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Abstract:In the present study, the molecular systematic relationship among 18 passerines was studied hased on
sequences of mitochondrial cytochrome b genes.The phylogenetic trees of I8 passerines were made by neighbor joining
(NJ) and maximum likelihood (ML) methods. The sequence difference among fringillids and emberizids made them
independent and was categorized into different families,but not subfamilies. The Long-tailed Tits could be independent
of Paridae and he categorized into Aegithalidae. Leal Warbler could be categorized into Phylloscopinae and Buth
Warbler was categorized into Acrocephalinae. There was a relatively constant molecular clock in the evolution of eyt b
gene . Under the assumption of a “standard” molecular clock of 1.6% sequence divergence per million year for mtDNA
genes on average, a inter-familiar divergence time was expected to be 10.5 million years and the intra-familiar
divergence time was expected to be 9.0 million vears.
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Table 1 Species examined in the present study
Taxon Sibley & Ahlquist 1990 Species Name code
Sylviidae Sylviinae Urosphena U. squameiceps Usq
Sylviidae Sylviinae Phylloscopus P. inornatus Pin
Sylviidae Sylviinae Phylloscopus P. proregulus Ppr
Aegithalidae  Aegithalos A. caudatus Aca
Paridae  Parus P. major Pma
Paridae Parus P. palustris Ppa
Paridae Parus P . montanus Pamo
Fringillidae Fringillinae Uragus U. sibiricus Usi
Fringillidae Fringillinae =~ Carduelis C. sinica Csi
Fringillidae Fringillinae Carpodacus C. roseus Cro
Fringillidae Fringillinae Pyrrhula P. pyrrhula Ppy
Fringillidae Fringillinae ~ Carduelis C. spinus Csp
Fringillidae Fringillinae =~ Coccothraustes C. coccothraustes Cco
g Sittidae  Sitta M S, europaea Seu
i B9 Fringillidae Emberizinae Emberiza B E. rustica Erus
i) i) Fringillidae Emberizinae Emberiza B E. spodocephala Esp
i) i) Fringillidae Emberizinae Emberiza ¥ E. pallasi Epa
Prunellidae  Prunella P. montanella Prmo
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1.2 DNA
DNA DNASIS v2.5
11~13
cyt b 1.14851 5'-
CCTACTTAGGATCATTCGCCCT-3' H16065 5'-
GTCTTCATCTCCGGTTTACAAGAC-3’
1.3 PCR 10 pl PCR
50 pl PCR
PCR Taq buffer ~ dNTP
Mix TOYOBO
PCR
T-A
1.4
DNAStar NCBI
Blast
Clustal x
Version 1.8 eyt b
Mega 3.0 SPSS
Phylip
Kimura
3 1 000
2
2.1 PCR
cyt b
1 143 bp
1 200 bp 25 eyt b
GenBank 2
2.2 cyt b
2.2.1 cyt b 455 bp
AT
52.6% G C 47.4%
conserved sites 62.6% variable

sites 37.4%
29.4% cyt b

parsim-info sites

TCAG 23.1% 25.4%
271.0% 24.5% A T 48.5% G C
51.5% TCAG
38.2% 24.4% 21.2% 16.2% A
T 59.4% G C 40.6%
TCAG
11.0% 49.4% 36.6% 3.0% A T
47.6% G C 52.4%
C 49.4% G
3.0%
2

Table 2 Accession numbers and segment length of cyt b

. Segment . Segment
. Accession . Accession
Species length || Species length
numbers numbers
bp bp
Usq  DQI19538 710 Cro  DQ236208 606
Aca  DQI19539 692 Csi  DQ236209 620

Aca  DQ119540 692 Csp
Pamo  DQ119541 701 ePA

DQ236210 639
dq236211 491

Pma  DQ119542 701 Epa  DQ236212 491
Ppa  DQI119543 664 Erus  DQ236213 683
Pin  DQI119544 521 Esp  DQ236214 541
Pin  DQI119545 521 Ppy  DQ236215 432
Ppr  DQI119546 511 Ppy  Dq236216 650
Ppr  DQ119547 511 Prmo  DQ236217 587
Seu  DQ119548 674 Prmo  DQ236218 587
Ceo  DQ236206 565 Usi  DQ236219 722

Cro  DQ236207 500

2.2.2 Ts
Tv R
eyt b R 1.2
R 1.8 R
2.2 R 1.0
R 2 cyt b
1 R 1.2
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Fig. 2 Genetic tree constructed with NJ method
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