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Abstract In this study, we used Neighbor-joining (NJ), Maximum-parsimony (MP) and Minimum-evolution (ME)
methods of PAUP4.0b and MEGAS.05 softwares, respectively selecting Biomeigenia flava in subfamily Exoristinae
and Ravinia striata in family Sarcophagidae as out-groups, re-establishing different kinds of phylogenetic trees for
Tachininae. This research was based on 28S rRNA gene sequences of 17 species (Diptera: Tachinidae: Tachininae)
which were in 10 genera, 5 tribes in China. The results showed that the 696 bp nucleotide fragments of the
subfamily included 127 mutation sites and 52 simple information sites, and the topological structures of phylog-
enetic trees which were gotten by adopting various methods were basically coincide. The results partially solved
the relationships of main tribes and genera of Tachininae defined by morphology, proved that Tachininae and
Tachinini could respectively belong to one monophyletic group, supported that Nowickia Wachtl should be fallen
under Tachina Meigen as its subgenus, and also provided evidence on a molecular level for combining Linnae-
myini and Ernestiini into one tribe.
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Figure 1 The substitution saturation analysis of Tachininae based

on 28S rRNA gene sequences
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Table 1 28S rRNA gene sequence composition of Tachininae
(bp) C v Pi S T C A G A+T
Length (bp)
( ) 696 569 127 52 75 36.1 17.7 33.8 12.4 69.9
Total sequences (Tachininae+outgroup)
696 540 119 45 74 36.2 17.7 33.8 12.4 67.0
Total sequences
232 167 58 22 35 33.1 20.4 33.1 13.4 66.2
First codon
232 221 33 24 9 35.8 18.4 33.8 12.0 69.6
Second codon
232 220 71 61 10 39.6 14.2 34.5 11.7 74.1
Third codon
:C: s Ve ; Pi: ;S
Note: C: Conserved sites; V: Variable sites; Pi: Parsimony informative; S: Singleton sites
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Figure 2 The maximum-parsimony (MP) tree of partial species of
Tachininae obtained by PAUP4.0b

Note: The numbers indicate the bootstrap percentage; A: Out-
group; B: Leskiini; C: Nemoraeiini; D: Tachinini; E: Ernestiini;

F: Linnaemyini; G: Ernestiini; H: Linnaemyini
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Figure 3 The neighbor-joining (NJ) tree of partial species of Ta-
chininae obtained by MEGAS.05

Note: The numbers indicate the bootstrap percentage; A: Tachini-
ni; B: Nemoraeiini; C: Leskiini; D: Linnaemyini; E: Ernestiini; F:

Linnaemyini; G: Outgroup
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rRNA



2002 Genomics and Applied Biology

4 MEGAS.05 MP
;A ; B: ; Ce
; D: ; E: ; F: ; G
Figure 4 The maximum-parsimony (MP) tree of partial species of
Tachininae obtained by MEGAS.05
Note: The numbers indicate the bootstrap percentage; A: Tachini-
ni; B: Nemoraeiini; C: Leskiini; D: Linnaemyini; E: Ernestiini; F:

Linnaemyini; G: Outgroup
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Figure 5 The minimum-evolution (ME) tree of partial species of
Tachininae obtained by MEGAS.05
Note: The numbers indicate the bootstrap percentage; A: Tachini-
ni; B: Nemoraeiini; C: Leskiini; D: Linnaemyini; E: Ernestiini; F:

Linnaemyini; G: Outgroup
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Table 2 The sample information and sources

Family Tribe Species Collected locality in China Collected time
Tachina anguisipennis s 2008-5-2
Tachinidae Tachinini Benxi, Liaoning
Tachina cheni S 2004-7-22~2004-7-25
Nanling, Guangdong
Tachina breviceps s 2008-5-1
Benxi, Liaoning
Tachina iota s 2004-7-18
Benxi, Liaoning
Peleteria semiglabra s 2007-5-18
Anshan, Liaoning
Peleteria versuta R 2007-7-27
Manzhouli, Inner Mongolia
Peleteria propinqua s 2008-5-8
Shenyang, Liaoning
Peleteria iavana s 2004-2
Guangzhou, Guangdong
Nowickia marklini s 2004-8-8~2004-8-11
Mts. Changbai, Jilin
Nowickia sp. , 2003-8-25~2003-8-28
Tumen, Jilin
Mikia tepens s 2004-8-8~2004-8-11
Tumen, Jilin
Atylostoma javana s 2004-8-22
Leskiini Xinyi, Guangdong
Nemoraea sapporensis s 2003-7-29
Nemoraeini Tumen, Jilin
Ernestia rudis s 2008-5-30
Ernestiint Benxi, Liaoning
Gymnochaeta viridis , 2008-5-30
Benxi, Liaoning
Lyphosia sp. , 2008-5-30
Linnaemyini Benxi, Liaoning
Linnaemya comta s 2008-5-8
Shenyang, Liaoning
Biomeigenia flava , 2008-5-8
Blondeliini Huludao, Liaoning
Ravinia striata s 2006-7-11
Sarcophagidae Raviniini Benxi, Liaoning
(Felsenstein, 1985) ( 2).
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