’ an Hospital, Kunming 650051, China)

Abstract: From December 2005 to November 2006, a total of 42 patients with POA G or ocular hyperten
sion who took the treatment of tracoprost after they carried out the surgery or used other medicines. After 4—
and 12— week treatment, the change of intraocular pressure was recorded using a Goldman electronic tonome-
ter, and the safety indicators of travoprost, conjunctival congestion and eyelid skin pigmentation were record-
ed. Among the patients, 59. 6% ( 25) showed significant treatment effects, 23. 8% ( 10) had improvements
and 16.6% (7) were not improved. The average basic intraocular pressure was 24.40 mmHg, while after 4
weeks tracoprost treatment it reached 17. 30mmHg, and after 12 weeks it was 15. 90mmHg. M ild conjunctival
congestions were found with 37 patients ( 76.25%) ,23.8% (10) have moderate conjunctival congestions. It
shows that the treatment of tracoprost can achieve significant and stable effects on the patients with primary
angle closure glaucoma and ocular hy pertension.

Key words: travoprost; glaucoma; intraocular pressure; medicine treatment
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Phylogenetic diversity of bacteria in fungistasis soil determined

by 16S rDN A-RFLP analysis

ZHOU Juepei, ZOU Chang-song, M O Ming-he

( Laboratory for Conservation and Utilization of Bio-resources, Yunnan University, Kunming 650091, China)

Abstract: For the objective to study bacterial community related to soil fungistasis, 129 soil samples were
collected from tobacco fields in 16 counties of Yunnan Province. After testing the fungistatic capability of in
hibit conidialgermination of nematophagous fungus Pochonia chlamydosporia, these samples were combined
into 5 significant groups (P> 0. 01) according to their fungistatic values. The 16S tTRNA gene library of
strong fungistatic soil was constructed and random clones were screened by RFLP method. Phylogenetic analy-
sis on bacterial community showed that members of Proteobacteria and A cidobacteria were dominant bacteria
in fungistatic soil.

Key words: soil fungistasis; bacteria community ; bie-control, 16S rRN A



