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whole brain map was set and the layers called SP( synchronization parameter) too; then the first style of synchro—
nous square wave signal was gathered the method of MCU external interrupt was used to count the rising edge of
the first synchronous square wave signal and kept the initial output of high level; until the last layer of the brain
image the output was set to low level and delayed for a period of time. Results The first style synchronous square
wave signal was changed to the second synchronous signal successfully by the synchronizer; the SP was set by the
matlab serial program automatically then transmitted to the single-chip microcomputer by serial port. The results
showed that the synchronizer could set SP automatically. Conclusion The synchronous problem of synchronous
signal from some fMRI instruments is solved by the synchronizer and the compatibility of devices would be en—
hanced the SP is set automatically which can reduce the workload of medical staff.
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Relationship of SPATA22 gene variants with non-obstructive

azoospermia in Chinese Han population
Zha Xing' He Xiaojin' > Song Bing' et al
(' The Reproductive Medicine Center The First Affiliated Hospital of Anhui Medical University
*Biopreservation and Artifical Organs Anhui Provinvial Engineering Research Center Hefei 230022)

Abstract Objective To investigate the relationship of SPATA22 gene polymorphism with the risk of non-obstruc—
tive azoospermia ( NOA) in Chinese Han population. Methods A total of 361 cases with idiopathic NOA and 368
males with normal fertility were collected. The genotypes distribution of seven single nucleotide polymorphisms
( SNPs) in SPATA22 were detected using Sequenom MassArray technique. Allele frequencies and genotype analysis
between the control group and the case group were compared by using Plink 1.07 software. Haplotype analysis was
studied by Haploview Software. Results Between the case group and the control group there was no significant
difference in the allele frequencies of the seven SNPs ( P >0. 05) and no difference was observed between the case
group and the control group in haplotype analysis ( P >0.05) . Conclusion The seven SNPs of SPATA22 may not
be associated with NOA in Chinese Han population.
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