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Determination and Analysis of ATPase§ ATPase6 COX3 Gene Complete

Sequence of Mongolian Gerbil( Meriones unguiculatus)
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( Zhejiang Center of Laboratory Animal Zhejiang Academy of Medical Science Hangzhou 310013 China)

[Abstract] Objective To complete sequence of mitochondrial ATPase8 ATPase6 COX3 of Mongolian Gerbil
determined basing on the PCR products. The sequence was analysied in phylogenetic tree nucleotide composition and
genetic distance. Methods The primer was designed according to the published sequences. The PCR product were
sequenced and determined. Combined with known ATPase8 ATPase6 COX3 sequence of other rodents nucleotide
composition and genetic distance were analysed; phylogenetic tree was constructed by minimum-evolution ( ME) methods
and UPGMA methods. Result The ATPase8 ATPase6 COX3 gene were cloned in Mongolian Gerbil which have high
homology with rat mouse and hamster( 76 ~98% ) ; it is higher genetic relationship with rat mouse and hamster by
phylogenetic analysis; the G content(6.9% 10.7% 15.2%) are similar with feature of mtDNA; the A + T content
(68.2% 64.1% 59.2%) are similar with feature of mammalian genome. Conclusion The ATPase8 ATPase6 COX3
gene sequence of mongolian Gerbil was determined for the first time. We found that Mongolian Gerbil have close genetic
relationship with rat mouse and hamster in this research. This research is an important work for study on evolution

structure and function of the mongolian gerbil mitochondrion.
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1 TCCAACCACA GCTTTATACC GATCGTCCTA GAAATAATTC CACTAAAACT TTTCGAAAAT
6l TGATCTGTGT CTATAACTCA ATAGCATTAT GAAGCTTAAT GCGTTAACCT TTTAAGTTAA
121 AGTAAGAGAA GAATCTTTCT CCATAATGGA TATGCCACAA CTAGATACAT CTACATGATT
181 TATAACTATA TTTTCTTCAA TCATTACTCT GTTTATTCTA TTTCAATTGA AGCTTTCTTC
241 CCAGGACTTT CCACATCCCC CTATAACAAA AACTATAAAA ACCTTAAAAA CTAAGACCCC
301 TTGAGAACAA ANATGAACGA AANCIPIERANIEY (CICICANCIPIILGE  MHERNCICITIC G CATAATAGGﬂ
36l FTGCCTGTAT TTACCCTTAT TATTATGCTC CCATCAATTC TATTTACATC ATCAAATCGﬂ
421 tTAATCAACA ATCGCTTCCA CACCTTTCAA GAATGATTAA CAAAATTAAT CATAAAACAM
481 BTAATAACAA TTCATTCACC AAAAGGACGA ACCTGGTCCC TAATAATCAT CTCACTAATT
541 hTATTTATTG GGTCAACARA TCTCCTAGGA TTATTACCAC ATACATTTAC TCCAACTACN
601 tAATTATCAA CAAACCTAGC TATAGCTATC CCCCTATGAG CTGGAGCAGT AATTACTGGﬂ
661 ETCCGACATA AACCAAAAAG CTCGTTAGCC CACTTTTTAC CTCAAGGAAC CCCAATTCCC
721 hTAATTCCTA TACTTGTTAT CATTGAAACT ATTAGTTTAT TCATTCAACC ARTAGCACTN
781 ECTGTTCGAC TAACAGCCAA TATCACTGCC GGACATCTAC TTATACATTT AATTGGAGGG
841 FCAACCATAG CGTTAACAAG CATTAGTACC CCCACTGCCT TAATCACTTT TATTATTTTN
901 hCTTTACTCA CAGTACTGGA ATTTGCTGTG GCCTTAATTC AAGCCTACGT TTTCACCTTN
961 FTAGTCAGCC TGTATCTACA TGACAACACC TANTGACTCA CCAAACACAT GCATTTCATA
1021 TAGTTAATCC AAGCCCATGA CCCCTAACAG GTGCTCTATC TGCCTTACTA CTCACCTCGG
1081 GCCTAACAAT ATGATTTCAT TACAATTCCA CTATCTTGTT ACTAGTAGGA CTCGCCACAA
1141 ACATTCTCAC AATATTTCAA TGATGACGAG ATATTATCCG TGAAGGAACT TTCCAAGGTC
1201 ACCACACCCC AGTTGTCCAA AAAGGCCTAC GATACGGGAT AATCCTATTC ATTGTATCAG
1261 AAGTATTTTT CTTCTCAGGG TTCTTCTGAG CCTTTTACCA CTCTAGCCTA GTTCCCACAC
1321 ATGATCTAGG GGGATGCTGA CCCCCTACAG GAATTACACC ACTTAATCCA CTAGAAGTAC
1381 CGCTACTAAA TACATCAGTA CTTCTAGCAT CCGGGGTTTC AATCACGTGA GCTCATCACA
1441 GCCTAATAGA AGGTAAACGA AATAATATAA ATCAAGCCCT ACTAATTACA ATCAGTCTAG
1501 GTCTCTATTT CACCGCTCTA CAAGCATCAG AATATCTAGA AACCCCTTTT TCCATCTCAG
1561 ATAGCATTTA TGGGTCTACA TTTTTTATAG CAACAGGCTT CCATGGACTC CACGTAATTA
1621 TTGGATCTAC CTTCCTCATT GTGTGCCTTC TACGACAGCT AAAATTTCAC TTCACATCAA
1681 ATCATCACTT TGGGTTTGAG GCAGCAGCAT GATACTGACA TTTCGTAGAT GTTGTATGAC
1741 TTTTCCTTTA CGTTTCCATT TATTGATGAG GCTCCTATTC TCTTAGTATA AACAGTACAA
1801 TTGACTTCCA ATCAGTTAGA TCTAGCAAAC TCTAGAAGAG AATAATCAAT ATATTACTTT
1861 CCCTTCTTAT TAATATTTTC TTGTCAACTC TCCTAATTAT TATCGCATTT TTCATCCCTC
1921 ARATTAATAT TTATGCAGAA ARAGTCCATG CC
8 ATPase8 ATPase6 COX3
Fig. 8 The complete sequence of ATPase8 ATPase6 COX3 gene in Mongolian Gerbil
: ATPase8 ATPase6 COX3

Note: The shadow sequence is ATPase8 gene( 152 —354 bp) ; The frame sequence is ATPase6 gene( (313 —993
The underline sequence is COX3 gene( 992 — 1776 bp)
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