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Problématique de I’échantillonnage
du matériel biologique

= Impénétrabilité de milieux denses
et hostiles (foréts tropicales)

= |naccessibilité de nombreuses espéeces
animales
= Especes peu abondantes
= Especes au mode de vie nocturne
= Especes non visibles (micromammiferes)

-+ Faible probabilité de détecter les animaux
infectés (prévalence de 0,1% a 10%)

-+ Réglementation internationale
sur le bien-étre animal qui
interdit les prélevements
invasifs (foie, rate)
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Fourmis légionnaires du genre Dorylus

— Dénommeées Magnans en raison
de leur voracité extréme

Signifie "goinfre" en langue d’Oc \
(provencal)

— Congo: Fourmis "Docteur"
(mandibules : agrafes naturelles)
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Des caractéristiques biologiques
remarquables

— Colonies comprenant jusqu’a 20 millions
d’individus tres mobiles

— Mode de vie nomade. Les colonies
déménagent tous les 5-7 jours et peuvent
parcourir plusieurs Km / jour

— Taux de reproduction extraordinaire
— Déplacements rapides sous forme de raids Une reine peut pondre jusqu’a 2

) 4 . . . . . .
pouvant s’étendre sur plusieurs dizaines de Millions d’ceufs en 1 mois |

metres (jusqu’a 500 m !) .
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Des caractéristiques morphologiques
exceptionnelles

Antennes recouvertes
de sensilles tres
sensibles. Les
conduisent rapidement
vers toute source de
matiere organique

Mandibules puissantes
recourbées en faux
formant une pince qui
sert a capturer les proies

Corps cambré articulé
entre le thorax et
I'abdomen. Attitude

Téte levée
Les muscles tres
développés sur la téte

guerriere
leur procurent une caractéristique des
force prodigieuse magnans
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Une distribution
géographique large

— Reégions forestieres
d’Afrique de la Guinée au
Zimbabwe

— Genre Dorylus: # 60
especes
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Méthodologie

-

=+ Collectes des fourmis
traversant les pistes

= Stockage en azote liquide a
la base scientifique

— VANA : Méthode
métagénomique basées sur
les acides nucléiques associés .
au,x virions 7 MinlON
— Genotypage PHIM and MIVEGEC labs
Montpellier

VIROME
CHARACTERIZATION
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Résultats : Collectes

209 fourmis
—*29 colonnes
—# 15 fourmis par colonne




Résultats : synthese

= 443 654 contigs > 200 nt

= 46 377 contigs (10,5%) apparentées a des
séquences virales (bactéries, plantes, animaux)

= 23 971 contigs (51,7%) associées a des
séguences de virus non connus

= 22 406 contigs (48,3%) associées a des
séguences de virus connus, appartenant a :
= 56 familles virales différentes
= 157 genres viraux différents

— Toutes les catégories de virus représentées

Virus ADN Retrovirus

Virus ARN

ADN ADN ARN
double brin simple brin double brin
— — S—

ARN circulaire
simple brin

S —
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Diversité des virus retrouveés

Familles virales comprenant

Génome Famille Genre des virus zoonotiques
Bietr TV TG Bidensovirus = A AL ABNMEAM A AAAL AL Ad  AMA A AABRA
Circoviridae Cyclovirus = yr-- - _r v -V V¥V ¥' VY
Ambidensovirus = A —
Brevidensovirus = A AMSSEmn i A A AR A ANIASA A ARSI A
ssDNA Chapparvovirus = ARSI NI S A A A0 SN0 AAMMENGS. Al
Iteradensovirus = yer "'
Penstyldensovirus = AA A A A A
Huchismacovirus = A
Porprismacovirus = A
Alphabaculovirus = Ad A A MA A
dsDNA Betabaculovirus = A A
Solendovirus = A
Chloriricovirus = A A A A A A AA A
dsRNA I Cypovirus = A A AL A
| Seadornavirus = A A
RNA(- Bererc Mivirus = A A A
ss ) I Phasmaviridae | Orthophasmavirus = A
- Betatetravirus = A AA
Alphatetraviridae I Omegatetravirus - A A
Carmotetraviridae |  Alphacarmotetravirus = AbbA A
Aparav{rus - ASNSSRERNRSMARIMSRA SRS A0 AR A AMAMMAAS AdMAA AMDA A
Dicistroviridae Centovirus = A
Cripavirus = AL AMURELMNME SMMMNANEES ABE AL AL AAMD AAMMS A A
. Triatovirus = A Ad SASRMSMAEBMESIMMEMINNEAAMMENERE AD AN AA0 MM A
ssRNA(+) Iflaviridae | Iflavirus = -~ " "3
1= gge | Errantivirus = A
Alphanodavirus =  AMh A AMMAL ARG AA AL A MM A A
Culannivirus = A
Permutotetfaviiaae | Alphapermutotetravirus = AA A A A A A A
S Chipolycivirus = A A
Polycipiviridae Sopolycivirus = ANMIAAMMAMI ASMAASMAAL
Solinviviridae | Nyfulvavirus = A
1 ] 1 1 1 [ ] 1 1 1
20 30 40 50 60 70 80 90 100
Percentage identities %
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-Army ant associated microvirus 1 MGN-2_C02 (XXXXXXXX)
. Army ant associated microvirus 1 MGN-2_G08 (XXXXXXXX)
Army ant associated microvirus 1 MGN-3_G06 (XXXXXXXX)
1| |Army ant associated microvirus 1 MGN-3_D0B (XXXXXXXX)
Army ant associated microvirus 1 MGN-2_C02 (XXXXXXXX)
osspdr Army ant associated microvirus 1 MGN-1_B04 (XXXXXXXX)
-Army ant associated microvirus 1 MGN-2_G06 (XXXXXXXX)
088 - Army ant associated microvirus 2 MGN-3_F05 (XXXXXXXX)
Army ant associated microvirus 2 MGN-3_D05 (XXXXXXXX)
DE8) 1 Army anf associaled microvirus 3 MGN-3_F04 (XXXXXXXX)
Army ant associated microvirus 3 MGN-3_E04 (XOXCOXXXXX)
-Army ant assaciated microvirus 4 MGN-3_F05 (XXXXXXXX)
_|EArmy ant associated microvirus 5 MGN-3_HD5 (XXXXXXXX)
Army ant associated microvirus 5 MGN-3_C03 (XXXXXXXX)
—YP 009160331 Gokushovirinae Beg1183 53
L[Army ant associated microvirus 6 MGN-1_A08 (XXXXXXXX)
Army ant associated microvirus 6 MGN-2_H08 (XXXXXXXX)
——Amy ant associated microvirus 7 MGN-3_C04 (XXXXXXXX)
0.8 Army ant associated microvirus 8 MGN-1_F10 (XXXXXXXX)
1_|Amy ant associated microvirus 8 MGN-3_H02 (XXXXXXXX)
io70s | Army ant associated microvirus 8 MGN-3_G02 (XXXXXXXX)
Army ant associated microvirus 8 MGN-3_D02 (XXXXXXXX)
YP 009160379 Gokushovirinae Fen672 31
YP 009160396 Gokushovirinae Fen7875 21
YP 009160347 Gokushovirinae Bogh712 52
YP 009216768 Gokushovirinae GNX3R
YP 000216767 Gokushovirinae GAIR4
—YP 008798242 Marine gokushovirus.
——NP 044312 Chlamydia virus Chp1
LF‘P 054647 Chlamydia phage 2

YP 338238 Chlamydia phage 4
NP 063895 Chlamydia phage phiCPAR39
—— NP 073538 Bdellovibrio phage phiMH2K
— YP 009160353 Gekushovirinae BogB989 22
—YP 009551409 Alces alces faeces associated microvirus MP11 5517
02— YP 009551430 Alces alces faeces associated microvirus MP10 5560
YP 009551378 Lynx canadensis associated microvirus CLP 9413
ot YP 008551374 Alces alces faeces associated microvirus MP12 5423
NP 588320 Spiroplasma virus Spv4
4 (Amy ant associated microvirus 9 MGN-2_E05 (XXXXXXXX)
oeR|Amy ant associated microvirus 9 MGN-3_F03 (XXXXXXXX)
'Army ant associated microvirus 9 MGN-3_C03 (XXXXXXXX)
-Amny ant associated microvirus 10 MGN-3_E08 (XXXXXXXX)
YP 009160391 Microviridae Fen7786 21
YP 009160363 Microviridae Fen2266 11
YP 009160368 Microviridae Fend18 41
YP 009160402 Microviridae Fen7895 21
YP 009160386 Microviridae Fen685 11
YP 008160342 Microviridae Bog5275 51
YP 009160359 Microviridae Bog9017 22
YP 009218802 Parabacteroides phage YZ-2015b
YP 009218533 Parabacieroides phage YZ-2015a
YP 009160407 Microviridae Fen7918 21
YP 009160373 Microviridae Fend707 41
YP 009160336 Microviridae Bog1249 12
Army ant associated microvirus 11 MGN-2_HD5 (XXXXXXXX)
YP 009551424 Alces alces faeces associated microvirus MP21 4718
Army ant associated microvirus 12 MGN-1_FO7 (XXXXXXXX)
YP 009160412 Microviridae Fen7940 21
1pArmy ant associated microvirus 13 MGN-3_CO1T (XXXXXXXX)
1 |'Army ant associated microvirus 13 MGN-3_D01 (XXXXXXXX)
Army ant associated microvirus 13 MGN-1_B11 (XXXXXXXX)
YP 0008551480 Alces alces faeces associated microvirus MP15 5067
—YP 009113043 Microviridae IME-16
—Y¥P 009551403 Lepus americanus faeces associated microvirus SHP1 6472
———¥P 009551484 Alces alces faeces associated microvirus MP3 6497
YP 009126958 Eel River basin pequenovirus
1rYP 002885212 Escherichia phage St-1
NP 03857 Escherichia phage alpha3
NP 040711 Escherichia phage phiX174
YP 512457 Escherichia phage 1D52
YP 5123786 Escherichia phage ID2 Moscow/ID/2001
YP 512796 Enterobacteria phage D18
YP 512446 Escherichia phage ID62
YP 512477 Escherichia phage NC29
s3] YP 512426 Escherichia phage WA45
'YP 512436 Escherichia phage NC28
0745|YP 512406 Escherichia phage NC35
YP 512416 Enterobacteria phage WA13
'YP 512396 Escherichia phage 1D32
'YP 512386 Escherichia phage 1021

Microviridae

=>» Bactériophages
(virus de bactéries)
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Nodaviridae

1— Army ant associated Nodavirus 1 MGN-3_G04 (XXOXXXXX)

Army ant associated Nodavirus 1 MGN-3_G02 (XXXXOXXX)
BCG55383 Carano virus — ARN+ simple brin (# 3Kb)
Q6XNL Macrobrachium rosenbergii nodavirus . ,
— Virus non enveloppés

Q9IMM4 Nodamura virus
1~Army ant associated Nodavirus 2 MGN-1_C11 (XXXXXXXX)
0915| [rArmy ant associated Nodawrus 2 MGN-3_D02 (XXX

Army ant assggi -3 GO8 (XXXXXXXX) A . , ,
— Hotes naturels: invertébrés et
vertébrés

UHRA9758 Hangzhou sepedon wolaceus nodavirus

nggz @992J0 Boolarra virus
Q700 agysomya noda-like virus

Army ant aspociated Nodavirus 3 MGN-3_D02 (XOGOO0CCK)
Q9J772 Parjacoto virus

——Q3KSM3 Pigris rapae virus

——BAV60982 Hursaphelenchus xylophilus

r— ADI48250 B4t guano associated nodavirus
Q9QAZS Striged jack nervous necrasis virus

! {|AAW32087 R Edspotied grouper nervous nNecrosis virus
0.685|' Q993M1 Gredsy grouper nervous necrosis virus
JIACF36168 Bofin flounder virus BF93Hok
08411ABUY95422 Atlantic cod betanodavirus
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11AVP32821 Orthohepevirus C

Hepeviridae

1= ATW72334 Necromys lasiurus Hepatitis E virus — ARN+ sim pIe brin (# 8 Kb)
11BAX0D0153 Ferret hepatitis E virus . s
AFQ38376 Ferret hepatifis E virus - VI rus enve I 0 p p €s
4 CAAGE936 Orthohepevirus A
UHL62003 Crthohepevirus A
AAMI2182 Swine hepatitis E virus
—— AVMEBT557 Wenling thamnaconus septentrionalis hepevirus
1 rAMD81602 Bastrovirus 6
ﬁuAMDBmDB Bastrovirus 2
AMD&1599 Bastrovirus 1
— YP 009553584 Elicom virus 1
—— QQR34432 Swiper virus
0507 — UFQ60260 Hepevirus sp.
[ QQP 18671 French Gumna hep-ewms
1—Amy ant associa 02 (XXOOOK)
2811 Hepewrus Mystacma#New Zealand/

0943

— Hébergés chez de nombreuses
especes animales

0778

Europe
(SpainfGermany/Bulgaria)
Rhinolophidae

5 spec., 524 samples
Vespertilionidae

29 spec., 861 sample:

o LT TSI ||u|.n.v'\|||u.:l

0898 ——QJ153783 Hepeviridae sp.
o724 YP 009337130 Hubei hepe-like virus 3
_[: QJIB3TT6 Hepeviridae sp.
AWB 14584 Murine feces-associated hepe-like virus

America

(Costa Rica/Panama)
Emballonuridae

3 species, 9 samples

Phyllostomidae Africa

26 o911 1 (Ghana/Gabon) Asia
M frig] id sampes Pteropodidae (Papua New Gumea]
H ’ 4 H qu%‘@ I 8 spec,, 1109 samples Pteropodidae
Virus de I'hépatite E i R 5 s,
meles 1.spec..| samplks Australia 4
Vespertilionidae 3 spec., 223 samples L?ueenslgr:d)

2 spec., 7 samples

20 Millions de cas

chaque année JVI

Jounals.ASM.org

Bats Worldwide Carry Hepatitis E Virus-Related Viruses That Form a
Putative Novel Genus within the Family Hepeviridae




oot A Parvoviridae Chez'Homme @

QNA42602 1 Chapparvovirus sp —"(i
&:]EJBUBUS ‘1 Psittacara leucophthalmus chapparvovirus rga
QKE54856.1_MAG Parvoviridae sp. r;@ . .
QLI49914.1_MAG Parvoviridae sp. - N A D N I b 4_ 6 k b
= :AHFMSB'H Turkey parvovirus 9 § S I m p e rl n .
076 QKE54983.1_MAG Parvoviridae sp. r‘; o Pa rVOV| r u S B 1 9

QBJ04585.1 Tasmanian devil associated chapparvovirus 1 . 7
— Virus enveloppés
AWB14583.1 Murine chapparvovirus
n
— Hotes naturels : arthropodes
JJRX01097408.1 WGS Latrodectus hesperus *
8 JYFJ01046956.1 WGS Cataje il ™ M
Army ant associated Chappa[VOVilféagﬁ(ggf{:?’ET?,:S(XXXXXXXX) S a u Va ge S et d O m e st I q u e s ) R
099 Army ant associated chapparvovirus 3 MGN-2_H08 {XXOO0XX)
Army ant associated chapparvovirus 3 MGN-3_F07 (XXXXXXXX) a
03

QGX73400.1 Ichthyic parv,
0.85/ QBJ04587.1 Tasmanian devil associated chapparvor
JW661431.1 Fundulus grandis ’@ o 7 7
— et animaux vertébrés
0.5¢ UMOT75531 1_MAG Hedgehog chapparvovirus 5 E
Army ant associated chapparvovirus 2 MGN-1_F11 (XOOO0XXX)
A iated ch 3 MGN-3_G07 (XXXXXXXX) H Z
oy et e, S MM 20T osoatn — Syndrome diarrhéique grave ﬁ'
([ ]

084

YP_009328889.1 Desmodus rotundus parvovirus
. 7 J4 \
2 PR — Diarrhée sévere
QX096491.1 Sheepavirus Davis 19N
LVHJ00000000.1 WGS Hippocampus comes
0.67 Army ant associated chapparvovirus 1 MGN-3_D05 (XXXXXXXX)
EArmy ant associated chapparvovirus 1 MGN-3_F0 (XXXXXXXX)
06
Army ant associated chapparvovirus 3 MGN-1_D07 (XXXXXXXX)

N . . 14
e i gty — Transmission oro-fécale
ul'—_AMRGBSSB.I Porcine parvovirus 7 i g
QGWB2413.1 Syngnathus scovelli chapparvovirus
m L AFFK01023528.1 Strigamia maritima =~ e, (prinCipaIement Carnivores
Army ant associated chapparvovirus 3 MGN-1_D0B (XOCO(XXXX) [ ]
55| Army ant associated chapparvovirus 3 MGN-2_G09 (XXXXXXXX

)
Army ant associated chapparvovirus 3 MGN-1_C11 (XXXXXXXX)
[——————————AYEL01046460.1 WGS Mesobuthus martensii ‘g(*
Army ant associated chapparvovirus 4 MGN-3_G03 (OOOOKX)
Army ant associated chapparvovirus 4 MGN-2_G05 (XXOOOKXX)
2l Army ant associated chapparvovirus 4 MGN-2_C05 (XXOXXXXX)
Army ant associated chapparvovirus 4 MGN-2_AD5 (XXXXXXXX)

”754:”“' ant associated chapparvovirus 5§ MGN-2_C03 (XXXXXXXX)

2

1 Army ant associated chapparvovirus 5 MGN-1_F09 [(XXXXXXXX)

10.87) rmy ant associated chapparvovirus 5 MGN-1_E09 (XXOXXXXX)

0.84 Army ant associated chapparvovirus 5 MGN-2_AD9 (XXXXXXXX)

oepArmy ant associated chapparvovirus 6 MGN-2_F10 (XXXXXXXX)

ﬁﬁﬂ Army ant associated chapparvovirus 6 MGN-3_E01 QOOCOOCKX) ]
QID88579.1 Chapparvovirus sp.

-[Army ant associated chapparvovirus 7 MGN-3_D06 (XXXXXXXX) Ambidensovirus | g

=
&

Army ant associated chapparvovirus 7 MGN-3_D06 (XOXQO0OC0CKX) "
Army ant associated chapparvovirus 7 MGN-1_A10 (XXXXXXXX)
Army ant chapparvovirus 8 MGN-3_G08 (XXXXXXXX)
Army ant associated chapparvovirus 9 MGN-3_F05 (XOOO0CCXX)
GFU19424.1 WGS Nephila pilipes
Army ant associated chapparvovirus 10 MGN-1_G12 (XXXXXXXX) %'
Army ant associated chapparvovirus 10 MGN-3_F04 (XXXXXXXX) ©
Army ant associated chapparvovirus 10 MGN-3_G06 (XXXXXXXXX)

Army ant associated chapparvovirus 11 MGN-1_D11 (XXXXXXXX) & o
QKE54959.1_MAG Parvoviridae sp. - ‘ &

Army ant associated chapparvovirus 12 MGN-1_F09 (3X3O00XXX)
Army ant associated chapparvovirus 13 MGN-1_E08 (XXXOXXXXXX) e
QTZ83193.1_MAG Periparus ater z
Army ant associated chapparvevirus 14 MGN-1_B12 (2OOOOKXX)
Army ant associated chapparvovirus 15 MGN-1_A1T1 (XOOOC00CX) [ ]
Army ant associated chapparvovirus 16 MGN-3_A04 (XXXXXXXX)

Army ant associated chapparvovirus 16 MGN-3_D0B (XOCOCCKXX)
085 | Army ant associated chapparvovirus 16 MGN-2_F06 (XXXXXXXX)
Army ant associated chapparvovirus 16 MGN-3_C05 (XXXXXXXX)

Army ant associated chapparvovirus 17 MGN-1_F09 XOXXXXXXX)
——— Army ant associated chapparvovirus 18 MGN-2_E05 (XXXXXXXX)
Army ant associated chapparvovirus 19 MGN-1_E05 (XXXXXXXX)
Army ant associated chapparvovirus 20 MGN-3_D05 (XXCXCXKXXXX) .
———— Army ant associated chapparvovirus 21 MGN-3_H04 (XXXXXXXX) C h a p p a rVOVI r u S
0.94 AXLB4655.1 Chicken chapparvovirus 2 { y ]
AIW53333.1 Chicken chappanvovimus K . N Vectopole sud —24.11.2023 — Leroy Eric

QBJ04594.1 Tasmanian devil associated chapparvovirus 6 ¥
ADK63426.1 Fenneropenaeus chinensis hepandensovirus
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Circovirus Reps

Cyclovirus CN16E (OK148728)

Chicken associated cyclovirus 2 (MGB46358
Duck associated cyclovirus 1

Horse associated cyclovirus 1

Chifec virus UA15_35 (OM262453)

Dipodfec virus UA23Rod_1805 (OM869613)

Robinz cyclovirus 1 (MZ350868, MZ350971, MZ350€
Cyclovirus CNIE (OK148727)
Robinz virus RP_493 (MZ350965)
Robinz virus RP_584 (MZ350967)
Robinz virus RP_1170 (MZ350973)
Robinz virus RP_736 (MZ350968)
Robinz virus RP_526 (MZ350966)
Robinz cyclovirus 2 (MZ350864, MZ350970)
Dragonfly assaciated cyclovirus 3

Bat associated cyclovirus 17 MAVG-01 (OL704826)
Capybara associated cyclovirus 1 (MK947371)
Human associated cyclovirus 12 (KU053483)
Spider associated circular virus 1 (MH54551%),
Army ant associated cyclovirus 1 (ON324107)

Bat associated cyclovirus 15 (KT7327886)

Classified
Unclassified
This study

aLRT branch support

08
085
09
095
1

0.5 AA subs/site

Bat associated cyclovirus 14 (KT732785) I
Chifec virus UA15_2320 (OM262459) (P MZ382575
Caesalpinia ferrea associated virus (MT707947) c T KC771281
Eumops bonariensis associated cyclovirus 1 MAV03 (OL704828) [~~~ - ON324073
Mouse associated circular virus 1 (KT878836) ~  _KTi32788
Bat associated cyclovirus 7 |~ KT732789
Calfel viruses LSF17, 22, 19 (ON§95192, ON596193, ON536194) | iraarsr
Calfel virus LSF31 cyo420 (ON596195) . _ _ ON324098
Werosea cyclovirus (MN176052-MN176096) 3 . ”  _ ON324099
Rodent associated cyclovirus 1 (KY370028) 3 P _ ON324096
Feline associated cyclovirus 1 ( KMI]17740 ; |  ON324095
Army ant associated cyclowrus 9 0N3241()B _ ON324090
Chifec virus UA13_1887 (OM26245?) E L ON34084
Tadarida brasiliensis associated cyclo _ _ _ ON324065
Human associated cyclovirus 4
Bovine associated cyclovirus 1
Human associated cyclovirus 8
Mongoose associated cyclovirus 2 (MZ3{£2575, MZ
Human associated cyclovirus 3 (KC771281)
Pacific flying fox associated cyclovirus 3 (KT732Z87, KT732) - - - - ON324072
Human associated cyclovirus 10 - - - - ON324082
Dragonfly associated cyclovirus 2 — ON324071
Bat associated cyclovirus Cg1 (MT766309) — ON324088
i eyclovirus 11 (KJ641717) ~ ON324091
Army ant associated cyclovirus 2 - — ON324067
Army ant associated cyclovirus 5 (ON324104) - ON324085
Army ant associated cyclovirus 6 — ON324083
Bat associated cyclovirus Vr1 (MT766312) — ON324101
Calfel virus LSF31_cyc880 (ON596196) — ON324081
Army ant associated cyclovirus 4 (ON324103) -~ ON324068
Ant associated cyclovirus 1
Army ant associated cyclovirus 3
Dragonfly associated cyclovirus 8 (KC512920)
Bat associated cyclovirus 12 (KM382269)
Chifec virus UA13_1817 (OM262452)
Chimpanzee associaled cyclovirus 1 = - ON324104
Dragonfly associated cyclovirus 7 (KC512919) - - ON324083
Chicken associated cyclovirus 1 = - ON324092
Rodent associated cyclovirus 2 (KY370026) N S - ON324089
Human associated cyclovirus 11 S - ON324076
Human associated cyclovirus 3 - - ON324097
Human associated cyclovirus 2 (GQ404844) (AR 0 - - - - ON324069
Mongoose associated cyclovirus Mon- 32 [Uratrei | | D ON324105
Goat associaled cyclovirus 1 (HQ738638) = - ON324064
Human associated cyclovirus 1 (GQ404847) S - ON324079
Chifec virus UA13_1800_2 (OM262458) - ON324074

Dragonfly assaciated cyclovirus 1

Bat associated cyclovirus 4 (JF938082)

Bat associated cyclovirus 13 (KJ841728)

Human associated cyclovirus 7 (GQ404855)

Dragonfly associated cyclovirus 4 ( S AEEE» > MT766312
Dragonfly assaciated cyclovirus 6 _ ON595196
Squirrel associated cyclovirus 1 ON324103
Cockroach associated cyclovirus 1 . MH545513
Dragonfly associated cyclovirus 5

Bat associated cyclovirus 3 (JF938081) m:gggl 12
Bat associated cyclovirus 2 ON324066
Bat associated cyclovirus 1 (HM228874) ~ ON324087
Bat associated cyclovirus 5 (HQ738637) _ ON324086

Bat associated cyclovirus 8

Dipodfec virus UA04Rod_5913 (OMB69595)
Chifec virus UA13_1727 (OM262451)

Bat associated cyclovirus 9 (KJ641720)
Human associated cyclovirus 6 (GQ404854)
Chifec virus UA13_1880 (OM262456)

Army ant associated cyclovirus 8 (ON324107)
Bat associated cyclovirus 6 (KJ641712)

Bat associated cyclovirus 10 (KM382270)
Human associated cyclovirus 5 (GQ404845)
Mongoose associated cyclovirus 1 (MZ382573, MZ382574)
Army ant associated cyclovirus 7 (ON324108)

- ON324075
- ON324070

Circoviridae

— ADN simple brin (2-4 kb)
— Virus non enveloppés
— Forme icosaédrigue

— Deux genres: Circovirus et
Cyclovirus

— Réservoirs: nombreuses espéeces
d’oiseaux et de mammiferes

Chez ’'Homme

— Virus zoonotiques
— Transmission oro-fécale
— Symptomes neurologiques
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Exploration de la Virosphere

- Amélioration des
connaissances du virome de
I’écosysteme des foréts
tropicales d’Afrique

Surveillance des maladies
zoonotiques

-
\\/i —=>Surveillance de la circulation
virale au sein de la faune sauvage
= Anticipation, prédiction et
prévention des émergences
zoonotiques

~*si4. 1 Recherche des réservoirs

animaux

= Recherche des associations
génome viral / génome de
I’hote ingéré

= Détermination d’indices pour

orienter et cibler les recherches

Cartographie virale

—Recherche d’un virus
dans une zone donnée

—> Caractérisation des
zones de circulation
virale
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Utilisation dans la surveillance des
émergences virales

Etape 1: Exposition
— Cycle naturel

Etape 3: Diffusion
— Transmissions interhumaines g
— Cycle domestique ?

Etape 2: Infection
— Génomique virale
— Immunité
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