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Introduction

Accurate identification of an insect specimen Is usually a crucial first step in a forensic entomological analysis because closely related
carrion species may differ substantially in growth rate and diapause response. However, species-diagnostic anatomical characters are
often difficult to use since 1) they are not known for most iImmature stages, 2) existing keys may be incomplete and difficult to use for
nonspecialists and 3) the available material could be strongly degraded or fragmented. A DNA-based identification tool may largely
overcome these problems.

Here, we present, and analyse, the first reference database for West European Sarcophaga species (Sarcophagidae) of forensic interest.

Material and Methods

-145 specimens of 50 West European Sarcophaga species sequenced for the entire COIl gene (whenever possible)

- additional Sarcophaga sequences collected from GenBank and BOLD

- total dataset of 270 specimens from 99 species

- Different fragment lengths analysed: entire COIl gene - standard barcode fragment - minibarcode fragment

- NJ-tree (K2P-model), optimal intra-interspecific sequence divergence threshold according to Lefébure et al. MPE, 2006, 40:
435-447

- Identification (ID) success determined using Best Match (BM) and Best Close Match (BCM) criteria

Results BM criterium Results BCM criterium

Number of sequences (N seq), number of species (N sp) and the no of species for which no
conspecific sequence was available in the dataset (N no con) of the different Sarcophaga
datasets and the ID success according to the BCM criterium; TH = threshold

Number of sequences (N seq), number of species (N sp) and the no of species for which no
conspecific sequence was available in the dataset (N no con) of the different Sarcophaga datasets
and the ID success according to the BM criterium
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