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Abgract : Myodes rufocanus and M. rutilus have overlgoping range and dmilar nomplologcd characteridics. It is
hard to diginguish these two gecies under some conditions, which brings inconvenience and miscaculation to their
number invedigations. Hght known sanples and sxteen unknown sanples of M. rfocanus and M. rutilus are
oorrectly identified by three nolecuar methods: phylogenetic tree based on sequences of mDNA oontrol regon,
dectrophoressaf MDNA control regon, and the RAFD) . Hectrophoress of mDNA control regon shows the
advantages of convenience, accuracy and time-saving.
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Fig. 2 NJtreed M. rufocanus and M. rutilus on sequence of mtDNA contrd region
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The numbers on the branch are bootsrep values; ZD1, ZD2, ZD3 and ZD4 are Myodes rufocanus samples used in the experiment. HD1, HD2,
HD3 and HD4 are M. rutilus sarples used in the experiment ; D42091 AF367200 and AF367201 are the correlation sequences of the three
M. rufocanus cownloaded from GenBank ; AF367188 AF367189 and AF367191 are the correlation sequencesof the three M. rutilus downloaded
from GerBank ; The scde indicates genetic digtances.
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Tablel The identification results of unknown sample of M. rufocanus and M. rutilus
Sanples  Resuts o identification || Sanples Results o identification || Samples  Results of idertification || Sanples Results o identification
DD1 £ M. rutiles DD5 A M. rutilus DD9 KE M. rutilus m?2 #F M. rifocanus
DD2 #F M. ruiles DD6 #F M. ruilus DD10 R M. rdocanus || cD3 M. rutilus
DD3 #F M. rdocanus DD7 AF M. rutiles DD11 EF M. rdfocanus D4 #F M. rifocanus
DD4 A M. ruiilus DD8 i M. rdocanus || cp1 RF M. rutilus 5 i M. ruocanus
2985 2995
CDS DD5 CD4 DD4 DDE DD2 DD3 DDl M CD5 DDS CD4 DD4 DDS8 DD2 DD3 DD1 M

C2997
CD5 DD5 (D4 DD4 DD§ DD2 DD3 DDl M

3 RAPD 3
Fig. 3 Results o species identification for unknown sample using 3 primers o RAPD
C2085 C2995 (2997 RAFD 3 ;DD8 DD3 (D5 (D4 it :DD5 DD4 DD2  DD1 i

M DNA
C2985, C2995 and C2997 are the three primers used in the RAPD andys's; DD8, DD3, CD5 and CD4 are undetermined Myodes rufocanus
saples; DD5, DD4, DD2 and DD1 are undetermined M. rutilus sanples; M indicates the s¢andard of DNA relative nolecular mess.
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