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Iepiinyn

H popaxn tavtomoinon ewwv (DNA Barcoding) éxet ocvuPdiier otn perétm g
BlomoIKIAOTNTOG, TPOCTEPVMOVTING OPICUEVO EUTOO NG TOPOUOOGLOKNG  HOPPOAOYIKNG
TavToToinoNnG. X€ ouTn TV gpyocio mpaypatomomOnke 1 peAétn g Owoyévelag
Staphylinidae (Insecta: Coleoptera) otnv EALGda, péow DNA Barcoding. H cuykekpyévn
Owoyéveln anoterel pio amd T1¢ MOAVTANOEGTEPEG GE aPlOUO €0DV Kot 1 HEAETN TG OTNV
EAAGOa Baciletar oe popporoyikd kprtiple. Me v €paploy TG LOPLOKNG TOVTOTOINONG
peyaans kMpokag, emrevydnke n tavtomoinon 32 ewdov oamd 342 detypota, pe 9 mpoteg
KataypoeEs v ) xopo. Emmiéov, dakpifniay 25 MOTUs mov anotelodv vroyneo £idn.
Ta anoteAéopota avtd ovadeuwvoouy Tig duvatdtnteg tov DNA-Barcoding aAidd xot to
GMUOVTIKA KEVA EQOPUOYNG TOV.
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Ewayoyn

H owovyévewn Staphylinidae (Latreille, 1802) (Insecta: Coleoptera) eivor pio amd TG
noAvAn0éotepeg Owoyéveleg Lowv, ( ~67.000 &idn maykooping) (Irmler, Klimaszewski &
Betz 2018) pe mowidia owkoBécewv, svdiutnuatov kot dSwtpoenc. H mapovoio kot
TOKIAOTNTA TG otV EAAGSa pedetOnke amd tov Assing (evoewtikd Assing 2015, Assing
2019) pe eldyota yevetikd dedopéva. H otadiakr peimon egedikevpévov ta&ivoumy kat m
dvokorior oproBétnong €W0mV, 0dyNce otV €PapHoyn aSOTIGTOV YEVETIKOV HeBOOOV
(Krivosheeva et al. 2023). H popiokn tovtomoinon pécw DNA barcoding oto {owkd Pacileto,
Bacileton oV avaAivon KOPLwg Tov €100-£101k0D pitoyovoprokov ogiktn COI (Yropovada 1
g O&ewdong tov Kvtoypopatog C) kot otn cvykpion g oAAnilovyiag tov deiylotog pe
aAAnAovyieg avapopds oe Pdaoelg dedopévov (Hebert, Ratnasingham & deWaard 2003).
XKomoG TG TOPOoVGOS epyaciog ivor n poplakn pHeAétn g Promokirotrog g Owoyévelog
Staphylinidae ka1 1 agoidynon tov DNA Barcoding omv diepeovnon tg. H épevva,
ypnuatodotOnke and to mpdypoppa Biodiversity Genomics Europe (BGE 2026).

MeOoooroyia

H derypotoinyia mpaypatomomnke oe didpopeg meployés g EALGSaG, e evepyn cvAloyn
Kol ypnon mayidwv tomov pitfall, slot kot malaise. AAAnlovynmOnke n meproyn COI-5P péow
aAAniovyong PacBio. AkolovOnce avalftnon 1oV TapayoUeEvVeV OAANAOVYIOV OTIC PAGELS
dedopévov BOLD war GenBank pe tovg oiydopiOpovg BOLD-ID engine kot BLAST
avtiotorya. Kataokevdomkav @uioyevetikd dévipo Maximum Likelihood avd yévog petd
amd moAlamAn otoiyon pe tov aryopiBpuo MUSCLE oto Aoyiouiké MEGA (Kumar et al. 2024)
KoL TV €0pecn Tov PEATIOTOV povtédov e€EMEng (Posada et al. 2003). Epapudotnke | nébodog
opobémong eddv ABGD kouw ASAP (Puillandre et al. 2012, Puillandre, Brouillet & Achaz
2021). H ene&epyacio kat Tapovciocn tov QUAOYEVETIK®OV dévipav £yve oto RStudio 4.4.1
(Posit team 2025).

Amoteliopota

Amo 11g 358 mapaydpeveg aainiovyies Staphylinidae pécov pnkovg 658bp, amokieictnkav 16
AOy® yopunAov apfpod emavaAnyemv M/kor mopovcio indels oty moAlomAn otoiyiom.
TavtomomOnkav 32 €161 ko draxpidnkov axoun 23 vroynoewa €10 og eninedo yévoug (Ewc. 1),
T0L OTO {0 ATALTOVV HLOPPOAOYIKY| avayvadpilor). Avo detypota Tavtomomdnkay Lovo o€ eninedo
VTOOKOYEVEWNG. XVVOAKA, dtokpiBnkav 9 vmo-owoyéveieg, 30 yévn ko 57 MOTUs, and 1o
omoio. mopdyOnkav 223 povadwkd barcodes yio peAloviikn katayopnon oty BOLD.
Inuedbnke akdun, n TpdTN Kataypaen evvéa e0av oty EALGSa (ITivaxog 1).

IMivaxag 1: Néeg kataypapég edov yo tv EALGSa



YTTOOIKOYEVEIQ lévog Eidog ApiBu6G deypaTwy Mepioxn
Aleochara A. sparsa 10 MEANT, ZapoBpakn, Tpikaia
. Pella P. humeralis 1 ZapoBpakn
Aleocharinae - -
P. incompleta 6 MéAAa
Placusa — -
P. pumilio 1 MeAa
Mycetoporinae Mycetoporus M. niger 1 Podog
Omalinae Anthobium A. unicolor 1 Aakwvia
Erymus E. sp 1 Qegoalovikn
Staphylininae . fuliginosus 8 ATTIK
. Quedius Q. 1ullg - - M
Q. truncicola 1 Tpikaha
ASAP  ABGD

~P969462.1 Staphylinidae sp. - Cyprus

14 sequences - Xantholinus distans
PP969516.1 Staphylinidae sp. - Cyprus
LP969514.1 Staphylinidae sp. - Cyprus

TOLBGEG177_B9 - Ag. Athanasios, Cent. Macedonia
TOLBGEG176_H9 - Ag. Athanasios, Cent. Macedonia,
TOLBGEG177_A11 - Ag. Athanasios, Cent. Macedonia
TOLBGEG029_B1 - Lk. Vegoritida, Cent. Macedonia,
TOLBGEG191_A1 - Lk. Vegoritida, Cent. Macedonia
TOLBGEG181_F4 - Lk. Vegoritida, Cent. Macedonia
TOLBGEGO030_F7- Amissa, Cent. Macedonia
TOLBGEGO031_D1 - Lk. Vegoritida, Cent. Macedonia,
TOLBGEGO029_F6- Arnissa, Cent. Macedonia
TOLBGEG029_B8- Arnissa, Cent. Macedonia
TOLBGEG130_F10 - Archangelos, Rhodes

TOLBGEG177_F4 - Ag. Athanasios, Cent. Macedonia
(86115 sequences - Xantholinus sp. 2 - Israel and Lebanon

TOLBGEGOSS_E1 - Lk. Kerkini, Cent. Macedonia

3 sequences - Xantholinus sp. 1 - Israel
22 sequences - Xantholinus elegans

9 sequences - Xantholinus laevigatus
21 sequences - Xantholinus tricolor

4 sequences - Xantholinus gallicus
sequence - Xantholinus audrasi

79 sequences - Xantholinus linearis

6 sequences - Xantholinus dvoraki

outgroup - Philonthus decorus

2 sequences - Xantholinus longiventris sp.2

26 sequences - Xantholinus longiventris sp. 1

score = 2.500 score = NA

Ewova 1: dvioyevetikd dévrpo Maximum Likelihood tov yévoug Xantholinus pe epappoyn
tov e€ghktikov povtédov GTR+GHI, 100 bootstrap emavainyelg kot peBddovg 0pobEétnong
e10dv ASAP koau ABGD. Ta detypata pog (évrovn ypaer]) oynuatilovy HovoQUAETIKOVG

KAAOOLG pe aAAnAovyieg ympig teMKN Tavtonoinom idovg.

Xvlntmon

H BOLD mnepiéyet aAiniovyieg yio polg 3.847 €ion Staphylinidae tavtomompéveg oe emninedo
gldovg, kaBoTOVTOG AdHVOTN TNV TOVTOTOINGCY TOAADV €MV He pHoplokég HebBodoLG,
couneprappavopévov tav 25 MOTUs mov Bpébnkav. Xvykekpuéva, Kotd HEGO Opo HOALG



55% tov EMMNVIKOV €10MV OV dlepeuvnnkay avd yEVog €xEl KATOOPNUEVEG OAANAOVYIES.
YOVETMG, 1 EAAEIYN OAANAOVYIDV OVOPOPAS KOOIGTA TNV ATOKAEIGTIKA LLOPLOKY] TOVTOTTOINGT
v advvarn. 'Etot, kpivetar avaykaiog o mepattépm eumiovtiopnds tov Pdocmv pe barcodes
KOL 1) GUVEPYELDL LOPPOAOYIKMV KOt YEVETIKOV HeBddwv tavtomoinong. IMapdiinia, eivou
amopaitntn n ocvveyng oavobedpnon tov Pdoewv, KoOOS PLAOYEVETIKECG WEAETEC OTMG M|
TOPOVCa, OVOOEIKVOOLV OAANAoVYieg pe AavOACUEVEG TOVTOTOMGELS, KOKNG TOWOTNTOG
aAAnAovyion oAAG KoL EVPHUOTO EVOLAPEPOVTOC (Y. KPVTTIKA £101).

Biphoypagia

Assing, V. (2015). On the Staphylinidae of the Greek island Chios (Insecta: Coleoptera).
Linzer Biologische Beitrage, 47, 43-55.

Assing, V. (2019). Monograph of the Staphylinidae of Crete (Greece). Part I. Diversity
and endemism (Insecta: Coleoptera). Beitrage zur Entomologie, 69, 197-239.

Biodiversity Genomics Europe (2026): https://biodiversitygenomics.eu/project/bge-
2023-2026/

Hebert, P. D. N., Ratnasingham, S. & deWaard, J. R. (2003). Barcoding animal life:
Cytochrome c oxidase subunit 1 divergences among closely related species. Proceedings
of the Royal Society B: Biological Sciences, 270, S96-S99.

Irmler, U., Klimaszewski, J. & Betz, O. (2018). Introduction to the biology of rove
beetles. Xto O. Betz, U. Irmler & J. Klimaszewski (emp.), Biology of Rove Beetles
(Staphylinidae): Life History, Evolution, Ecology and Distribution, 1-4. Cham: Springer.

Krivosheeva, V., Solodovnikov, A., Shulepov, A., Semerikova, D., lvanova, A. &
Salnitska, M. (2023). Assessment of the DNA barcode libraries for the study of the
poorly-known rove beetle (Staphylinidae) fauna of West Siberia. Biodiversity Data
Journal, 11, e115477.

Kumar, S., Stecher, G., Suleski, M., Sanderford, M., Sharma, S. & Tamura, K. (2024).
MEGA12: Molecular evolutionary genetic analysis version 12 for adaptive and green
computing. Molecular Biology and Evolution, 41, msae263.

Posada, D. (2003). Selecting models of evolution. 1o P. Lemey, M. Salemi & A. M.
Vandamme (emy.), The phylogenetic handbook: A practical approach to DNA and
protein phylogeny, 256-282. Cambridge: Cambridge University Press.

Posit team. (2025). RStudio: Integrated Development Environment for R. Boston, MA:
Posit Software, PBC.

Puillandre, N., Lambert, A., Brouillet, S. & Achaz, G. (2012). ABGD, Automatic Barcode
Gap Discovery for primary species delimitation. Molecular Ecology, 21, 1864-1877.

Puillandre, N., Brouillet, S. & Achaz, G. (2021). ASAP: Assemble species by automatic
partitioning. Molecular Ecology Resources, 21, 609-620.


https://biodiversitygenomics.eu/project/bge-2023-2026/
https://biodiversitygenomics.eu/project/bge-2023-2026/

