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(Chiroptera: Molossidae) from southeastern Africa and western Indian Ocean islands. Mammalia, 2016,
80, .

0.3 1

5189 Evaluation of the 5â€² end of the 16S rRNA gene as a DNA barcode marker for the Cephalopoda. Fisheries
Science, 2016, 82, 279-288. 0.7 11

5190 Origin and introduction history of self-sustaining rainbow trout populations in Europe as inferred
from mitochondrial DNA and a Y-linked marker. Hydrobiologia, 2016, 770, 129-144. 1.0 7

5191 Behavior and population structure of Anopheles darlingi in Colombia. Infection, Genetics and
Evolution, 2016, 39, 64-73. 1.0 20

5192 Cryptic species of cardinalfish with evidence for old and new divergence. Coral Reefs, 2016, 35, 437-450. 0.9 8

5193 Genetic landscape with sharp discontinuities shaped by complex demographic history in moose ( Alces) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (alces ). Journal of Mammalogy, 2016, 97, 1-13.0.6 9

5194
Phylogenetic and molecular analyses of human parainfluenza type 3 virus in Buenos Aires, Argentina,
between 2009 and 2013: The emergence of new genetic lineages. Infection, Genetics and Evolution, 2016,
39, 85-91.

1.0 15

5195 Population genetic structure of the European conger (Conger conger) in North East Atlantic and
West Mediterranean Sea. Fisheries Research, 2016, 174, 245-249. 0.9 5

5196 Rarity and Incomplete Sampling in DNA-Based Species Delimitation. Systematic Biology, 2016, 65, 478-494. 2.7 138

5197 Do diversity patterns of the spring-inhabiting snail Bythinella (Gastropoda, Bythinellidae) on the
Aegean Islands reflect geological history?. Hydrobiologia, 2016, 765, 225-243. 1.0 21

5198 Genetic diversity and molecular evolution of arabis mosaic virus based on the CP gene sequence.
Archives of Virology, 2016, 161, 1047-1051. 0.9 19

5199
The widespread occurrences of Beet soil borne virus and RNA-5 containing Beet necrotic yellow vein
virus isolates in sugar beet production areas in Turkey. European Journal of Plant Pathology, 2016, 144,
443-455.

0.8 15

5200 The intronic minisatellite OsMin1 within a serine protease gene in the Chinese caterpillar fungus
Ophiocordyceps sinensis. Applied Microbiology and Biotechnology, 2016, 100, 3599-3610. 1.7 0

5201 High level of microsynteny and purifying selection affect the evolution of WRKY family in Gramineae.
Development Genes and Evolution, 2016, 226, 15-25. 0.4 9



290

Citation Report

# Article IF Citations

5202
Molecular characterisation of Sarcocystis bovifelis, Sarcocystis bovini n. sp., Sarcocystis hirsuta and
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