Cluster9478 - families involved : [ Tombusviridae'] — putative protein : ['integral component of membrane [GO:0016021]', 'Uncharacterized protein']

——————®------------------ KQ414765.1 53414-54238 + Habropoda laboriosa—Score A-Event 1-Selective pressure NO

40
Fdl AY
iy

------------- DF939187.1 766710-767339 — Vollenhovia_emeryi—-Score_A-Event 2-Selective pressure_NO

Ropot

phylum . Virus @ EVE



Cluster7388 — families involved : ['Asfarviridae', 'Poxviridae’]l — putative protein : ['MyD116 homolog (Protein DP71L)']
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Cluster5650 - families involved : ['Baculoviridae'] — putative protein : ['Vef]

Root

phylum . Virus . EVE



Cluster5250 - families involved : ['Phycodnaviridae'’] — putative protein : ['Uncharacterized protein c156L]

43.3

Raoot

——&------- NIPQ01092094.1 9923-10064 + Lepidotrigona_ventralis—Score B-Event 2-Selective pressure_YES

—e - ------ - LSNX01042796.1 339778-339919 — Ceratina_calcarata—Score A-Event 1-Selective pressure_NO

phylum . Virus @ EVE



Cluster4884 - families involved : [[Phasmaviridae']l — putative protein : ['Glycoprotein']

DO

=
=

Root - KQ414692.1 1 13314-14196 - Habropoda_laboriosa-Score A-Event_1-Selective_pressure_NO

P
3
©

phylum . Virus @ EVE



Cluster4292 - families involved : [[Mono—Chu'] - putative protein : ['Matrix protein']

--------- K1629982.1 2962250-2962814 + Ceratosolen_solmsi—-Score A-Event 1-Selective pressure_NO

DO

H>
=

- - ------ scaffold 4939 1 1340-1778 + Ceratosolen_marchali-Score C-Event_1-Selective_pressure_NO

~
w

Root

phylum . Virus @ EVE



Cluster4230 - families involved : ['Unknown'] — putative protein : ['Family of unknown function (DUF5510)]
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61.3
eennnnnnnnn IDBA_scaffold_25553_1898-2464_+_Leptopilina_heterotoma-Score_A-Event_1-Selective_pressure_NO
)0
1
oo IDBA_scaffold_26181_1202-1613_-_ Leptopilina_heterotoma
SRR scaffold_23463_3292-3520_+_Trichopria_sp_970989-Score_C~Event_3-Selective_pressure_NO
Dot — — . — M = — = =

phylum . Virus . EVE



Cluster3516 — families involved :

['Parvoviridae'] — putative protein : ['Non-structural protein 2']
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DOt
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Cluster6002 - families involved : ['Baculoviridae'] — putative protein : ['Methyltransferase/RNA helicase (EC 3.6.4.13) (Replicase large subunit) (Replicase small subunit)']

Root

phylum . Virus . EVE



Cluster3240 - families involved : ['Baculoviridae'] — putative protein : ['Uncharacterized protein’]

---YP_025280|Baculoviridae

---CM009921.1 19 134898-135036 - Neodiprion_lecontei—-Score_ A—Event_1-Selective pressure NO

Root

---LGIB01002610.1 742-874 + Neodiprion_lecontei—-Score A-Event_1-Selective pressure_NO

---LGIB01002464.1 6414-6552 — Neodiprion_lecontei—-Score A-Event 1-Selective pressure_ NO

phylum '@ Virus '@ EVE



Cluster3102 - families involved : [[Rhabdoviridae’]l - putative protein : ['Glycoprotein’]

-------- scaffold 4067 2687-3332_+ Leptomastidea_abnormis—Score A-Event 2-Selective pressure NO

Root

phylum . Virus @ EVE



Cluster294 - families involved : ['Genomoviridae'l — putative protein : ['Capsid protein]

=

Root

¢

phylum . Virus . EVE



Cluster27505 - families involved : ['Partiti—-Picobirna’]l — putative protein : ['Uncharacterized protein’]

S UELV01081868.1_1432-1687_+_ Megastigmus_stigmatizans—Score_C-Event_8-Selective_pressure_YES

). [

<o}
D

I UELV01122208.1_1508-2060_ —_Megastigmus_stigmatizans-Score_C-Event_8-Selective_pressure_YES

D
P2
ol

-------- scaffold 5447 1267-1948 + Encarsia_formosa—Score C-Event 5-Selective pressure YES

N
&

e YP_009329884|Wuhanlargepigroundwormvirus1

DO

l_.\
=

ISR YP_009329868|Xinzhoupartiti—likevirus1

________________ scaffold 22336 1626-2289 + Trichopria_sp_ 970989-Score_A-Event 4-Selective_pressure_YES

____________________ scaffold 21764 454-835 + Trichopria_sp 970989-Score C-Event_6-Selective_pressure YES

—————- - - - - - -~ IDBA_scaffold_13508_1558-2272 + Leptopilina_boulardi-Score_C-Event_7-Selective_pressure_YES

Ropot
DO

H

_____________ IDBA_scaffold_7280_870-1458 +__Leptopilina_heterotoma-Score_A-Event_7-Selective_pressure_YES

...................... scaffold 32517 416-1091 + Eretmocerus_eremicus—Score C-Event 3-Selective pressure NO

 emo- scaffold_50805_707-1241 - Torymus_sinensis

94.2

I scaffold_63380_412-949_+__Torymus_flavipes—Score_D-Event_2-Selective_pressure_YES

DO

H
=N

-------- NW_014327366.1_1098627-1099188_-__ Copidosoma_floridanum—-Score_A-Event_1-Selective_pressure_NO

phylum '@ Vius @ EVE



Cluster27410 - families involved : ['Iridoviridae’] — putative protein : ['Myristylated membrane protein']

Root

0-------- scaffold 7564 761-1424 — Ceratosolen_marchali
89.8 B B - B
Iy
o 4 'scaffold_7958_2-401_-__Ceratosolen_marchali
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Cluster27285 — families involved : ['Luteo—Sobemo'] — putative protein : ['Family of unknown function (DUF5567)']
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Cluster27053 — families involved : ['Poxviridae'’] — putative protein : ['Lipid membrane protein of large eukaryotic DNA viruses']

Root

phylum . Virus . EVE



Cluster26053 - families involved : ['Qinviridae'] — putative protein : ['[RNA-dependent RNA polymerase']

--------------- QKQzZ01043475.1 1556-5914 - Solenopsis_fugax—Score B-Event 1-Selective pressure_NO
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N
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Root
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Cluster25561 — families involved : ['Totiviridae', 'Unknown’, nan] — putative protein : [[RNA-directed RNA polymerase (EC 2.7.7.48)', nan]

Root

phylum . Virus . EVE



Cluster25147 — families involved : ['Parvoviridae'] — putative protein : ['NS3']

R

DOt

o
I\

SGAY01010381.1 1910-2285 + Cataglyphis hispanica—Score_D—-Event 2-Selective pressure NO
SGAY01028637.1 2-386 + Cataglyphis_hispanica—Score C-Event _17-Selective pressure NO

SGAY01006795.1 4512-4815 — Cataglyphis_hispanica—Score D-Event 1-Selective pressure_NO

SGAY01018644.1 292-811 + Cataglyphis_hispanica—Score D-Event_12-Selective _pressure_ NO

--------------- SGAY01001149.1 7339-7870 — Cataglyphis_hispanica—Score_D—-Event 3-Selective pressure NO

84.4 oo SJPC01023964.1_400-724_-__ Cataglyphis_niger
EARRE SJPC01002896.1 10358-10925 + Cataglyphis_niger—Score_D-Event_4-Selective_pressure_NO
L SJPC01006192.1 9962-10529 + Cataglyphis_niger—Score_D-Event 18-Selective_pressure NO

----------------- SGAY01018644.1 944-1535 + Cataglyphis_hispanica—Score D-Event 13-Selective pressure YES

-------- SGAY01021748.1 333-864 - Cataglyphis_hispanica

0
% -------- SGAY01016022.1 1756-2287 — Cataglyphis_hispanica—Score D-Event 5-Selective pressure_NO
SGAY01016022.1 2361-2748 — Cataglyphis hispanica-Score D—-Event 6—-Selective pressure YES
SGAY01019605.1 1618-1933 + Cataglyphis_hispanica
SGAY01021365.1 692-1187 — Cataglyphis_hispanica—Score_A-Event_15-Selective_pressure_YES

SGAY01010599.1 1353-1920 + Cataglyphis_hispanica—Score D-Event 8-Selective pressure_NO

SGAY01016620.1 1319-1850 + Cataglyphis_hispanica—Score_D—-Event 8-Selective pressure NO

- - ------------ SJPC01003362.1 0 4363-4945 + Cataglyphis_niger—Score A-Event 7-Selective pressure NO

458
i D SJPC01021330.1_304-865_+__Cataglyphis_niger
............... SGAY01009039.1 1416-1941 + Cataglyphis_hispanica—Score_D—-Event_9-Selective_pressure_YES
8
9{ -------------- SGAY01003882.1 9388-9916 + Cataglyphis_hispanica—Score_ A—-Event_9-Selective_pressure_YES
................ NPMMO01012707.1_14508-15117 - Formica_exsecta—Score_B-Event_10-Selective_pressure_YES
0
A NPMMO01012707.1_4412-4970 — Formica_exsecta—Score_B—-Event_10-Selective_pressure_YES
4.9 . 5 -------------- NPMMO01009323.1 18746-19238 + Formica_exsecta—Score B-Event 10-Selective pressure YES
e NPMMO01014164.1_27019-27514 + Formica_exsecta—Score_B-Event_10-Selective_pressure_YES
o (S NPMMO01011803.1_34140-34509 + Formica_exsecta—Score B-Event 10-Selective pressure YES
9.6 ___ . NPMM01012090.1 2317-2632_—_ Formica_exsecta—Score B-Event_10-Selective_pressure_YES
ol T NPMM01013923.1 26123-26657 — Formica_exsecta—Score_B-Event_10-Selective_pressure_YES
................ NPMMO01011568.1 22832-23366 + Formica_exsecta—Score B-Event_10-Selective_pressure_YES
t NPMMO01013912.1 30346-30715 + Formica_exsecta-Score B-Event_10-Selective pressure_YES
M8 . NPMMO01010449.1 26133-26502_ - Formica_exsecta-Score_B-Event_10-Selective_pressure_YES
;  eGREECTEEERPEEEE NPMMO01011901.1 12797-13298 + Formica_exsecta—Score B-Event_10-Selective pressure_YES
[ NPMMO01014312.1 84162-84687 + Formica_exsecta—Score B-Event_10-Selective pressure_YES
34 6
P NPMMO01012141.1 14504-14879 - Formica_exsecta—Score B-Event_10-Selective _pressure_YES
.................. NPMMO01009539.1 108461-109022 + Formica_exsecta—Score_B-Event_10-Selective_pressure_YES
----------------- NPMM01013597.1 21001-21391 + Formica_exsecta—Score B-Event 11-Selective pressure NO
.
i ----------------- NPMMO01009413.1 67538-67928 + Formica exsecta—Score B-Event 11-Selective_pressure _NO
N EEEEREEEEEEPEES NPMMO01012584.1 6933-7323 — Formica_exsecta—Score_B-Event_11-Selective_pressure_NO
8pA- """ NPMMO01011185.1_41418-41739 —_ Formica_exsecta—Score_B-Event_11-Selective_pressure_NO
H - NPMM01011136.1 108701-109085 - Formica_ exsecta—Score B—-Event 11-Selective pressure NO
G- - mm oo NPMMO01009690.1 87170-87737_+ Formica_exsecta—Score B-Event 11-Selective pressure NO

bR LR E LT NPMMO01014262.1 64533-65133 + Formica_exsecta—Score_B-Event_11-Selective pressure_NO

--------- YP_008766860|Parvoviridae
-------- AGO32198|Parvoviridae

———————— AGO32193|Parvoviridae

- - - - - - - AGO32218|Parvoviridae

————————— YP_227599|Parvoviridae

phylum '@ Virus '@ EVE



Cluster24263 — families involved : ['Phycodnaviridae'] — putative protein : ['Putative membrane protein’]

Root

-------- scaffold 122 75190-75712 - Trichogramma_brassicae—Score_A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster23952 - families involved : ['Reoviridae'] — putative protein : [[RNA-directed RNA polymerase (EC 2.7.7.48)']

1 oo mmomeemmmmmmmomooooooooo AIT40285|Reoviridae

o peeeeooeeeemeeeee e AGZ92011|Reoviridae

H

-------- scf7180005162336_3490-5239 - Leptopilina_clavipes—Score_A—-Event_1-Selective pressure NO

phylum . Virus @ EVE



Cluster23500 - families involved : ['Poxviridae']l — putative protein : ['Uncharacterized protein’]

R

----------- NC_015867.2_31 108441-108594 + Nasonia_vitripennis—Score_A-Event_5-Selective_pressure_YES

46.8
___________ GL277950.1_481481-481634_+__Nasonia_longicornis—Score_B-Event_5-Selective_pressure_NO
95.1
R GL277768.1_482061-482214 + Nasonia_giraulti-Score_ A—Event 5-Selective pressure YES
________ NW_011887848.1_265029-265242_ -__ Fopius_arisanus—Score_A-Event_1-Selective_pressure_YES
64.5
______________ UXGBOlOOlglzl1_8791_8935___Eurytoma_brunniventris—SCOI’e_A—Event_4_se|eCtive_pressure—YES
g1
R UXGC01000489.1 39437-39581 + Eurytoma_adleriae—Score A-Event 4-Selective pressure NO
4 gmmeem----- SNB53917|Poxviridae
o4.1
---------- SNB50287|Poxviridae
0
----------- SNB48855|Poxviridae
2.2
99.7
P SNB68500|Poxviridae
----------- AAG37540|Poxviridae
— - m - - scaffold 868 41219-41426 - \Venturia_canescens—Score A-Event 3-Selective pressure YES
44.7

L oo scaffold_447 0 11990-12167 — Eretmocerus_eremicus

DA scaffold 617 11396-11558 + Encarsia_formosa—Score A-Event_2-Selective pressure_YES

phylum [@| Virus '@ EVE



Cluster23367 — families involved : [ Tombusviridae'] — putative protein : ['Capsid protein']
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Cluster23306 — families involved : ['Poxviridae']l — putative protein : [zinc—finger of a C2HC-type']

w
oh
=

Root
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Cluster7293 - families involved : ['Circoviridae', 'Genomoviridae’, nan] — putative protein : [[ATP—-dependent helicase Rep (RepP) (Replication—associated protein)']

a2 R R R T R QBEX01017124.1_7810-8212_+__Temnothorax_curvispinosus—Score_B-Event_6-Selective_pressure_NO
—————————————————————————— QBEX01006870.1_939-1341 + Temnothorax_curvispinosus—-Score_B-Event_16-Selective_pressure_NO
————————————————————————————————— QBLH01000331.1_361981-362371_-__Temnothorax_longispinosus—Score_A-Event_5-Selective_pressure_NO
QBLH01001401.1_291-645 —_ Temnothorax_longispinosus—Score_A-Event_4-Selective_pressure_NO

———————————————————————————————— QBEX01005420.1_0-363_+__Temnothorax_curvispinosus—Score_B-Event_9-Selective_pressure_NO
——————————————————————————————————— QBLH01001882.1_64704-64971 - Temnothorax_longispinosus—Score_A-Event_10-Selective_pressure_NO
————————————————————————————————— QBEX01010068.1_13873-14224 - Temnothorax_curvispinosus—Score_B-Event_10-Selective_pressure_NO

¢

phylum .Virus a EVE



Cluster22627 — families involved : ['Circoviridae'] — putative protein : ['Capsid protein']

O 1]

OJ.

«
>
S

~\
(00]
I
|
1
1
|
1
|
1
I
1
‘

5

69.5

R

phylum . Virus . EVE



Cluster9821 - families involved : ['Nudiviridae']l - putative protein : [[GrBNV_gp43-like protein']

R

DOt

|

(aYi)) 3
R YP_009553158|Nudiviridae
9.3
onneeeeeeee YP_009551772|Nudiviridae
oo YP_002321416|Nudiviridae
9%.5
e YP_009553447|Nudiviridae

------------------- LSNX01008289.1 6308-7232 — Ceratina_calcarata—Score_ A—Event_1-Selective_pressure_NO

phylum . Virus @ EVE



Cluster22770 — families involved : ['Nudiviridae'] — putative protein : ['Centromere protein H (CENP-H)']

100

ooommee YP_002321435|Nudiviridae

—49.4
ISR YP_009551788|Nudiviridae
e YP_009553140|Nudiviridae

3.2
Root

e YP_009345932|Nudiviridae

-------- LSNX01012374.1 4009-4771 — Ceratina_calcarata—Score_C—-Event_1-Selective pressure_NO

phylum . Virus @ EVE



Cluster22177 — families involved : ['Partitiviridae'] — putative protein : ['Putative capsid protein']

H
(=)
o

1.8
S SCSSRREEEEEEE scaffold_17831_3048-3591_+__Copidosoma_sp-Score_A-Event_1-Selective_pressure_NO
9.8
86
RS scaffold_80319_16-1504_-__Copidosoma_sp
R scaffold_52204_578-1094_~_ Trichopria_sp_970989
D
R scaffold_39229_810-2666_~__ Ganaspis_ganaspis
99.5
SRR scaffold_6935_1187-3056_+__Ganaspis_ganaspis-Score_A-Event_6-Selective_pressure_YES
916 00 B B - B B B B B
e IDBA_scaffold_32261_293-1496_~_Leptopilina_boulardi
- scaffold_48263_1106-2017_+_Eretmocerus_eremicus
98.3
e YP_009508064|Partitivirida
U()-8
SRR RRRRRR YP_227354[Partitiviridae
0
0
e YP_007889824|Partitiviridae
)0
e YP_007889822|Partitiviridae
—89.8 )0

1o YP_007889826/Partitiviridae

b3l
fo)

DO |

H

RSRRREEEEEES NP_620660]Partitiviridae
DO

l_A

e T YP_009272948|Partitiviridae

99.9
e YP_009551640|Partitiviridae
o 2
e NP_604476Partitiviridae
(
18
e YP_009508062|Partitiviridae
99.8
e YP_009408641 Partitiviridae
9.9

phylum . Virus . EVE



Cluster22017 — families involved : ['Herpesviridae'] — putative protein : [nan]

—e--------- jcf7180001920671 14144-14471 + Synergus_umbraculus—Score C-Event_1-Selective_pressure_NO

—e - - ---- jcf7180001989506_39595-39916_+__ Synergus_japonicus—Score_C-Event_1-Selective_pressure_NO

Raoot

———————— YP_009551824|Herpesviridae

phylum '@ Virus '@ EVE



Cluster21728 — families involved : ['Orthomyxoviridae'] — putative protein : ['Nucleoprotein']

e BAQ22397|Orthomyxoviridae

99.8
............ YP_145809|0rthomyxoviridae
———————— YP_009553282|0Orthomyxoviridae
99.6
————————— YP_009352881|0Orthomyxoviridae
Ro¢ot
o -------- scaffold_18323 656-1025 - Trichopria_sp_970989-Score_C-Event_1-Selective _pressure_YES
93.5
.......... scaffold_12351_769-1138_-__Trichopria_sp_970989—-Score_A-Event_1-Selective_pressure_YES
19.4
—e------- scaffold_20127_1344-1977_+__Trichopria_sp_970989-Score_A-Event_1-Selective_pressure_YES

____________ scaffold 58763 84-822 — Trichopria_sp 970989-Score C-Event 1-Selective pressure YES

phylum [@ Vius ‘@ EVE



Cluster21304 - families involved : ['Unknown'] — putative protein : ['Proline—alanine-rich protein’]

DO

H

ch
o

(00]
[+ N
©

------------- UXGD01007991.1 6028-8134 + Torymus_auratus—Score C-Event 2-Selective pressure NO

)
(o a
o

------------ scaffold 1241 16618-17503 - Encarsia_formosa—Score A-Event 1-Selective pressure_NO

—e-------------- UELV01135335.1 4891-7099 - Megastigmus_stigmatizans—Score A-Event 3-Selective pressure_NO

DO

H

— - - -------- - UELU01116388.1 12145-14374 + Megastigmus_dorsalis—Score B-Event 3-Selective pressure NO

R()qt—Q‘).l
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Cluster20940 - families involved : ['Chuviridae'] — putative protein : ['Myelin transcription factor 1']

---------- REGV01000573.1_0_2503034-2504405_+__Nomia_melanderi—-Score_A-Event_5-Selective_pressure_YES

----------- REGV01000482.1_2087624-2087990_+__Nomia_melanderi
5.6

| e REGV01000044.1_0_2-HSPs_-__ Nomia_melanderi-Score_A-Event_5-Selective_pressure_YES

99.1

SRy KQ434861.1 33712-34936_ - Dufourea novaeangliae—Score_A-Event 5-Selective_pressure_YES

v

(0]
oo

.1

o
P=

A KQ434801.1_651956-652943 - Dufourea_novaeangliae—Score_A-Event_5-Selective_pressure_YES

............. MPJT01001423.1 3255-4857_ - Osmia_bicornis—Score_D-Event_1-Selective_pressure_YES

©
N
iy

e KQ414900.1 11 4539-5076 — Habropoda laboriosa—Score A-Event 6-Selective_pressure_YES

52 8 99.2
L e KQ414639.1 54 403-982 — Habropoda laboriosa-Score_A-Event_6-Selective_pressure_YES

A3 ————————————————+------- scaffold 9895 6076-6493 + Platygaster orseoliae

------------ scaffold_15929 32-1376_-__ Tryphoninae_A-Score_C-Event_3-Selective_pressure_NO

(<]
N
©

_______________ QBLH01000818.1_10715-11333 +__Temnothorax_longispinosus—Score_A-Event_2-Selective_pressure_YES

(<]
s

J ---------- scaffold_11404 3364-5026 - Eupelmus_kiefferi-Score_C—-Event_7-Selective_pressure_NO

9
T ---------- UELX01008765.1 1124-3047_+ Eupelmus_urozonus—-Score_C-Event_7-Selective_pressure_YES

=

............. scaffold 15560 6625-7066_— Eretmocerus_eremicus

Root

..................... YP_009336865|Chuviridae

———————— YP_009300662|Chuviridae

phylum [@| Virus '@ EVE



Cluster18385 — families involved : ['Baculoviridae'] — putative protein : ['Uncharacterized protein’]

Root

phylum . Virus . EVE



Cluster7695 - families involved : ['Narna—-Levil — putative protein : ['Bcl-2 homology region 4']

SRREEEE GL004937.1_43138-44203_~_ Linepithema_humile-Score_B-Event_4-Selective_pressure_NO
49.1
ennnniii LBMMO1011519.1_2537-3134_~_ Lasius_niger-Score_A-Event_6-Selective_pressure_NO
Root
-------- YP_009330064|Hubeinarna-likevirus18
66.6
moennone YP_009337793|Hubeinarna-likevirus19
1

phylum . Virus . EVE



Cluster20094 - families involved : ['Narna—Levi'] — putative protein : [[RNA—-dependent RNA polymerase']

R

DOt

DO

l_A

DO

=
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Cluster20057 — families involved : ['Hepe-Virga', 'Abisko—-like'] — putative protein : ['Capsid protein’]

—31
85%.4
H.1
88.2
1
839
87.3
4H.4
Root 50 1 99.9
e KQ762072.1_20_368434-368740_~_Eufriesea_mexicana-Score_A-Event_8-Selective_pressure_YES
onremmmnneneanosssee o YP_009336555|Hubeivirga-likevirus9
-------- YP_009337822|Hubeivirga-likevirus12
ﬁﬂ
e YP_009336480|Adelphocorissuturalisvirus
e eeeeessseeesseeesseesieesio YP_009553258|CulexpipiensassociatedTunisiavirus
(8

phylum . Virus . EVE



Cluster19346 — families involved : ['Reoviridae'] — putative protein : ['Uncharacterized protein']

--------- scaffold 11781 1053-1842 - Ganaspis_brasiliensis—Score_B-Event_1-Selective_pressure_NO

phylum . Virus @ EVE



Cluster19345 - families involved : ['Nudiviridae'] — putative protein : ['p51 late protein']

DO

|_A
=

-------- JZSA01006627.1 8206-9304 — Cotesia_vestalis—Score A-Event 1-Selective pressure YES

DO

H

Root

-------- JZSA01006627.1 10186-10639 + Cotesia_vestalis—Score_ A—Event_1-Selective_pressure YES

phylum . Virus @ EVE



Cluster19040 - families involved : ['Baculoviridae'l — putative protein : ['p35']

®
0

e AGX01210Baculoviridae
79.8

fgrommomeee e AIS92851(Baculoviridae
83.5

41
R RSRGEERETEEEES NP_054165(Baculoviridae
86.3
e AAN28063|Baculoviridae
92.6
63.3
e YP_007250539|Baculoviridae

Root

phylum . Virus . EVE



Cluster25342 - families involved : ['Reoviridae’l — putative protein : ['RNA binding protein’]

H
©
o

63.4

H
oI
|
|
|
|
1
I

.9

(<)
=

Root

---------- scaffold 4806 10392-11595 + Platygaster orseoliae—Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster20626 — families involved : ['Reoviridae'] — putative protein : [[FKBP26 _C-terminal’]

-------- scaffold_10621_7375-8122_+__Leptomastidea_abnormis—Score_C-Event_2-Selective_pressure_NO

L e scaffold_13714_8927-9407_-__ Copidosoma_sp—Score_A-Event_1-Selective_pressure_NO

Root

-------- YP_009059070|Reoviridae

phylum '@ Virus '@ EVE



Cluster18836 — families involved : ['Reoviridae'] — putative protein : ['Uncharacterized protein']

-------- scaffold_52803 152-755 —__ Trichopria_sp_970989-Score_A-Event_2-Selective_pressure_NO

L - scaffold_7545_7219-7948_+_Copidosoma_sp—Score_A-Event_1-Selective_pressure_NO

99.3

| e oo YP_009059076|Reoviridae

Root

-------- scaffold_22557_877-1675_+__ Platygaster_orseoliae—Score_C-Event_3-Selective_pressure_NO

phylum '@ Virus '@ EVE



Cluster1870 — families involved : ['Reoviridae’l — putative protein : ['Major core protein']

Rq

DOt

3>}
a1

phylum . Virus @ EVE



Cluster3348 - families involved : ['Nudiviridae'] — putative protein : [[GrBNV_gp61-like protein']

2»)
=
ol

Root
oo YP_009553434|Nudiviridae

phylum . Virus @ EVE



Cluster18256 — families involved : ['Partiti—-Picobirna’]l — putative protein : ['Uncharacterized protein’]

————&------- NJRNO01002998.1 6979-7480 + Aphaenogaster _miamiana—Score B-Event 3-Selective pressure NO

9
—e---------- GL905207.1 51021-51564 + Linepithema humile—Score B-Event 2-Selective pressure_NO
94.2
RIS YP_009345136|Wuhancricketvirus2
—i
 RARGRESEREEEEEITEIEEE YP_009342309|WuhanMillipedevirus4
98.2
T APG78318|WuhanMillipedevirus4

———————— scaffold 34986 1 577-1390 + Ganaspis_ganaspis—Score C-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster18042 - families involved : [[Mono—Chu'] — putative protein : ['Uncharacterized protein']

Root

phylum . Virus . EVE



Cluster18023 - families involved : ['Nyamiviridae'] — putative protein : ['Nucleocapsid’]

------------------------------ NJRL01003642.1_10356-11208_+__Aphaenogaster_rudis—Score_B-Event_14-Selective_pressure_NO

------------------------------ NJRM01004364.1 4580-5432_+_ Aphaenogaster picea—Score_B-Event 14-Selective_pressure_NO

999 TS NJRN01001246.1 14709-15561 + Aphaenogaster miamiana—Score B-Event 14-Selective pressure NO

646 T TTTTTTTTTTTTTTmmmoooooooes NJRQO01001162.1 19538-20033_+__Aphaenogaster_ashmeadi-Score_B-Event_3-Selective_pressure_NO

e L E LR LR LT NW_017305485.1_0_588772-589546_-__ Trachymyrmex_septentrionalis—Score_A-Event_4-Selective_pressure_YES

e QBLH01003453.1 601666-602281 + Temnothorax_longispinosus—Score A-Event 15-Selective_pressure_YES

DO

H

Sy QBLH01003436.1_1548584-1549313 + Temnothorax_longispinosus—Score_A-Event_15-Selective_pressure_YES

----------------------- JWHX01000058.1 1 721984-722857 + Pseudomyrmex_gracilis—Score_A-Event 5-Selective _pressure YES

& - QKQZ01026769.1_17112-17838_+__Solenopsis_fugax—Score_B-Event_16-Selective_pressure_YES

5.9

@

e - QKQZ01045465.1 2180-2972 + Solenopsis_fugax—Score B-Event 16-Selective_pressure_YES

e LD335787.1_0_174559-175537_ - Wasmannia_auropunctata—Score_A-Event_7-Selective_pressure_NO

g 5" - mmmmmsme oo QKQZ01041754.1_4001-4862_-__Solenopsis_fugax—-Score_B-Event_8-Selective_pressure_NO

ch
H

4] 2 Tt mmmmmmmmmmmmmmmmmoo- AEAQ02065734.1 2 26031-26694 — Solenopsis_invicta—Score A-Event 6-Selective pressure_NO

-------------------------- LD336090.1 18 313349-314372_+ Wasmannia_auropunctata—Score_D-Event_9-Selective_pressure_NO

%
W

————————————————————————————— LBMMO01023619.1 179-1130 - Lasius_niger—-Score_A-Event_17-Selective pressure YES

———————————————————————————— LBMMO01023343.1_400-1228 + Lasius_niger—-Score_A-Event_17-Selective_pressure_YES

——————————————————————————— GL986355.1 41577-42315 + Megachile_rotundata—Score D-Event_10-Selective_pressure_YES

------------------------- KB465971.1 1 26300-27140 — Cephus_cinctus—Score_A-Event 12-Selective pressure_YES

———————————————————————— KB467311.1 6397-7177_—_ Cephus_cinctus—Score_A-Event_18-Selective_pressure_YES

o~ T KB466430.1_1_13528-14362_+__Cephus_cinctus—Score_A-Event_11-Selective_pressure_YES

H

e e R LR EE e R T KB466430.1 1 21518-22172 + Cephus_cinctus—Score_A-Event_13-Selective_pressure_YES

...................... scaffold_23126 580-1366_+_ _Eupelmus_kiefferi

e scaffold 29033 1278-1776 —_ Torymus_flavipes

|
O

———————— YP_009666287|Nyamiviridae
Root

.............. YP_002905342|Nyamiviridae

............... YP_002905336|Nyamiviridae

DO

=

> ————----------- YP_009044206|Nyamiviridae

R

————————— YP_009666288|Nyamiviridae

=

-------- YP_009304556|Nyamiviridae

............ YP_009333410|Nyamiviridae

phylum '@ Virus '@ EVE



Cluster17945 - families involved : ['Iridoviridae’] — putative protein : [Immune reactive putative protease inhibitor']

Root

»
Pa ol
©

phylum . Virus . EVE



Clusterl7775 — families involved : ['Baculoviridae'l — putative protein : ['p26']

R

B33.

7

5.4

DOt

phylum . Virus . EVE



Cluster3538 - families involved : ['Apis_filamentous—-like'] — putative protein : ['Borrelia outer surface protein E']

............ QANH01000044.1_81977-82526_+_Harpegnathos_saltator-Score_A—-Event_4-Selective_pressure_NO

° '-9 ----------- QANHO01000200.1_35520-36072_-__ Harpegnathos_saltator-Score_A-Event_4-Selective_pressure_NO

_0 ---------- QANH01000200.1_75501-76281 — Harpegnathos_saltator-Score A-Event 4-Selective pressure_NO

i){? ---------- QANH01000200.1 10691-11300 - Harpegnathos_ saltator-Score A-Event 4-Selective pressure NO

T S QANH01000223.1 51889-52375 — Harpegnathos saltator-Score A-Event 4-Selective pressure NO
| IS QANHO01000747.1 _177668-178220 + Harpegnathos_ saltator—-Score_ A—-Event_4-Selective_pressure_NO
99.6 ----------- QANHO01000728.1 125451-125964 + Harpegnathos saltator—-Score_A-Event_4-Selective_pressure NO

o - - mmm o QANHO01000089.1_125062-125614_-__ Harpegnathos_saltator—-Score_A-Event_4-Selective_pressure_NO
.............. QANHO01000025.1_179906-180455 + Harpegnathos_saltator—-Score_D-Event_4-Selective_pressure_NO

R

DOt

............. QANHO01000058.1_24705-25980 + Harpegnathos_saltator—-Score_D-Event_4-Selective_pressure_NO

------------- QANHO01000058.1_13466-13973_+_Harpegnathos_saltator-Score_D-Event_4-Selective_pressure_NO

--------------- QANHO01000065.1 121874-122540 - Harpegnathos saltator-Score_ A—Event_4-Selective_pressure_NO
................... QANH01000280.1_41397-42075_+__Harpegnathos_saltator-Score_D-Event_4-Selective_pressure_NO
------------------- QANHO01000114.1 1 316220-316754 + Harpegnathos_saltator—-Score A-Event 4-Selective pressure_NO

.................... QANHO01000406.1_52240-52918 + Harpegnathos saltator—-Score_A-Event_4-Selective pressure NO

.................... QANHO01000265.1_13927-14605_-_Harpegnathos_saltator-Score_ A—Event_4-Selective_pressure_NO

------------------ QANHO01000378.1_38768-39248 + Harpegnathos_saltator-Score_A-Event_4-Selective_pressure_NO

................... QANHO01000187.1_88002-88542_ + Harpegnathos_saltator-Score_D—-Event_4-Selective_pressure_ NO

.................... QANHO01000269.1_34839-35376_+__Harpegnathos_saltator-Score_ A—-Event_4-Selective_pressure_NO

------------------- QANHO01000143.1_148516-149056_-_Harpegnathos_saltator—-Score_A-Event_4-Selective_pressure_NO

w
b
©

.................. QANHO01000191.1 238433-238916_— Harpegnathos_saltator—-Score_A-Event_4-Selective_pressure_NO

B RRREEEEEEEEEEE QANHO01000219.1 97158-97641 — Harpegnathos_saltator-Score_D-Event_4-Selective_pressure_NO

------------------- QANHO01000110.1_857743-858283_—__Harpegnathos_saltator—-Score_A—-Event_4-Selective_pressure_NO

———————— JWHX01001627.1_7240-8413 - Pseudomyrmex_gracilis—Score_ A-Event 3-Selective_pressure_NO

5%.3

e e NJRM01000458.1 26738-27296 + Aphaenogaster_picea—Score B-Event_2-Selective_pressure_ NO

v

D TP LD336090.1 18 145254-145773 +_Wasmannia_auropunctata—Score_D-Event_1-Selective_pressure_NO

-------- scaffold_1085_17413-18571_+__Eupelmus_kiefferi-Score_D-Event_5-Selective_pressure_NO

-------- scaffold_1249 17276-18434 +_ Aphidius_colemani—-Score_D-Event 6-Selective_pressure_NO

.............. YP_009165916|Apismelliferafilamentousvirus

phylum @ Vius @ EVE



Cluster3481 - families involved : ['Apis_filamentous—-like'] — putative protein : ['Virulence—associated protein E']

R

DOt

phylum . Virus . EVE



Cluster22359 - families involved : ['Apis_filamentous-like'l — putative protein : ['Protein of unknown function (DUF3847)]

. QANHO01000223.1_39027-39756_+__Harpegnathos_saltator-Score_ A-Event_2-Selective_pressure_YES

5@.2

_______________ QANHO01000728.1_134500-135151_ - Harpegnathos_saltator-Score A-Event_2-Selective_pressure_YES

______________ QANH01000089.1 152475-153240 +_ Harpegnathos_saltator-Score_A—-Event_2-Selective_pressure_YES

______________ QANH01000089.1 115265-116063 + Harpegnathos_saltator-Score_A—-Event_2-Selective_pressure_YES

[25)
>
©

______________ QANH01000227.1_47471-48005_+__Harpegnathos_saltator-Score_D-Event_2-Selective_pressure_YES

______________ QANHO01000524.1_55881-56415 - Harpegnathos_saltator-Score_ A-Event_2-Selective_pressure_YES

79.8
. QANHO01000132.1_80579-81482_+_ Harpegnathos_saltator-Score_D-Event_2-Selective_pressure_YES
______________ JWHX01003303.1 3783-4527 — Pseudomyrmex_gracilis—Score_ A—Event_3-Selective pressure YES
.8
______________ JWHX01001094.1_33180-34005_+ Pseudomyrmex_gracilis—Score_ A—Event_3-Selective_pressure_YES
9.9

____________ NJRM01000811.1_13176-13662_+__Aphaenogaster_picea—Score_B-Event_1-Selective_pressure_NO

---------- scaffold_490 92-860 — Eupelmus_Kkiefferi

---------- scaffold_12452 257-1070_+__Aphidius_colemani

w
==Y
o

Root

-------- YP_009165808|Apismelliferafilamentousvirus

-------- YP_001687045|Hytrosaviridae

———————— AMBA48710|Hytrosaviridae

————————— YP_001883353|Hytrosaviridae

phylum '@ Vius @ EVE



Cluster20941 - families involved : ['Apis_filamentous—-like'] — putative protein : ['Methyltransferase domain’]

-------- QANHO01000065.1 240855-241494 + Harpegnathos_saltator-Score A-Event 1-Selective pressure YES

113
-------- QANHO01000143.1 68687-69263 — Harpegnathos saltator—-Score_ A—Event_1-Selective pressure YES
96
o QANHO01000075.1 23320-24070_+_Harpegnathos_saltator—-Score_ A—Event_1-Selective pressure YES
--------- QANHO01000138.1 129435-130011 + Harpegnathos_saltator-Score A-Event 1-Selective pressure YES
78.1
--------- QANHO01000524.1 50900-51647 - Harpegnathos_saltator—-Score_ A—Event_1-Selective pressure YES
99.9
--------- QANHO01000114.1 1 199590-200337_ - Harpegnathos_saltator-Score A-Event 1-Selective pressure YES
99g Tt QANHO01000223.1 _200371-200674 + Harpegnathos_saltator-Score A—-Event_1-Selective pressure YES
--------- scaffold 1085 30233-31157 — Eupelmus_kiefferi-Score_D-Event_2-Selective pressure_NO
Root 0

--------- scaffold 1249 30096-31020 - Aphidius_colemani—Score D-Event_3-Selective_pressure_NO

———————— YP_009165902|Apismelliferafilamentousvirus

phylum '@ Virus '@ EVE



Cluster19349 - families involved : ['Apis_filamentous—-like'] — putative protein : ['RNA polymerase Rpbl, domain 2']

----------- QANHO01000143.1_23161-24079 - Harpegnathos_saltator-Score_A-Event_3-Selective_pressure_YES

73.7
----------- QANHO01000523.1_185135-185915 + Harpegnathos_saltator—-Score_A-Event 3-Selective_pressure_YES
71.1
ode T QANHO01000106.1_7725-8640 — Harpegnathos saltator—-Score  A—Event_3-Selective pressure_YES
9329 T QANHO01000063.1_108399-109152_-__ Harpegnathos_saltator—-Score_A-Event_3-Selective_pressure_YES
496 —— """ QANHO01000436.1 128515-129265 — Harpegnathos_saltator—-Score A—-Event 3-Selective pressure YES

--------- QANI01000237.1_81115-81727_-__Camponotus_floridanus—Score_B-Event_1-Selective_pressure_NO

............. JWHX01001627.1_13579-14926_+_ Pseudomyrmex_gracilis—Score_A—-Event_2-Selective_pressure_NO

Ropot

-------- scaffold_6388_2247-3804_+ _Aphidius_colemani

DO

H
=

———————— scaffold_490_34497-36054_+__Eupelmus_kiefferi

--------- YP_009165796|Apismelliferafilamentousvirus

phylum '@ Virus '@ EVE



Cluster18348 — families involved : [Apis_filamentous—-like'] — putative protein : ['ATP-dependent zinc metalloprotease’]

---------- QANHO01000058.1 50652-51671 + Harpegnathos saltator—-Score _D-Event 2-Selective pressure NO

---------- QANHO01000112.1 345317-346336 + Harpegnathos_saltator—-Score  A—Event 2-Selective pressure NO
9§.1
N QANHO01000368.1_67727-68264 + Harpegnathos_saltator—-Score_ A—Event_2-Selective pressure YES
100 """ """ QANHO01000009.1 319477-320014 - Harpegnathos_saltator—-Score_ A—Event_2-Selective pressure YES
746 ---------- QANHO01000089.1 158260-158854 — Harpegnathos_saltator—-Score_ A—Event_2-Selective pressure YES
749 ---------- QANHO01000200.1_31242-31851 - Harpegnathos_saltator—-Score_ A—Event_2-Selective _pressure YES

------------- QANHO01000093.1_247936-248452 + Harpegnathos_saltator—-Score_ A—Event_2-Selective _pressure YES

DO

|_.\
P~ N

-------- JWHX01000539.1 1 60256-60946 - Pseudomyrmex_gracilis—Score D—-Event 1-Selective pressure NO

«©
(@ a)
N

Root

--------- JWHX01000563.1 19760-20510 - Pseudomyrmex_gracilis—Score_ A—Event_1-Selective_pressure_NO

———————— YP_009165774|Apismelliferafilamentousvirus

phylum '@ Virus '@ EVE



Cluster17658 — families involved : ['Orthomyxoviridae']l — putative protein : ['[RNA-directed RNA polymerase catalytic subunit (EC 2.7.7.48)]

99.3

Root

=

phylum . Virus . EVE



Cluster26257 — families involved : ['Poxviridae'] — putative protein : ['AAA domain’]

N
0

36.8

- scaffold_15799_1357-2068_+__Copidosoma_sp-Score_A-Event_1-Selective_pressure_YES

38.7
oo scaffold_46738_0_1397-2054_+__Copidosoma_sp

n)[0]

SRIRRELTLEEES NW_014327282.1_1372828-1373542_~__Copidosoma_floridanum-Score_A-Event_2-Selective_pressure_YES
ARESEREEREEEES AAN28093|Baculoviridae

74.2
bommmmmmee AKN59011|Baculoviridae

Root un)[0)

phylum . Virus . EVE



Cluster1758 — families involved : ['Poxviridae'] — putative protein : ['Calmodulin binding domain’]

S
R

|

|

|

|

|

|

|

|

Root D

o o]
I

phylum . Virus . EVE



Cluster1757 — families involved : ['Unknown'] — putative protein : ['NS5-like protein']

09.9

Root

phylum . Virus . EVE



Cluster17557 — families involved : ['Iridovir

Rq

DOt

39.6

idae'] — putative protein : ['Uncharacterized protein’]

phylum . Virus . EVE



Cluster22895 - families involved : ['Phycodnaviridae'’] — putative protein : ['Uncharacterized protein m550L]

--------- MVJL01010247.1 193563-193893 - Macrocentrus_cingulum—-Score B-Event _6-Selective pressure NO

49.6

------------ NW_011887751.1 338629-339124 — Fopius_arisanus—Score A-Event_5-Selective_pressure_YES
5.4
-------- YP_001497980|Phycodnaviridae
48
924 —-—2--"-------- ABT14104|Phycodnaviridae
S scaffold 360 9123-9426 - Platygaster equestris—Score C-Event_7-Selective_pressure_NO
57.6 9.6

e e scaffold 11034 8199-8862 + Platygaster orseoliae—Score A-Event 7-Selective pressure NO

@ - - - ------------------- scaffold 679 2 1045-1393 - Leptopilina_boulardi-Score A-Event_4-Selective_pressure_YES

e e scaffold 3713 2925-3204 — Torymus_sinensis—Score A-Event 3-Selective_pressure_ NO

R

DOt

=

e e e LD336033.1 5 72537-72831 - Wasmannia_auropunctata—Score A-Event 2-Selective_pressure_ NO

i duiee ettt GL905342.1 2914575-2914824 - Linepithema humile-Score B-Event 1-Selective pressure YES

-------- YP_001426186|Phycodnaviridae

phylum '@ Virus '@ EVE



Cluster17518 — families involved : ['Phycodnaviridae'] — putative protein : ['Uncharacterized protein m778R']

moot  --------scaffold_1031_30498-30687_+_Aphidius_colemani

phylum . Virus . EVE



Cluster25892 - families involved : ['Orthomyxoviridae'] — putative protein : ['Polymerase P3']

D

o ALE66295(Orthomyxoviridae
D

90.3

=

DO

H

©
&

1

H
O
o

phylum . Virus . EVE

Rpot oo KQ760744.1_1_22063-22666_-__Eufriesea_mexicana-Score_D-Event_2-Selective_pressure_NO

(<]
(@]
v
I
I
I
I
I
I
I
|
|
|
|
|
|
|
|



Cluster23103 - families involved : ['Negevirus—like'] — putative protein : ['Putative virion membrane protein of plant and insect virus']

89.7

R AQMS5503|Piuravirus
7.3
76.9

(D)
o
4

S

(>}
(o]
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

8
&

68.4
S ARSERTIEEISE AQMS5441|SanBernardovirus
9.6
69.1
e YP_009552741|YingKouvirus
o-nmnneee- YP_009333218|Beihaibarnaclevirus2
10.4
ettt YP_009344996|Wuhaninsectvirus8
100
e YP_009342437|Wuhanhousecentipedevirusl

S aREtE LI EE YP_009351823]BigCypressvirus

e UXGCO01007160.1_2639-2936_+__Eurytoma_adleriae
A 89.2

S dEEEEELLEEE UCOMO01001460.1_22091-22331_+__Ormyrus_pomaceus-Score_A-Event_1-Selective_pressure_NO

43

oo scaffold_6385_10259-10544_+__Copidosoma_sp
97.9
6.4 oo scaffold_12171_4430-4988_+__Copidosoma_sp
e nne e scaffold_21017_3043-3340_+_Platygaster_orseoliae
Ropot 7.5 .4

phylum . Virus . EVE



Cluster17514 - families involved : ['Orthomyxoviridae']l — putative protein : ['Nucleoprotein']

Root

M
o

o
N
i
1
1
1
1
1
1
I

=

phylum . Virus . EVE



Cluster201 — families involved :

['Nudiviridae'] - putative protein : ['XPG I-region’]

— - - - - - - - -

95.7
—.. __________

9.6

T —

97

5.9
_. _____________
99.3 N
838.3 P
1 et
.. _____________________
Ropot
faY()) 6
‘ ______________________________
.2
@ — - — — m e e e e e e e e e m ==
1
99.3

JZSA01000928.1 60863-61883 + Cotesia_vestalis—Score_ A—Event_2-Selective_pressure YES

JZSA01000928.1 63229-64267 + Cotesia_vestalis—Score_ A—Event_2-Selective_pressure_YES

phylum . Virus @ EVE



Clusterl7266 — families involved : ['Iridoviridae’] — putative protein : ['Seminal vesicle protein repeat’]

—e------- scaffold 4262 22-202 - Ichneumoninae_B-Score C-Event 2-Selective pressure_NO

—e-------- scaffold 2875 22289-22473 — Trichopria_sp 970989-Score A-Event 1-Selective pressure_NO

<o)
I

Root

phylum . Virus @ EVE



Cluster17265 — families involved : ['Partitiviridae'] — putative protein : ['Capsid protein’]

o
P~
©

(o¢]
(o0]
[ J
]
1
1
|
1
|
1
I
1
‘

93.6

Root
ommeenee YP_656505|Partitiviridae
e scaffold_15070_0_2776-3226_+__Eretmocerus_eremicus-Score_A-Event_2-Selective_pressure_NO
46.1
RRCEES scaffold_8205_4283-5105_+__Ganaspis_brasiliensis-Score_B-Event_1-Selective_pressure_NO
86.4 o o o o o o - B
oosmmmmoenoeenee YP_009508235|Partitiviridae
1
e scf7180005167187_188-683_+__Leptopilina_clavipes-Score_D-Event_5-Selective_pressure_NO
99.7

phylum . Virus . EVE



Cluster27049 - families involved : ['Parvoviridae'] — putative protein : ['Structural protein VP1']

phylum . Virus . EVE



Cluster22122 - families involved : ['Parvoviridae'] — putative protein : ['Nonstructural protein 1']

P
=
~

H

o
1
1
1
1
1
1
1
1
1
|
1
1

H
O
o

46.1
: - -------- JWHX01000098.1_11256-11754_-__Pseudomyrmex_gracilis—Score_A-Event_5-Selective_pres:
45 6 9%.1 — - — = = — —

H
o

H
o

9.2 . e YP_009552708[Parvoviridae

Rpot

phylum . Virus . EVE



Cluster16868 — families involved : ['Chuviridae’, nan] — putative protein : ['Predicted integral membrane zinc-ribbon metal-binding protein’, nan]j

-------------------------- NJRMO01001050.1_56438-57263 —_Aphaenogaster_picea—Score_B-Event_22-Selective_pressure_NO

-------------------------- NJRL01002087.1_23079-23904_-__Aphaenogaster_rudis—Score_B-Event_22-Selective_pressure_NO

S Attt NJRO01003282.1_1388-2213 —-__ Aphaenogaster_fulva—Score_B-Event_11-Selective_pressure_NO
------------------------- NJRQO01000936.1_18826-19678_—__ Aphaenogaster_ashmeadi—Score_B-Event_12-Selective_pressure_NO

(=== mm e NJROO01001063.1 31746-32712 + Aphaenogaster fulva—Score B-Event 9-Selective pressure_NO

---------------------------- NJRL01001042.1 49466-50474 + Aphaenogaster rudis—Score B-Event 8-Selective pressure NO

=

———————————————————————————— NJRMO01000830.1 54456-55464 — Aphaenogaster picea—Score B-Event 10-Selective pressure NO

e e Ll NJRO01001646.1 30855-31692 + Aphaenogaster fulva—Score B-Event 13-Selective pressure NO
QKQZ01076349.1 137-491 - Solenopsis_fugax

QKQZ01030067.1 2-HSPs - Solenopsis_fugax—Score B—-Event 3-Selective pressure_NO

QKQZ01003528.1 73-943 - Solenopsis_fugax—Score B-Event 4-Selective pressure NO

N NW_017303868.1 107-1031_+ Trachymyrmex_septentrionalis—Score_A-Event _6-Selective_pressure_YES
o} e KQ976769.1 120672-121218 + Cyphomyrmex_costatus—Score_A-Event_5-Selective_pressure_ NO
e R b LBMMO01006287.1 3218-3575 — Lasius_niger—-Score A-Event_ 7-Selective_pressure_YES
---------------------------- LBMMO01010770.1_1018-1509 - Lasius_niger—-Score_A-Event_1-Selective pressure _NO
o4 |op ;'2 ———————————————————————————— YP_009337906|Chuviridae
--------------------------- DF939327.1 15485-16373 — \Vollenhovia_emeryi—Score A-Event 2-Selective pressure NO
N jcf7180001983227 1592-2213 — Synergus_japonicus—Score A-Event 23-Selective pressure YES
9 a1 4 T jcf7180001986094 2567-3212 + Synergus_japonicus—Score C-Event 23-Selective pressure YES
----------------------------- LBMMO01008154.1 1126-1291 - Lasius_niger—-Score C-Event 14-Selective pressure_YES
) scaffold 5669 8053-9220 - Trichopria_sp_970989-Score_A-Event 16-Selective pressure_NO
R scaffold 9926 1184-1718 + Ganaspis_ganaspis—Score_A-Event 15-Selective pressure_NO
[T scaffold_15070_0 4096-4648 + Eretmocerus_eremicus—Score_A-Event 19-Selective _pressure NO
7(:21 --------------------- scaffold _113036_132-756_+ Eretmocerus_eremicus
N 7 T mmmmmmmmmmmmem-oee scaffold 1529 12625-13117 + Eretmocerus_eremicus—Score C-Event 20-Selective _pressure NO
T 8 - - m - mmmmmm—--o oo scaffold 2331 7578-8271 + Eretmocerus_eremicus—Score A-Event 21-Selective pressure NO
i scaffold 385627 7-331 + Eretmocerus_eremicus
{849+—4 ---------------------- scaffold 385863 2-326 - Eretmocerus_eremicus
19 6 e R L L L scaffold 4901 9256-9691 — Eretmocerus_eremicus—Score A-Event 18-Selective pressure NO
‘ ----------------------------- UELV01179396.1 1856-2660 — Megastigmus_stigmatizans—Score A-Event_25-Selective_pressure  NO
| -O— --------------------------- UELV01170677.1 _412-1216 - Megastigmus_stigmatizans
826 | _ob g T ) S scaffold_32348 1 3246-4008 - Copidosoma_sp-Score B-Event_24-Selective pressure_ YES
S scaffold 27587 2925-3528 + Copidosoma_sp—-Score A-Event 24-Selective pressure YES
N U scaffold 164508 140-506 — Eretmocerus_eremicus
b g | scaffold 16451 4598-5039 - Eretmocerus_eremicus
b | o KB465587.1 2 35974-37045 + Cephus_cinctus—Score_A-Event 17-Selective_pressure NO
) scaffold 14984 5167-5668 + Copidosoma sp—Score_ A-Event 26-Selective _pressure YES
28 6 R scaffold_40883 1999-2419 + Copidosoma_sp—-Score_C-Event 26-Selective_pressure_YES
-------- YP_009177715|Chuviridae
[ TTTTTTTTTTTToomTTTmommmeeees YP_009666258|Chuviridae
YP_009337091|Chuviridae
T YP_009254002|Chuviridae
o 1 v YP_009177724|Rhabdoviridae
688 —®----------------- YP_009254003|Chuviridae
T N, e YP_009177220|Chuviridae
D YP_009177703|Chuviridae
o3 L YP_009177706|ChangpingTickVirus2
@ - ------------- YP_009177718|TachengTickVirus5
14 S YP_009177708|ChangpingTickVirus3
s LT YP_009666254|Chuviridae
------------ YP_009666264|Chuviridae
------------------- YP_009337430|Chuviridae
L P YP_009177721|WuhanMosquitoVirus8
&t 4 T YP_009182179|Chuviridae
N YP_009336948|Chuviridae
b YP_009337862|Chuviridae

e YP_009337858|Chuviridae

phylum '@ Virus '@ EVE



Cluster16096 — families involved : ['Poxviridae'] — putative protein : ['Viral late gene transcription factor 3]

prmm o 'YP_008004607|Poxviridae
69.9
R RIEEEI YP_008004305|Poxviridae
99.8
BOSSRRRTEEEEREEIEE YP_008003965|Poxviridae
29.3
89.7
R i NP_064987|Poxviridae
B SRIRRREELEEEES 'YP_009001665|Poxviridae
oo YP_009480628|Poxviridae
100
e-ooee YP_009268810|Poxviridae
Root
& - - - - - ----m--m-o------o- SGAY01008821.1 1682-1979 + Cataglyphis_hispanica—Score_C—-Event 1-Selective pressure NO
98.7
-------------------------- SGAY01011552.1 47-676 — Cataglyphis_hispanica—Score_D-Event 1-Selective pressure NO
-------- scaffold_187_30172-30736_~_Encarsia_formosa
98.1

phylum . Virus @ EVE



Cluster15833 — families involved : ['Nimaviridae'l — putative protein : [ORF1211']

-------- ATU83744|Nimaviridae

-------- AAL33072|Nimaviridae

©
(@
iy

-------- AAL88993|Nimaviridae

--------- CMO009921.1_5 1539718-1539865_-__ Neodiprion_lecontei-Score_A-Event_3-Selective_pressure_NO

R

--------- SSWZ01000123.1_59500-59647_~__Neodiprion_pinetum-Score_B-Event_3-Selective_pressure_NO

___________ scaffold 2867 0 11488-11752 + Aphidius_colemani—Score A-Event 1-Selective pressure YES

DOt

-------- SGBU01000943.1 49734-50001_ - Nylanderia_fulva-Score B-Event 4-Selective pressure_ NO

DO

l_.\
P~ N

-------- SGBUO01000351.1 96373-96640 — Nylanderia fulva—Score_B-Event_4-Selective_pressure_NO

R scaffold 153 54194-54533 + Cremastinae_A-Score_B-Event 2-Selective_pressure NO

phylum f@| Vvirus '@ EVE



Cluster2905 - families involved : ['Poxviridae’, 'Baculoviridae’] — putative protein : ['Leucine rich repeat gene family’]
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DOt
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Cluster15309 - families involved : ['Phycodnaviridae'] — putative protein : ['Uncharacterized protein’]

Raoot

-------- scaffold 156 121395-121783 — Campopleginae—-Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster15201 - families involved : ['Parvoviridae'] — putative protein : ['Non-structural protein 1]

- ALE60540|Parvoviridae
41.1
$------- 'AGK30043|Parvoviridae
0
o8 T~ " 'AGO44085|Parvoviridae
235 - 'AKS11057|Parvoviridae
895 -~~~ - 'AAR15379|Parvoviridae
- 'AFA36168|Parvoviridae
76.9------- 'ALS03986|Unknown
797------- 'ALS03989|Unknown
9fq------- 'ADB12609|Parvoviridae
92.4------- 'ALS03992|Unknown
9%.6------- 'ALS03995|Unknown
O-------- 'ALS03998|Unknown
O-------- 'YP_009508778|Parvoviridae
§-------- 'AlJ28503|Parvoviridae
O-------- 'ALS03954|Unknown
@-------- 'AAR15382|Parvoviridae
Q-------- 'YP_003572961|Parvoviridae
O-------- 'AKE98354|Parvoviridae
R s 'AEV46269|Parvoviridae
0 ALEi e
B-------- ALEG60551|Parvoviridae
2
746 'AlU96356|Parvoviridae
b
p-------- 'AFR11649|Parvoviridae
b
R ALE60543|Parvoviridae
$-------- 'ABR23509|Parvoviridae
bommmmo-- 'ANNB9695|Parvoviridae
oo 'ABU94966|Parvoviridae
79.9
RREEEEEEE 'YP_002265406|Parvoviridae
do
Root
g8 T 'YP_002854229|Parvoviridae
§---------- 'YP_004222723|Parvoviridae
S Rt 'AAM28943|Parvoviridae
99.5
89.5
3 R R e B

phylum . Virus . EVE



Cluster5853 - families involved : ['Nudiviridae']l — putative protein : [[GrBNV_gp72-like protein']

R — YP_009345964{Nudiviridae
85.4
EDE—— YP_009553065|Nudiviridae
81.3

Roopt
———————® - - ---- - scaffold 8390 327-1041 + Platygaster equestris—Score C-Event_1-Selective pressure NO

phylum . Virus @ EVE



[[ATPase’]

Cluster14552 - families involved : ['Poxviridae']l — putative protein :

phylum . Virus . EVE
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Cluster14344 - families involved : ['Partiti-Picobirna’]l — putative protein : ['[DNA photolyase']

-------- scaffold_29299_0_371-1034_-__ Platygaster_equestris-Score_A-Event_1-Selective_pressure_NO

0
rd h)
o

--------- YP_009337887|Hubeitetragnathamaxillosavirus8

o)
=
1

_________________ KQ977637.1_17854-18648_+__Cyphomyrmex_costatus-Score_A-Event_2-Selective_pressure_NO

il CM009917.1_8 405351-405717_+_Neodiprion_lecontei-Score_ A—-Event_3-Selective_pressure_YES

Reot [ SSWZ01000339.1 125945-126464 — Neodiprion_pinetum—-Score B-Event 3-Selective_pressure_YES

———————— YP_009342310|WuhanMillipedevirus4

-------- APG78320|WuhanMillipedevirus4

phylum '@ Vius @ EVE



Cluster8607 — families involved : ['Unknown'] — putative protein : ['integral component of membrane [GO:0016021]']

--------------- scaffold 17089 614-2063 — Encarsia _formosa—-Score C-Event 2-Selective pressure YES

79.4
--------- scaffold 1259 5161-5848 + Copidosoma_sp—-Score D—-Event 1-Selective pressure NO
92.2
oo YP_009179399|Wuhanfleavirus
99.8
SRR YP_009179395|Shuangaoinsectvirus7
42
-------- scaffold 7 9703-10324 + Leptomastidea abnormis—Score D-Event 3-Selective pressure NO
e YP_009179387|Wuhanaphidvirus2
Roqt 97 2

phylum . Virus @ EVE



Cluster13782 — families involved : ['Unknown'] — putative protein : ['Putative capsid protein']

o-ommnmeeeee YP_009179386|Wuhanaphidvirus2
79.7
oo YP_009179382|Wuhanaphidvirus1
4.4
--oooe scaffold_186889_136-592_~__Eretmocerus_eremicus
I‘f‘\ll —_— —_ —_— — I
-------------------- scaffold 17066 4388-4910 - Eretmocerus_eremicus—Score A-Event 2-Selective pressure NO
=1
Ittt ettt scaffold_23944_315-549_+__ Eretmocerus_eremicus—Score_C-Event_1-Selective_pressure_NO
62.4
S RRRGREREEETEE YP_009179398|Wuhanfleavirus
Root
-------- scaffold 6981 2846-3452 — Trichogramma_brassicae—Score_A-Event_4-Selective_pressure NO
88.1
------------- scaffold 1259 4011-4686_+ Copidosoma_sp—-Score D—-Event 3-Selective pressure NO
9%.6
---------------------- scaffold 17089 2275-3046 - Encarsia_formosa—Score C-Event_5-Selective_pressure YES

phylum . Virus @ EVE



Cluster13533 - families involved : ['Reoviridae'] — putative protein : ['VP11']

H
O
o

Root

phylum . Virus . EVE




Cluster13442 - families involved : ['Peribunyaviridae'] — putative protein : ['Nucleocapsid protein (Nucleoprotein)']

~l
w

I scaffold 16308 1940-2570 - Platygaster orseoliae—-Score C-Event 1-Selective pressure_NO

phylum . Virus @ EVE



Cluster13438 - families involved : ['Phenuiviridae’, 'Bunya—Arena’] — putative protein : ['Replicase (EC 2.7.7.48) (Transcriptase)']

=

m
a1

Root

phylum . Virus @ EVE

MVJL01006553.1 76581-82671 — Macrocentrus_cingulum—-Score B—-Event 1-Selective pressure NO
MVJL01011931.1 4267-10360 + Macrocentrus_cingulum-Score_B-Event 1-Selective pressure NO
MVJL01000888.1 65284-71353 - Macrocentrus_cingulum—-Score B-Event 1-Selective_pressure_NO

— 7_— Macrocentrus_cingulum-Score_B-Event_T1-Selective pressure NO

scaffold 647 25556-31457 + Aphidius_colemani—Score_A-Event 2-Selective_pressure NO
scaffold 3 39461-45158 —  Aphidius colemani—Score A—-Event 2-Selective pressure NO



["GDP polyribonucleotidyltransferase (EC :

Cluster6003 - families involved : ['Artoviridae’, 'Nyamiviridae', 'Chuviridae’, 'Xinmoviridae', 'Rhabdoviridae’, 'Bornaviridae', 'Mono—Chu', nan, 'Lispiviridae'l — putative protein :
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Cluster13237 — families involved : ['Artoviridae'] — putative protein : ['Membrane fusion protein Usel']

scaffold 34790 379-1030 + Platygaster equestris

scaffold 16799 2506-3022 + Platygaster equestris—Score _D—-Event 25-Selective pressure_NO

scaffold 33629 514-1261 + Platygaster equestris

scaffold 30196 282-798 + Platygaster equestris

scaffold 46202 41-644 + Platygaster equestris—Score_C-Event_18-Selective_pressure YES

scaffold 39545 41-815 + Platygaster equestris—Score_C—-Event 18-Selective pressure YES

99.3

gi6 "~ scaffold_23087_848-1484 — Platygaster_equestris—Score_A-Event_18-Selective_pressure_YES

D
~

o - e scaffold 29360 727-1369 + Platygaster equestris—Score_A-Event_18-Selective pressure_YES

g scaffold_29899 3003-3708_+ Copidosoma_sp—Score_A-Event_19-Selective_pressure_YES
99.8
L e scaffold_42200_1586-2162_-__ Copidosoma_sp-Score_A-Event_19-Selective_pressure_YES

%{ ....................... UCOL01013241.1_31-1090 + Ormyrus_nitidulus—Score_ A—-Event_9-Selective_pressure_NO
;

UCOL01012647.1 2709-3768 — Ormyrus_nitidulus—Score_D-Event 22-Selective pressure_NO

i UCOMO01004536.1_10314-11310_ - Ormyrus_pomaceus—-Score_A-Event_10-Selective_pressure_NO

[T
0o

-------------------------- YP_009505431|Artoviridae

................. UDEWO01030141.1_667-1408_— Eupelmus_annulatus

----------------- scaffold_44603_148-952_+_Eupelmus_azureus

——------- KQ465211.1_787334-788024_+__ Polistes_canadensis—Score_A-Event_16-Selective_pressure_YES
DO

IS KQ465763.1 22756-23359 + Polistes_canadensis

H

----------------------- IDBA scaffold 1384 12748-13312 - Leptopilina_boulardi—-Score_ A—Event 5-Selective_pressure_NO

.................... scf7180005165721 3459-3810 + Leptopilina_clavipes—Score  A-Event_15-Selective pressure_YES

b e scf7180005174455 2 5052-5625 + Leptopilina_clavipes—Score_C—-Event_15-Selective_pressure_YES

....................... ATAC01003904.1 42-675 + Ceratosolen_solmsi

Prmmmm e KI629975.1_9030175-9030862_+__Ceratosolen_solmsi—Score_A-Event_8-Selective_pressure_NO

981 = TTToTTmmmmmmemmmeooee- K1629975.1 9040143-9040542 + Ceratosolen_solmsi—Score A-Event_7-Selective _pressure_NO

------------ NW_015149098.1 369875-370619 + Polistes_dominula—Score_A-Event _6-Selective_pressure_NO

................................. scaffold_131761 1-427 — Ganaspis_ganaspis—Score_C-Event_11-Selective_pressure_NO

................ scaffold 811 2659-3367 — Meteorus_colon_M-Score A-Event 12-Selective pressure NO

---------------- scaffold 3322 2659-3367 — Meteorus colon F-Score A-Event 12-Selective pressure NO

Repot T scaffold_3501 754-1750 + Meteorus_colon_M

................. scaffold 7434 0 144-1140 + Meteorus_colon_F

-
N

e scaffold 125 37962-38739 + Meteorus_cinctellus—Score A-Event 1-Selective pressure_ NO

...................... NW _014463992.1 1 5420-6002_+ Microplitis_demolitor-Score_ A—Event_2-Selective_pressure_NO

Eiatatuitataieie ettt QBLH01000376.1 119094-119628 - Temnothorax_longispinosus—Score A-Event 13-Selective _pressure YES
DO

ittt i QBLH01000331.1 381155-381680 - Temnothorax_longispinosus—Score A-Event 13-Selective pressure YES

B
U1

|_.\

R
o

S DF949651.1 588-1146 + \ollenhovia _emeryi

98.8

i DF941195.1 4588-5239 + \Vollenhovia _emeryi—Score_A-Event 4-Selective_pressure_NO

P
iy

— ———————® - - - ——-- - NJRN01006300.1 548-1049 - Aphaenogaster miamiana—Score B-Event 3-Selective pressure_ NO

I ................ scaffold_13500 1-478 — Aphidius_colemani

................. scaffold_13505_25-502_+__Aphidius_colemani

5.9

L

-------- YP_009333442|Artoviridae

¢
w

'% ................. scaffold 14537 2196-2736_+ Psyttalia_lounsbury
59.3

----------------- scaffold 17313 1655-2285 + Psyttalia lounsbury—Score C-Event 14-Selective pressure_NO

H
O
o

................... scaffold 20441 552-1035 + Psyttalia_concolor

phylum '@ Virus '@ EVE



Cluster13229 - families involved : ['Phenuiviridae'] — putative protein : ['Nucleoprotein']

L
89.8
86.7
Root
.1
95.1
67.9
L
99.3
B EEIUORETEEEE R e YP_009305142|Phenuiviridae
DO —

H>

phylum . Virus . EVE



Cluster13047 — families involved : [Mono—Chu'] — putative protein : ['Putative glycoprotein']

__________________ NJRL01001283.1_43816-44650 + Aphaenogaster rudis—Score_B-Event 1-Selective_pressure_NO

__________________ NJRO01001872.1 14141-14975 - Aphaenogaster_fulva-Score_B-Event_1-Selective_pressure_NO

__________________ NJRM01000846.1_57248-58082_+ Aphaenogaster_picea—Score B-Event_1-Selective_pressure_NO

__________________ NJRNO01000902.1_11257-12091 — Aphaenogaster miamiana—Score B-Event_1-Selective pressure_NO

———————— YP_009336983|Hubeirhabdo-likevirusl

Root

———————— YP_009336588|Wenlingcrustaceanvirus1l

............ YP_009336511|Wenlingcrustaceanvirus10

phylum '@ Vius @ EVE



Cluster5646 — families involved : [[Hepe-Virga', 'Tymoviridae']l — putative protein : ['Uncharacterized protein’]

~
(00]

(o]
S
m[
|
1
|
1
I
1
1
|
I
|
1
1
|
1
|
1
I
1
l

S RUEIEECREEEES UDEW01043936.1_4-235_~__Eupelmus_annulatus
iL
R 5cf7180005155831_2164-2569_+__Leptopilina_clavipes-Score_A-Event_2-Selective_pressure_NO
49.3
ooomoee YP_009337662|Hubeivirga-likevirus21
8.7
oo scaffold_5701_7855-8107_-__Leptomastidea_abnormis-Score_A-Event_3-Selective_pressure_NO
Root

©
=3
o

phylum . Virus . EVE



Cluster12625 — families involved : ['Lispiviridae', nan] — putative protein : ['Gluconate 2—dehydrogenase subunit 3', nan]

-------- YP_009342281|Lispiviridae

73.3
1 YP_009304417|Lispiviridae
399 T % oTooosoossoossoosooooo- YP_009336884|Lispiviridae
- -~ ------------ YP_009336919|Lispiviridae
S scaffold 2133 15077-15527 + Encarsia_formosa—Score A-Event 3-Selective pressure YES
--------------------------------- scaffold 63722 1121-1682 - Eretmocerus_eremicus—Score A-Event 2-Selective pressure NO
5.8
S e e e E e L TP scaffold 2524 886-1483_+ Cremastinae_B-Score_A-Event_1-Selective_pressure_ NO
-------------------------------------------------- scaffold 1239 1 14324-14981 - Leptopilina_boulardi-Score_ A—Event_8-Selective_pressure YES
i 99.9
----------------------------------------------- scf7180005169031_0_1006-1909_+__ Leptopilina_clavipes—Score_A-Event_8-Selective_pressure_Y
---------------------------------------------------------- jcf7180001987766_2692-3247_+__Synergus_japonicus—Score_A-Event_4-Selective_pressure_NO
-------------------------------------------------------------- LBMM01024992.1 460-934 - Lasius_niger
%_4
b o TTTTTTTTTTIITITTTTTTTmmmmmmmmmmmom oo LBMMO01015990.1 1591-2608 — Lasius_niger
DT .
Rpot 1P T TTTTTTTTTTTTTTTTTT TS osoosssoosossosoooooooooo- LBMMO01007696.1 1 790-1402 - Lasius_niger—-Score_A-Event 6-Selective_pressure YES
ettt bttt ittt it NJRQO01000909.1 27199-27796 - Aphaenogaster ashmeadi—Score B-Event 7-Selective presst
O S e NJRM01001449.1_11002-11764_+__Aphaenogaster_picea—Score_B-Event_9-Selective_pressure_|
—9%9
--------------------------------------------------------------- NJRL01001977.1 17806-18568 — Aphaenogaster rudis—Score_B-Event 9-Selective pressure N
82.2
I el AOFNO02000345.1 3 2-HSPs + Athalia_rosae—Score A-Event _4-Selective pressure NO
0{3
---------------------------------------------------------------- NJRQO01000621.1 8974-9607 — Aphaenogaster ashmeadi—-Score B—-Event 5-Selective pressure
Attt ettt AEAQ02065768.1_86062-87136_+__Solenopsis_invicta—Score_D-Event_10-Selective_pressure_YE
9.1

ettt ittt AEAQ02065536.1 23384-23966 — Solenopsis_invicta—Score A—-Event 10-Selective pressure YE

phylum '@ Virus '@ EVE



Cluster11728 - families involved : ['Phycodnaviridae'] — putative protein : ['Ribonuclease H (EC 3.1.26.4)"]

oY)
D
o1

Root

--------- NW 014464186.1 1 95618-96384 — Microplitis_demolitor—-Score A—-Event_1-Selective pressure_ NO

phylum . Virus @ EVE



Cluster15744 - families involved : ['Reoviridae'] — putative protein : [[RNA-directed RNA polymerase (EC 2.7.7.48)']

——————————— jcf7180001990259 36338-37730_+__ Synergus_japonicus—Score_A-Event_3-Selective_pressure_YES

63— ————————— jcf7180001991334 2-HSPs_+__Synergus_japonicus—Score_A-Event_3-Selective_pressure_YES
——————————— jcf7180001983820_1273-3268 +__Synergus_japonicus—Score_D-Event_3-Selective_pressure_YES
77 jcf7180001988059 2889-4542 - Synergus_japonicus—Score_A-Event_3-Selective_pressure_YES

phylum .Virus a EVE



Cluster11392 - families involved : ['Reoviridae'] — putative protein : ['Uncharacterized protein']

-------- jcf7180001988389_2144-2975_—_ Synergus_japonicus—Score_A-Event_1-Selective_pressure_NO

Root

phylum . Virus @ EVE



Cluster11354 - families involved : ['Baculoviridae'l — putative protein : ['Uncharacterized protein’]

Root

-------- DF964188.1 1644-1860 — Monomorium_pharaonis—Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster11297 — families involved : ['Unknown'] — putative protein : ['Non-structural protein 3 (EC 3.6.1.15) (EC 3.6.4.13)']

@ - - --------o------- - LSNX01000230.1 4769-11477 + Ceratina_calcarata—Score A-Event 2-Selective pressure YES

e e e e e LSNX01048950.1 2785-11818 — Ceratina_calcarata—Score_A-Event 2-Selective pressure YES

DO

H

------------------- GL986074.1 1 53558-61832 — Megachile rotundata—Score A-Event 1-Selective pressure NO

100
ooooeoe YP_009175071Flaviviridae
93.1
i YP_009179223|Shuangaolacewingvirus2
44 .1
o-smmmmmmnoees YP_009179225|Shayangflyvirus4

89.5

Root
--onmnoes 'YP_009179220|Xingshancricketvirus

phylum . Virus @ EVE



Cluster22220 - families involved : [LbFV_like"l — putative protein : ['Family of unknown function (DUF5422)']

R

—————————— IDBA_scaffold_16744_2_1081-1231_+__Leptopilina_boulardi-Score_C-Event_4-Selective_pressure_NO
6¢.8
oy T IDBA_scaffold_19613 1421-1571 —__ Leptopilina_boulardi
----------- IDBA_scaffold_25200_943-1093_-__Leptopilina_boulardi-Score_C-Event_3-Selective_pressure_NO
93.2
--------- IDBA_scaffold_19804_2319-2463_-__ Leptopilina_boulardi-Score_C-Event_9-Selective_pressure_YES
75{.9
sy T IDBA_scaffold_16159 2568-2709 —__Leptopilina_boulardi-Score_C-Event_9-Selective_pressure_YES
---------- IDBA_scaffold_29994 869-1013 - Leptopilina_boulardi-Score_C-Event_9-Selective_pressure_YES
4
---------- IDBA_scaffold_9499 9640-9790_-_ Leptopilina_boulardi-Score_D-Event_15-Selective_pressure_NO
0
T IDBA scaffold 18216 424-574 + Leptopilina_boulardi-Score_ A—Event_1-Selective pressure NO
—————————— IDBA_scaffold_17218_2864-3014_-__ Leptopilina_boulardi-Score_C-Event_2-Selective_pressure_NO
9.1
—e - - - - - - IDBA_scaffold 22134 3916-4096_ - Leptopilina_boulardi-Score_ A-Event_8-Selective_pressure_NO
0
—e - - - - - - -~ IDBA scaffold 28130 906-1056 - Leptopilina_boulardi-Score C-Event_8-Selective pressure NO
----------- IDBA_scaffold_23213 1688-1871_+__ Leptopilina_boulardi-Score_C-Event_10-Selective_pressure_YES
ot~ §
----------- IDBA_scaffold_17937_1236-1422_+__Leptopilina_boulardi-Score_C-Event_10-Selective_pressure_YES
8.5
---------- IDBA_scaffold_48516 965-1124 —_ Leptopilina_boulardi-Score_C-Event_7-Selective_pressure_NO
7%.3
---------- IDBA_scaffold_68378 17-197 —_Leptopilina_boulardi
84.7
--------- IDBA_scaffold 28565 1605-1788 + Leptopilina_boulardi-Score C-Event_6—-Selective_pressure_NO
1o
sdaddg T IDBA scaffold 10458 968-1151 + Leptopilina_boulardi-Score D—-Event_11-Selective pressure_ NO

----------- IDBA_scaffold_22315_2328-2511_-__Leptopilina_boulardi

——— - - --- -1 IDBA_scaffold_19508_ 5025-5175 - Leptopilina_boulardi-Score_C-Event_5-Selective_pressure_NO

P YP_009345648|Leptopilinaboulardifilamentousvirus

phylum a Vius g EVE



Cluster11296 — families involved : ['LbFV_like'l — putative protein : ['Uncharacterized protein']

------------ scaffold 159 189163-189682 — Leptopilina_boulardi-Score_ A—Event_1-Selective pressure YES

phylum . Virus @ EVE



Cluster3075 - families involved : ['Reoviridae'] — putative protein : ['Dcpl-like decapping family']

----------- scaffold 42196 518-2459 - Torymus_sinensis—Score D-Event 1-Selective pressure_NO

R@ot

e -------- scaffold 19465 2-HSPs + Eretmocerus_eremicus—Score C-Event 2-Selective pressure NO

phylum . Virus @ EVE



Cluster11235 - families involved : ['Reoviridae’] — putative protein : [[RNA-directed RNA polymerase (EC 2.7.7.48)']

(N
0o

DO

H>
=N

Root

-------- scaffold_12207_8653-10444 + Eretmocerus_eremicus—Score_C-Event_1-Selective_pressure_ NO

phylum . Virus @ EVE



Cluster4724 - families involved : ['lIridoviridae'l — putative protein : ['SCP-2 sterol transfer family']

Root
———--------scaffold_60005_2490-2643_+__Ganaspis_ganaspis
86.3
SRR Scf7180005163138_19165-19432_~_Leptopilina_clavipes-Score_A-Event_2-Selective_pressure_NO
1

phylum . Virus . EVE



Cluster11270 — families involved : ['Iridoviridae’] — putative protein : ['Domain of unknown function (DUF1965)']

SRR YP_006347671]Iridoviridae
68.6
e YP_009259414|Iridoviridae

Raoot

-------- scaffold 30811 10318-10526 + Ganaspis_ganaspis—Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster11161 - families involved : ['Iridoviridae’, 'Phycodnaviridae’] — putative protein : ['YLP motif']

Root

phylum . Virus . EVE



Cluster8206 - families involved : ['Nudiviridae'l — putative protein : [[ACH96209.1 GrBNV gp59-like protein']

69.7
-eeenannes YP_009553431|Nudiviridae
56.6
90
b ACH6209|Nudiviridae
Roqt

------------------- scaffold 969 2851-3061 - Venturia_canescens—Score A-Event 1-Selective pressure YES

phylum . Virus @ EVE



Cluster27243 — families involved : ['Nudiviridae'] — putative protein : [[ACH96171.1 GrBNV gp95-like protein (Putative gp95-like protein)’]

EEnaREIREEEEEEREES YP_009553081|Nudiviridae
94.1
e YP_009345981|Nudiviridae
99.1
o YP_009551747|Nudiviridae
86
--onoe-- YP_009051938|Nudiviridae
0
e KB465818.1 0 936990-937403 + Cephus_cinctus—Score A-Event 1-Selective pressure NO
SanSREEEEEEEEEEEREE YP_009553408|Nudiviridae
1 96.9
e ACH96171|Nudiviridae
Rogb——- - - - oo - scaffold 969 24857-25112 + \Venturia_canescens—Score_ A-Event 2-Selective_pressure_NO

-------- scaffold 483 105269-105605 — Venturia_canescens—Score A-Event 2-Selective pressure_NO

------------- scaffold 969 48544-48793 - \Venturia_canescens—Score A-Event 2-Selective pressure YES

phylum . Virus @ EVE



Cluster21249 - families involved : ['Nudiviridae'] — putative protein : [[ACH96176.1 GrBNV gp22 and 23-like protein’]

o
hY

R

DOt

|

(@ 0]

D

9.2

[
(o]

scaffold 483 100211-101660 + Venturia canescens—Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster18176 — families involved : ['Nudiviridae']l — putative protein : ['GrBNV_gp83-like protein]

R

pot

l..\

pemmmmmmoooooees AKHA40369.1_CP_Burke~fopius|Unknown
e YP_009345989|Nudiviridae
0
e RS YP_009553091|Nudiviridae
92.3 -
SRR YP_009551738|Nudiviridae
DO
e YP_002321365.1_CP_Pichon-venturialUnknown
98.6

---------- scaffold 483 115191-116331 + Venturia_canescens—Score A-Event 1-Selective pressure YES

phylum . Virus @ EVE



Cluster14604 - families involved : ['Nudiviridae'] — putative protein : ['Putative guanylate kinase']

o
Pa =)
©

Root

---------- scaffold 8390 1207-1837 — Platygaster equestris—Score C-Event 1-Selective pressure_NO

------------- scaffold 483 97453-98131 - \Venturia_canescens—Score_A-Event 2-Selective_pressure_NO

phylum . Virus @ EVE



Cluster13641 - families involved : ['Nudiviridae'l — putative protein : ['Uncharacterized protein']

B YP_009553133|Nudiviridae
—88

R — YP_009345926|Nudivirdae
73.4

R — YP_009551794|Nudiviridae

Root

--------- scaffold 483 98941-99367 + Venturia_canescens—Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster10827 — families involved : ['Lispiviridae', nan] — putative protein : ['Putative glycoprotein’, nan]

---------- NJRL01000603.1 60597-61788 + Aphaenogaster rudis—Score B-Event 2-Selective pressure YES

----------- NJRM01001244.1 22893-24084 + Aphaenogaster picea—Score B-Event 2-Selective pressure YES

---------- NJRNO01001067.1 21464-22655 + Aphaenogaster miamiana—-Score_B-Event 2-Selective_pressure YES

---------- NJRO01000991.1 45443-46634 + Aphaenogaster fulva—Score B-Event 2-Selective pressure_YES

—------- NJRP01000333.1 75475-76210 + Aphaenogaster_floridana—Score B-Event 2-Selective pressure YES

Ag---------- NJRNO01000088.1 458991-459663 + Aphaenogaster miamiana—Score B-Event 2-Selective pressure YES

----------- NJRM01000473.1 167084-167756_— Aphaenogaster picea—-Score B-Event 2-Selective pressure YES

----------- NJROO01000517.1 30662-31334 + Aphaenogaster fulva-Score B-Event 2-Selective pressure YES

----------- NJRL01000060.1 336011-336683 + Aphaenogaster rudis—Score B—-Event 2-Selective pressure YES

Root

———e----------- SGBU01000028.1 311813-312299 + Nylanderia fulva—Score B-Event 1-Selective pressure YES

———————— YP_009336887|Lispiviridae

phylum '@ Virus '@ EVE



Cluster5910 - families involved : ['IVSPERS'] — putative protein : [nan]

P
D
o]

Root

phylum . Virus . EVE



Cluster3513 - families involved : ['IVSPERS', 'Nudiviridae'l — putative protein : ['Rep-like protein’]

o

Rpor frommmmmnn e scaffold_243551_1-208_~_Platygaster_orseoliae

(D
<O

=

phylum . Virus . EVE



Cluster24594 - families involved : [IVSPERS'] - putative protein : [nan]

Root

———e - - - - - - scaffold_998 11123-11564 - Campopleginae—Score_D-Event_1-Selective_pressure_NO

phylum . Virus @ EVE



Cluster24593 - families involved : [IVSPERS'] - putative protein : ['Cytochrome C™]

Raoot

———————— scaffold_998 10310-10649 —-_Campopleginae—Score_D-Event_1-Selective_pressure_NO

phylum . Virus @ EVE



Cluster22765 — families involved : [IVSPERS'] — putative protein : ['‘Baculoviridae P74 N—-terminal’]

-------- scaffold_869_42988-43720_—-__Campopleginae—-Score_D-Event_1-Selective_pressure_NO

Root

phylum . Virus @ EVE



Cluster20806 — families involved : [IVSPERS'] - putative protein : ['Cholesterol oxidase, substrate—binding']

---------- scaffold 36 0 30723-31155 - Campopleginae—Score D—-Event_1-Selective pressure NO

———— - - --- - scaffold_36_0_28179-28938 - Campopleginae—Score_D-Event_1-Selective_pressure_NO

Raoot

———— - - - - - - ADI40487.1 CP_Volkoff-hyposoter|Unknown

phylum '@ Virus '@ EVE



Cluster1828 - families involved : ['IVSPERS'] — putative protein : [nan]

w
Pa o}
=

Root

phylum . Virus . EVE



Cluster1826 — families involved : ['IVSPERS'] — putative protein : [nan]

Root

phylum . Virus . EVE



Cluster17553 — families involved : [IVSPERS'] - putative protein : ['Protein of unknown function (DUF2524)

——------- scaffold_869_41536-42292_—-_Campopleginae—Score_D-Event_1-Selective_pressure_NO

Root

——------- scaffold 998 24011-24692 - Campopleginae—Score D-Event 2-Selective_pressure NO

phylum . Virus @ EVE



Cluster16867 — families involved : ['IVSPERS', 'Nudiviridae'] — putative protein : ['Glycosyl hydrolase family 67 C—terminus']

Ropot

b ——— SD-Even;3-Selecie prsste:

phylum . Virus . EVE



Cluster11128 - families involved : ['IVSPERS'] — putative protein : [nan]

Root

phylum . Virus . EVE



Cluster5559 - families involved : ['LbFV _like']l — putative protein : ['Uncharacterized protein’]

- - ------- scaffold_886_1 4432-4993 +__Leptopilina_clavipes—Score_A-Event_1-Selective_pressure_YES

—e-------- scaffold_2503 0 _8110-8659 - Leptopilina_boulardi-Score_A-Event_1-Selective_pressure_YES

| e IDBA_scaffold_5653_5878-6409_+__Leptopilina_heterotoma-Score_A-Event_1-Selective_pressure_YES

-------- QKN22515.1|Unknown
Root

———————— AQQ80007|Leptopilinaboulardifilamentousvirus

phylum '@ Vius @ EVE



Cluster27528 — families involved : ['LbFV _like'l — putative protein : ['Uncharacterized protein']

--------- scaffold 159 94129-94399 - Leptopilina_boulardi-Score A-Event 1-Selective pressure_YES

-------- IDBA scaffold 7081 4445-4694 + Leptopilina_heterotoma—Score C-Event 1-Selective pressure YES

--------- scaffold 1017 18754-19003 + Leptopilina_clavipes—Score_ A-Event_1-Selective_pressure YES

Raoot

.- QKN22482.1|Unknown

phylum '@ Virus '@ EVE



Cluster25244 - families involved : ['LbFV_likel — putative protein : [[Bromodomain']

---------------------- scf7180005161552 2307-2790 — Leptopilina_clavipes—Score_C—-Event_1-Selective pressure YES

---------------------- IDBA_scaffold 13988 2185-2740 - Leptopilina_heterotoma—Score A-Event 1-Selective pressure YES

N
D
o

— & - - - - - ----mmm-o-- - scaffold 159 98032-98557 + Leptopilina_boulardi-Score A-Event 1-Selective pressure YES

N
==
i

.5

<o)
Pa

Ropot

phylum . Virus @ EVE



Cluster22585 — families involved : ['LbFV_like'l — putative protein : ['Putative ORF5']

R

_‘ _______________
88.8
L e e e e e e — - -
99.9
—.. _________________
89.2
i @ m e m -
67.2
h o - —--——-——=—======
L
.- _______
DOt
® - - ——=—=—===
h
L
.- _______

phylum . Virus . EVE



Cluster12272 — families involved : ['LbFV_likel — putative protein : ['ATP cone domain']

—e ----------- scf7180005174071 1 569-1841 + Leptopilina_clavipes—Score A—-Event 1-Selective pressure YES

— - - - ---- - IDBA scaffold 9791 7005-8277 + Leptopilina_heterotoma—Score C-Event_1-Selective_pressure_ YES

99.4

e e scaffold 2315 843-2139 + Leptopilina_boulardi-Score  A-Event_1-Selective pressure YES

Rbot T AQQ80003|Leptopilinaboulardifilamentousvirus

-------- QKN22458.1|Unknown

phylum '@ Virus '@ EVE



Cluster5563 - families involved : ['LbFV_like']l — putative protein : ['Erv1l/ Alr family']

-------- scaffold_1085_4298-4721_ +__Eupelmus_kiefferi-Score_D-Event_3-Selective_pressure_NO

———————— scaffold_1249_4301-4724_+__ Aphidius_colemani—-Score_D-Event_4-Selective_pressure_NO

-------- JZSA01000885.1_0_45546-45858_+__Cotesia_vestalis—Score_D—-Event_1-Selective_pressure_NO

Rgot

-------- scaffold_10252_3842-4346_-__ Platygaster_orseoliae

e EEE TR QKN22511.1|Unknown

phylum '@ Vius @ EVE



Cluster26024 - families involved : ['LbFV_like"l — putative protein : ['Hepatocyte growth factor-regulated tyrosine kinase substrate']

H
O
o

| minn QKN22478.1|Unknown
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|
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H
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Cluster22219 - families involved : ['LbFV_like', 'Nudiviridae'] — putative protein : ['Helicase 2]

DO

H

R

DOt

—e----------- NT 177649.1 36962-38690 — Bombus impatiens—Score B-Event 9-Selective pressure YES

—e - --------- NC 015779.1 2846623-2848258 + Bombus_terrestris—Score B-Event 9-Selective pressure YES

NIPQ01090082.1 3103-4696 + Lepidotrigona_ventralis—Score_B-Event 9-Selective pressure YES
KQ435768.1 598595-600184 - Melipona_quadrifasciata—Score A-Event 9-Selective pressure NO
NW 003791542.1 463106-464767 — Apis_florea—Score_ A—Event_9-Selective pressure YES
KI273521.1 410022-411732_ + Apis_dorsata—Score_ A—Event 9-Selective pressure YES

NC 007085.3 4543662-4545357 — Apis_mellifera—Score _B-Event 9-Selective _pressure_YES

o= e JANRO01000665.1 240-1971 - Apis_cerana—Score_A-Event_9-Selective_pressure_YES

NIJG01001713.1 9610-11215 - Euglossa dilemma—-Score B-Event 9-Selective pressure YES
KQ781845.1 1 22533-24147 + Eufriesea_mexicana—-Score_A-Event 9-Selective_pressure YES
SHCU01001638.1 9346-11008 - Ceratina_australensis—Score A-Event 9-Selective_pressure_YES
SHCU01000371.1 6036-7698 — Ceratina australensis—Score_A—-Event 9-Selective pressure YES

LSNX01046381.1 1097549-1099124 - Ceratina calcarata—Score_ A—Event_9-Selective_pressure YES

ey TEEEETEETEEEE KQ414680.1 1 481593-483300 - Habropoda_ laboriosa—Score A-Event 9-Selective_pressure YES

KB640596.1 1 132458-133397 - Lasioglossum_albipes—Score A—-Event 8-Selective pressure YES
REGV01000085.1 730159-731794 — Nomia_melanderi-Score A-Event 8-Selective pressure YES
KQ434946.1 691438-693232 + Dufourea novaeangliae—Score A-Event 8-Selective pressure YES
MPJT01000087.1 245989-247678 — Osmia_bicornis—Score_A—-Event_7-Selective pressure YES
GL985715.1 3 1494949-1496533 — Megachile rotundata—-Score A-Event 7-Selective pressure YES
YP_009051917|Nudiviridae

YP_009116752|Nudiviridae

UXGB01017917.1 1065-2718 + Eurytoma brunniventris

YP_009051914|Nudiviridae

KQ761343.1 66733-68200 — Eufriesea_mexicana—Score A-Event 6-Selective pressure_YES

KQ761343.1 49896-51059 + Eufriesea_mexicana—-Score A-Event 6-Selective_pressure_ NO

——————®- - NIJG01000932.1 45388-46858 + Euglossa dilemma—-Score B-Event 6-Selective pressure_YES

YP_004956824|Nudiviridae
YP_009553154|Nudiviridae

YP_009345947|Nudiviridae

e YP_009551775|Nudiviridae
. YP_009553450|Nudiviridae
...................... YP_002321419|Nudiviridae
e LSNX01050255.1 0 5533-7042_+ Ceratina_calcarata—Score_A-Event_5-Selective_pressure_NO

- - - - - mm-mmm - LSNX01003961.1 4349-4919 + Ceratina_calcarata—Score_ A—Event_5-Selective_pressure NO

.......................... NW_015149587.1 2-HSPs _+_ Polistes dominula

YP_001111313|Nudiviridae

scaffold 159 150948-152847 + Leptopilina_boulardi-Score_ A—Event_4-Selective pressure YES
IDBA_scaffold 6001 5554-7513 - Leptopilina_heterotoma—Score A-Event 4-Selective pressure YES
scf7180005174277 _5075-7034 _+ Leptopilina_clavipes—Score_C-Event_4-Selective pressure YES

YP _009345672.1 CP_Varaldi-leptopilina]Unknown

-------- JZSA01002659.1 43997-45989 + Cotesia_vestalis—Score_D-Event 2-Selective pressure YES

----------- scaffold 102 1544-3431 - Encarsia _formosa

@ scaffold_21671_2493-4230_+__ Platygaster_orseoliae

e scaffold_20193_429-1200_-__ Platygaster_orseoliae

666
33.8
631
976—aP0 " TTTTTTTTC
0
885 Tt
i
0
4y Tttt
0
o4.7
0
74.6 _ ————----------
65.3
0
284
78.5
93.5
0 ..
—9{3
0 T
455 2
0
53
98.9
99.6
6%5.2
98.2 100
99.2
9%5.3
4 4
995
)0
753 at 9
In
93.3

.................... scaffold 7960 3807-5727 — Psyttalia_concolor
--------------- scaffold 2926 2256-3807_+ Venturia_canescens—Score C-Event 3-Selective _pressure YES
........................ YP_001687022|Hytrosaviridae

........................ AMB48685|Hytrosaviridae

................... YP_001883432|Hytrosaviridae

phylum '@ Virus '@ EVE



Cluster27041 - families involved : ['Nudiviridae'l — putative protein : ['VP39']

_______________ JZSA01006625.1 2 4519-5374 + Cotesia_vestalis—Score_ A-Event_1-Selective_pressure_YES

_______________ JZSA01004415.1 6868-7723 + Cotesia vestalis—Score A-Event_1-Selective_pressure_YES

_____________ NW_014463878.1 0_1675610-1676423 +__Microplitis_demolitor-Score_A-Event_1-Selective_pressure_YES

-------- YP_009051860|Nudiviridae
Root

-------- YP_009116734|Nudiviridae

phylum f@| Vvirus '@ EVE



Cluster24469 - families involved : ['Nudiviridae']l — putative protein : ['VLF-1']

R

— & - —— — — - -
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_._ ________
H.9
—'— _______
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_' _________
99.9
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.— _____________
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S N
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8.9
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® — — ——— e e e e — ===

phylum . Virus . EVE



Cluster22358 — families involved : ['Nudiviridae', 'Apis_filamentous-like'] — putative protein : ['Tyr recombinase domain—containing protein’]

................. QANHO01000364.1 16552-16993 + Harpegnathos_saltator—-Score_A—-Event_10-Selective pressure_NO
85.3
. ;.-3 --------------- QANHO01000029.1 169768-170242 + Harpegnathos_saltator—-Score_ A—Event_10-Selective pressureNO
---------------- QANHO01000436.1 12334-12808 + Harpegnathos_ saltator—-Score A—-Event_10-Selective pressure_NO
e QANHO01000124.1 93860-94334 + Harpegnathos_saltator-Score  A-Event_10-Selective pressure_NO
] j.é --------------- QANHO01000271.1 64045-64654 — Harpegnathos_saltator—-Score A—-Event_10-Selective _pressure_NO
L QANHO01000030.1 139014-139479 - Harpegnathos_saltator—-Score_ A—Event_10-Selective pressure NO
................ QANHO01000409.1_2076-2562_+ Harpegnathos_saltator
9%,
_Qj; -------------- QANHO01000029.1 12567-13053 + Harpegnathos saltator—-Score_ A—Event_2-Selective pressure YES
................. QANHO01000169.1_682658-683132_— Harpegnathos_saltator-Score_ A—Event_1-Selective_pressure_YES
---------------- QANHO01000138.1_156672-157167_ —_ Harpegnathos_saltator—-Score_A-Event_11-Selective_pressure_NO

................ QANHO01000586.1_12703-13189 + Harpegnathos_saltator-Score_A—-Event_11-Selective_pressure_NO

............... QANHO01000015.1 149054-149582 - Harpegnathos_saltator-Score_ A—Event_12-Selective_pressure_NO

R

DOt

%2 99 : -------------- QANHO01000121.1 62384-62915 - Harpegnathos_saltator—-Score_D-Event 12-Selective pressure NO
e QANHO01000067.1_18314-18866 + Harpegnathos_saltator-Score_ A—Event_12-Selective_pressure_NO
----------------- QANHO01000036.1 149421-149985 — Harpegnathos_saltator-Score A—-Event 12-Selective pressure NO
3 ---------------- QANHO01000782.1 _20835-21432 - Harpegnathos_saltator—-Score_ A—Event_12-Selective_pressure_NO
T R QANHO01000058.1_66162-66768_+__Harpegnathos_saltator-Score_D—-Event_12-Selective_pressure_NO
---------------- QANHO01000215.1 24709-25231 - Harpegnathos_saltator—-Score_ A—Event_12-Selective _pressure_NO
94.9
% ---------------- QANHO01000215.1_14625-15147 - Harpegnathos_saltator-Score_A-Event_12-Selective_pressure_NO
1 JWHX01001627.1 10131-10596 + Pseudomyrmex_gracilis—Score_ A-Event_4-Selective_pressure_NO
88.3
--------- LBMMO01014208.1 1378-1924 + Lasius_niger—-Score C-Event 3-Selective pressure_YES
---------- KQ467912.1 10167-11031 - Dinoponera_quadriceps—Score_B-Event_6-Selective_pressure_YES
T NJRM01000458.1 169590-170097 + Aphaenogaster picea—Score B-Event 5-Selective pressure NO
H7 . QANHO01000046.1 2166040-2166514 - Harpegnathos_saltator-Score A—-Event 9-Selective_pressure_NO
17
do T QANHO01000132.1 7457-7922 - Harpegnathos saltator—-Score D-Event 9-Selective pressure NO
'EanREEEEETEEEEEEE QANHO01000280.1_75482-76016_+_ Harpegnathos_saltator-Score_D—-Event_9-Selective_pressure_ NO
JB o mmmmmmmm e QANHO01000106.1_13755-14289 - Harpegnathos_saltator-Score_A-Event_9-Selective_pressure_NO
T BB~ QANHO01000523.1 180360-180894 + Harpegnathos saltator-Score_ A—Event_9-Selective_pressure_NO
i QANHO01000063.1_26638-27085_+ Harpegnathos_saltator-Score_A-Event_9-Selective_pressure_NO
.................... scaffold 490 28400-29174 — Eupelmus_kiefferi
46
b T scaffold_3217 6533-7043_—__ Aphidius_colemani
.................... scaffold 12584 4-547 — Aphidius_colemani
----------------------------------- YP_009165793|Apismelliferafilamentousvirus
---------------------- YP_009346000|Nudiviridae
3
9(:{ ——————————————————————— YP_009553103|Nudiviridae
O YP_009551728|Nudiviridae
| .— ------------------------- YP_002321386|Nudiviridae
67.3
o bR T YP_009553430|Nudiviridae
---------------------- scaffold 239906 47-410 + Platygaster orseoliae
N L%-O --------------------- scaffold_178145_0-339_+_ Platygaster_orseoliae
——————————————————————— YP_001111324|Nudiviridae
A e JZSA01003236.1 1714-2650 + Cotesia_vestalis—Score_A-Event 7-Selective_pressure_ YES
LDO— --------- NW _014463810.1 0 87458-88379 + Microplitis_demolitor—-Score A-Event 7-Selective pressure_YES
9.5
e JZSA01000646.1 6300-7137_+ Cotesia_vestalis—Score A-Event 7-Selective pressure YES
1.8 J‘f ----------------------- NW _014463878.1 0 1737989-1738817 + Microplitis_demolitor—-Score_ A—Event_7-Selective_pressure YES
—————————————— YP_004956756|Nudiviridae
82.4—41.3

................... ABX44702.1_CP_Bezier—cotesia|lUnknown

..................... YP_009116690|Nudiviridae

phylum '@ Virus '@ EVE



Cluster17433 - families involved : ['Nudiviridae'] — putative protein : ['PIF-5a']
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P s UXGB01004222.1_2-HSPs_-__Eurytoma_brunniventris-Score_A-Event_1-Selective_pressure_NO



Cluster13904 - families involved : ['Nudiviridae'] — putative protein : [tRNA-(MS[2]IO[6]A)-hydroxylase (MiaE)']

--------- JZSA01004415.1 17583-18195 + Cotesia_vestalis—Score_ A—Event_1-Selective pressure YES

-------- NW 014463878.1 0 1688169-1688853 + Microplitis_demolitor—-Score A-Event 1-Selective pressure YES

Root

-------- YP_009051945|Nudiviridae

phylum '@ Virus '@ EVE



Cluster9642 - families involved : ['Nudiviridae']l - putative protein : [[GrBNV_gp75-like protein']

w
Pa o)
N

Root
oo YP_009553385|Nudiviridae

-------- scaffold 8390 1905-2481 — Platygaster equestris—Score C-Event 2-Selective_pressure_ NO

---------- NW 011887794.1 0 212317-212893 + Fopius_arisanus—Score_A-Event_1-Selective_pressure YES

phylum . Virus @ EVE



Cluster9535 - families involved : ['Nudiviridae']l — putative protein : ['Late expression factor 4']
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-------------------------------------------------------- scaffold_159 206433-207618_+__ Venturia_canescens—-Score_A-Event_3-Selecl

w
~
N

———————————————————————————————————————————————————————————— NW_011887765.1_0_648914-650126_-__ Fopius_arisanus—Score_A-Event_2-S

B e e JZSA01007082.1 37342-38779 — Cotesia_vestalis—Score A—-Event_5-Selectiv
0

Rbot I e bbbttt NW_014463937.1_1 2229966-2231463_+__Microplitis_demolitor-Score_A-Even

l_.\

———————— UXGB01004222.1_2614-3850_+__ Eurytoma_brunniventris—Score_A-Event_4-Si
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Cluster8604 - families involved : ['Nudiviridae'] — putative protein : [[GrBNV_gp60-like protein']

H.3
i YP_009551726|Nudiviridae
96.9
- YP_002321391|Nudiviridae
86.5

94.5
e YP_009553432|Nudiviridae

Roagt

-------- NW 011887740.1 0 5191350-5191881 + Fopius_arisanus—Score_A-Event_1-Selective pressure NO

phylum . Virus @ EVE



Cluster8496 — families involved : ['Nudiviridae'] — putative protein : ['Sulfhydryl oxidase (EC 1.8.3.2)']

1
[
10
Root
{ ————————————————————————————————— JZSA01006945.1_0_20028-20859_ + Cotesia_vestalis—Score_A-Event_3-Selective_pressure_YES
100 A e il NW_014464011.1 0_85186-85930_-__ Microplitis_demolitor—-Score_A-Event_3-Selective_pressure_YE
. _?E ————————————————————————————————— JZSA01006770.1_13982-14696_-__ Cotesia_vestalis—Score_ A-Event_3-Selective_pressure_YES
@ - - - - m - - m - mm - m e mmmmm m e mm—mm— - - = - NW_014464365.1_0_26807-27446_+__ Microplitis_demolitor—Score_A-Event_3-Selective_pressure_YE
48.1
1 be
8P.6
98

phylum .Virus a EVE



Cluster5096 - families involved : ['Nudiviridae', 'Apis_filamentous-likel — putative protein : ['‘Baculovirus 19 kDa protein conserved region’]

R S S

10
R EEE ‘NW_011887829.1 140871-141420 — Fopius_arisanus—Score_A-Event_4-Selective_pressure_ NO
29 7
EE e R scaffold_969 21826-22480 — Venturia_canescens—Score_A-Event_1-Selective_pressure_NO
7.9
& ------------ YP_001111354.1_CP_Pichon-venturia|lUnknown
5 —_— —_— —_—
R R AHW98269.1_CP_Burke—fopius|Unknown
99.6
7{.1
@ — - - —m e — -
— 986
e YP_009551753|Nudiviridae
75 7
- ------------------ YP_002321344.1_CP_Burke—fopius|Unknown
L 99.8 B -
———%- - - -----m------ YP_009553401|Nudiviridae
R it UXGB01002149.1_13883-14384 — Eurytoma_brunniventris—Score_ A—Event_3-Selective_pressure_ NO
ﬁ+4
e e ‘NW_014463854.1 7 880548-881166 —_ Microplitis_demolitor—-Score_ A—Event_2-Selective pressure YES
H R T YP_009116766|Nudiviridae
e e LR L LR YP_009051934|Nudiviridae
Reot [ T
7
6 =
9.8 & ------- 'YP_009357225|Baculoviridae
e R 'AYN45021|Baculoviridae
99.8
8- - ----m-- oo ‘NP_046253|Baculoviridae
97.1
e 'YP_009118537|Baculoviridae
99.1
! e s 'YP_950803|Baculoviridae
¥ R
N scaffold_1249 21157-21685 + Aphidius_colemani-Score_D-Event_6-Selective_pressure_NO
R YP_009165908|Apismelliferafilamentousvirus

phylum . Virus . EVE



Cluster469 - families involved : ['Nudiviridae']l — putative protein : ['Ac146-like protein’]

- YP_009553390|Nudiviridae
94.3
e ACH96149]|Nudiviridae

Root

-------- NW _011887765.1 0 913335-913587 + Fopius_arisanus—Score_A-Event_1-Selective_pressure _NO

phylum . Virus @ EVE



Cluster4454 - families involved : ['Nudiviridae']l — putative protein : [[GrBNV_gp36-like protein']

e YP_009345937|Nudiviridae
94.1
e YP_009553145|Nudiviridae
96.8

DO

H>

o)
P2
©

---------- NW 011887825.1 468366—469380 — Fopius_arisanus—Score_A-Event 1-Selective pressure YES

Root

------------------ scaffold 969 278-1325 - Venturia_canescens—Score A-Event 2-Selective pressure YES

phylum . Virus @ EVE



Cluster3912 - families involved : ['Nudiviridae'l — putative protein : [[ACH96220.1 GrBNV gp28-like protein’]

- YP_002321401.1_CP_Pichon-venturia|Unknown
100
—— - 'YP_009553436|Nudiviridae
89.2
B dbESEEEISELRESS YP_009553114|Nudiviridae
99.4

1 e YP_009346008|Nudiviridae

-------- NW _011887740.1 0 5194224-5196252 — Fopius_arisanus—Score A-Event 1-Selective pressure NO
Ro6t—93.3

--------------- scaffold 969 45161-47225 + Venturia_canescens—Score A-Event 2-Selective pressure YES

phylum . Virus @ EVE



Cluster335 - families involved : ['Nudiviridae']l — putative protein : [Transmembrane domain of protein tyrosine phosphatase, receptor type J']

—————————— AJZ73133.1 CP_Burke-fopius|Unknown

—————————— scaffold_969_9242-9497_+__ Venturia_canescens—Score_A-Event_2-Selective_pressure_NO

———————— NW_011887842.1_77493-77733_—__Fopius_arisanus—Score_A-Event_1-Selective_pressure_NO

Raoot

———————— ACH96193|Nudiviridae

phylum a Vius g EVE



Cluster3232 - families involved : ['Nudiviridae'l - putative protein : [[ACH96148.1 GrBNV gp67-like protein’]

poeseeeeeeeeas AKHA40344.1_CP_Burke~fopius|Unknown
99.8
b YP_009345959|Nudiviridae
82.4
e YP_009553166|Nudiviridae
871.8

N NW 011887829.1 142192-142669 + Fopius_arisanus—Score_A-Event 1-Selective pressure YES

------------- scaffold 633 92553-93663 — Venturia_canescens—Score A-Event 2-Selective pressure YES

phylum . Virus @ EVE



Cluster312 - families involved : ['Nudiviridae', 'Baculoviridae'] — putative protein : ['Vp91l']
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--------------------- NW 011887829.1 44993-47180 + Fopius_arisanus—Score A-Event_4-Selective pressure N
-------- JZSA01003056.1 333693-334902_+_ Cotesia_vestalis—Score_A-Event_6-Selective_pressure_
@~ ------------ NW _ 014463781.1 3058689-3059700 — Microplitis_demolitor—-Score_ A—Event_6-Selective pr
66 = 20— " tToooomomomomoee- UXGB01004222.1_5553-6486_+ Eurytoma_brunniventris—Score_A-Event_2-Selective pressi



Cluster3072 — families involved :

Rq

['Nudiviridae'] — putative protein : ['p47']

H
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w

DOt
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Cluster27187 — families involved : ['Nudiviridae']l — putative protein : ['GrBNV_gp84-like protein]

EamnebREEEEEEEEEEER RS YP_009553090|Nudiviridae
d4
e EhGEREEIT YP_009345988|Nudiviridae
#1.6
e YP_009551740|Nudiviridae
-------- NW _011887765.1 0 910768-911443 - Fopius_arisanus—Score_A-Event_1-Selective_pressure _NO
B YP_002321364.1_CP_Burke~fopius|Unknown
89.4
Root
e YP_009553417|Nudiviridae

phylum . Virus @ EVE



Cluster26944 - families involved : ['Nudiviridae']l — putative protein : [nan]

-------- NW _011887829.1 144074-144341 - Fopius_arisanus—Score_A-Event 1-Selective pressure YES

phylum . Virus @ EVE



Cluster26 - families involved : ['Nudiviridae'] — putative protein : ['Ac81-like protein’]

(3>}
w

®
[ed

9.1
EEEEEE ACH96134|Nudiviridae
99.3
EREEE YP_009553380|Nudiviridae
84.4
74.3
95

ry.

9%.5
RS NW_011887806.1_512466-512946_+__Fopius_arisanus-Score_A-Event_1-Selective_pressure_YES
—
oo YP_001111281.1_CP_Pichon-venturiaJunknown
R RISRREEEEES UXGB01017917.1_467-971_+__Eurytoma_brunniventris
Root
ooomnee- YP_009116770|Nudiviridae
78.4
RS YP_009051924|Nudiviridae

phylum . Virus . EVE



Cluster25942 - families involved : ['Nudiviridae']l — putative protein : [[ACH96225.1 OrNV gp095-like protein']

R

DOt

=

H
hY

R YP_009553120|Nudiviridae
9.9
e YP_009345917|Nudiviridae
99.7

S ERRRREEEE YP_009551720|Nudiviridae
ERRRREEEEEE YP_009553430|Nudiviridae

96.4

e ERTERRREERRREEE ACH6225|Nudiviridae

R

------------------- NW _011887765.1 0 916996-917731 + Fopius_arisanus—Score A-Event 1-Selective pressure_ NO

phylum . Virus @ EVE



Cluster23903 - families involved : ['Nudiviridae'] — putative protein : ['Uncharacterized protein’]

-------- YP_009345998|Nudiviridae

(<]
Pa =
©

| e e meemeoo- YP_009553101|Nudiviridae

----------- YP_009553428|Nudiviridae

[40)
>
il

| oo ACH96203|Nudiviridae

Ropot

........ scaffold_8390_4815-5181_ -__ Platygaster_equestris—Score_C-Event_3-Selective_pressure_NO

(<p]
I\
s

——————————— scaffold 159 191916-192321 - Venturia_canescens—Score A-Event 2-Selective pressure YES

_________ NW_011887842.1 78097-78724 + Fopius_arisanus—Score_A-Event_1-Selective_pressure_YES

phylum '@ Virus @ EVE



Cluster23691 — families involved : ['Nudiviridae']l — putative protein : [[ACH96133.1 GrBNV gp13-like protein’]

R

.1

Dt

w
00}

NW _011887765.1 0 912106-913015 + Fopius_arisanus—Score_A-Event_1-Selective_pressure_NO

phylum . Virus @ EVE



Cluster23368 — families involved : ['Nudiviridae'] — putative protein : ['GrBNV_gp39-like protein']

-------- YP_009553142|Nudiviridae

fo o}
w

e ACH96252|Nudiviridae

=

........................... YP_009553460|Nudiviridae

Root

-------- scaffold_969_36187-36526_—__ Venturia_canescens—Score_A-Event_2-Selective_pressure_YES

=

................. NW_011887765.1 0 658685-658979 + Fopius_arisanus—Score_A-Event_1-Selective_pressure_NO

phylum '@ Vius @ EVE



Cluster2197 - families involved : ['Nudiviridae'l — putative protein : [[ACH96250.1 GrBNV gp37-like protein’]

R

DOt

e YP_009553144|Nudiviridae
—98.2
e RRRRTEIEED YP_009345936|Nudiviridae
99.7
IR YP_009551784|Nudiviridae
53.2
Rt YP_009553458|Nudiviridae
——98.9
i e YP_002321431.1_CP_Burke~fopius|Unknown
-------- scaffold 633 96346-98041 + Venturia_canescens—Score A-Event 2-Selective pressure YES
———— 046

---------- NW 011887765.1 0 656133-657693 — Fopius_arisanus—Score A-Event 1-Selective pressure_YES

phylum . Virus @ EVE



Cluster21733 - families involved : ['Nudiviridae', 'LbFV_like', 'Apis_filamentous—-like'] — putative protein : ['PIF-2']

phylum . Virus . EVE



Cluster21204 - families involved : ['Nudiviridae'] — putative protein : [[ACH96189.1 lef—-3-like protein']

99.3
ounnnnne YP_009553426|Nudiviridae
8.1
R RRRES YP_009551736|Nudiviridae
9.9
S LEEEEEEEPEEEPPEPEES YP_009553094|Nudiviridae
94

N
N
v
|

R

DO

=

phylum . Virus @ EVE



Cluster1971 - families involved : ['Nudiviridae'l — putative protein : [[ACH96157.1 GrBNV gp78-like protein’]

R

DOt

1=

8
N

X
iy

99.6

@
N

=

--------------------- scaffold 969 17891-18827 - Venturia_canescens—Score A-Event 2-Selective_pressure_NO

phylum . Virus @ EVE



[ODV-E66']

Cluster1964 - families involved : ['Nudiviridae', 'LbFV_like', 'Hytrosaviridae'] — putative protein :

phylum . Virus . EVE
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Cluster19564 — families involved : ['Nudiviridae'] — putative protein : [[ACH96202.1 Ac68-like protein (Putative Ac68-like protein)]

----------------------- scaffold 969 31967-32375 + Venturia_canescens—Score_ A-Event 2-Selective_pressure NO

-------------------- NW 011887828.1 172988-173381 + Fopius_arisanus—Score A-Event 1-Selective pressure_NO

RéGot . - JZSA01004415.1 18623-18920 + Cotesia_vestalis—Score_ A-Event_4-Selective_pressure_YES

——e------------ NW _ 014463878.1 0 1690411-1690738 + Microplitis_demolitor—-Score_ A—Event_4-Selective pressure YES

8
iy

phylum . Virus @ EVE



Cluster19347 — families involved : ['Nudiviridae']l — putative protein : ['Vp39']

onnnnnaane YP_009345956|Nudiviridae
6
e YP_009553163|Nudiviridae
98.5

I
©

Ropot

-------- NW _011887842.1 79225-79960 + Fopius_arisanus—Score_A-Event 1-Selective pressure YES

phylum . Virus @ EVE



Cluster18349 - families involved : ['Nudiviridae']l — putative protein : [‘alpha/beta hydrolase fold']

R UXGC01002217.1_8716-9328_~__Eurytoma_adleriae
Root

96).6

phylum . Virus . EVE



Cluster18059 - families involved : ['Nudiviridae'] — putative protein : ['GrBNV_gp35-like protein']

e YP_009553456|Nudiviridae
—89.6
.-oooe-- YP_001111302|Nudiviridae
52.7
e RROETTEES YP_002321429.1_CP_Burke~fopius|Unknown
97.7
Bt PRI 'YP_009553146|Nudiviridae
9.4
PRI 'YP_009345938|Nudiviridae
97.5
L
e RAGRRURETELEEEEEIEE YP_009551782|Nudiviridae
------------------------------------- NW 011887829.1 51514-52312 - Fopius_arisanus—Score_A-Event 1-Selective pressure_YES
Root
-------- UCOMO01015078.1 _1031-1388 — Ormyrus_pomaceus—Score C-Event 3-Selective pressure_NO
9%.4
SRR scaffold_13366_492-1152_+__Trichogramma_brassicae
—1
---------------------------------------- scaffold 969 1372-2197 — Venturia_canescens—Score A-Event 2-Selective pressure YES

phylum . Virus @ EVE



Clusterl7704 — families involved : ['Nudiviridae', 'Apis_filamentous-like', '‘Baculoviridae'] — putative protein : ['Per os infectivity factor 3']

Rpot

phylum . Virus . EVE



Cluster17609 - families involved : ['Nudiviridae'] — putative protein : ['Helicase']

H
OJ
o

P
N

100
— - 'YP_009553402|Nudiviridae
100
e EEEEEEEEE 'ACH96164|Nudiviridae
99.6
100
& q7
®--------- ‘NW_011887765.1_0_663068-666746_—_ Fopius_arisanus-Score_A-Event_2-Selective_pressure_ NO
- ------- 'YP_001111355|Nudiviridae
—e - ----- JZSA01001903.1 10601-15200 + Cotesia_vestalis—Score_A-Event_3-Selective_pressure_YES
Root — — — — — = — —
100
.- ‘NW_014463818.1_0_19050-23331_+__Microplitis_demolitor-Score_ A—Event_3-Selective_pressure_YES
68.3
S ettt 'YP_009051932|Nudiviridae
17.5 =
1 ®--------- 'YP_004956786|Nudiviridae

phylum . Virus . EVE



Cluster1694 - families involved : ['Nudiviridae', 'Parvoviridae']l — putative protein : [[ORF5']

-------- YP_001650935|Baculoviridae

100
--------- YP_009255261|Baculoviridae
7.2
PR T TTTTTTTTTTTTTTTTommTommmommmee JWHX01002667.1 0 _704-875 — Pseudomyrmex_gracilis
= Aottt niniel il JWHX01000909.1 40181-40328 — Pseudomyrmex_gracilis—Score A-Event 10-Selective pressure NO
S0t ittt ittt JWHX01000649.1 45283-45946 + Pseudomyrmex_gracilis—Score_ A—Event_9-Selective_pressure NO
3T o ittt ettt JWHX01000745.1 50643-51312 + Pseudomyrmex_gracilis—Score A-Event 8-Selective pressure NO
---------------------------------------- JWHX01000384.1_114319-114988_+__Pseudomyrmex_gracilis—Score_D—-Event_7-Selective_pressure_NO
---------------------------------------- JWHX01001727.1 25189-25345 — Pseudomyrmex_gracilis—Score A-Event 13-Selective pressure NO
F£7 5 ittt JWHX01000845.1 44566-45241 + Pseudomyrmex_gracilis—Score_D-Event 13-Selective_pressure YES
3f.1
---------------------------------------- JWHX01003475.1 6681-7170_+ Pseudomyrmex_gracilis—Score_D-Event 15-Selective pressure NO
---------------------------------------- JWHX01003728.1 3259-3787 — Pseudomyrmex_gracilis
74.4
<] T ettt JWHX01001243.1 1 30793-30997 - Pseudomyrmex_gracilis—Score A-Event 5-Selective pressure YES
---------------------------------------- JWHX01001641.1_5960-6635_+__ Pseudomyrmex_gracilis
T L LETT PP PREEE JWHX01001045.1 40632-41301 + Pseudomyrmex_gracilis—Score A-Event 4-Selective pressure NO
---------------------------------------- JWHX01003257.1 _3926-4298 + Pseudomyrmex_gracilis—Score_A-Event_12-Selective_pressure_NO
)
L e JWHX01001467.1 10428-10998 — Pseudomyrmex_gracilis—Score A-Event 12-Selective pressure NO
8p.3
----------------------------------------- JWHX01000779.1 34996-35209 + Pseudomyrmex_gracilis—Score_ A—Event_12-Selective pressure_NO
--------------- LBMMO01029751.1 84-810 + Lasius_niger
63.6
------------ NP_051022|Parvoviridae
44 4
Root gdo Tt YP_009310052|Parvoviridae
e O A il NP_874383|Parvoviridae
95— ---------------- ACH96204|Nudiviridae
) /= -------- NW _011887765.1 0 655107-655815 — Fopius_arisanus—Score A-Event 2-Selective pressure_ NO
--------------------------------------- JWHX01000965.1 1 11393-11921 - Pseudomyrmex_gracilis—Score A-Event 3-Selective pressure_ NO
---------------------------------------- JWHX01001355.1 1 4010-4259 - Pseudomyrmex_gracilis
g2
T JWHX01001617.1 21207-21456 + Pseudomyrmex_gracilis—Score A-Event 11-Selective pressure NO
)
488 T T JWHX01001647.1_21077-21746_+__Pseudomyrmex_gracilis
QG - Tt T o ommmmmmmmmmm———----oo- JWHX01000441.1 24500-24671 + Pseudomyrmex_gracilis—Score D-Event_11-Selective pressure NO
ittt el JWHX01002528.1 12256-12463 — Pseudomyrmex_gracilis—Score_ A—Event_11-Selective pressure_NO
76.1
--------------------------------------- JWHX01004522.1 1435-1672 - Pseudomyrmex_gracilis—Score_ A—Event_1-Selective pressure NO
67.4

-------- YP_008378273|Baculoviridae

phylum '@ Virus '@ EVE



Cluster16413 — families involved : ['Nudiviridae'] — putative protein : ['GrBNV_gp76-like protein']

e YP_009345967|Nudiviridae
92.8
e YP_009553068|Nudiviridae
0

88.7
- YP_002321336.1_CP_Burke~fopius|Unknown
2 )[0)
e YP_009553384|Nudiviridae
-------- NW 011887740.1 1 242838-244503 - Fopius_arisanus—Score_A-Event_1-Selective_pressure NO
Root 45 4

----------- scaffold 969 25866-27516 — Venturia_canescens—Score A-Event 2-Selective pressure NO

phylum . Virus @ EVE



Cluster15164 - families involved : ['Nudiviridae']l — putative protein : [LEF-9']

JD.
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1

Root
R RREEEI YP_009051896|Nudiviridae
{9
99.9
1 49£

phylum . Virus . EVE

99.2
SRR UXGC01002022.1_7205-7787_+_Eurytoma_adleriae-Score_A-Event_1-Selective_pressure_NO
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Cluster12087 — families involved : ['Nudiviridae'] — putative protein : ['Lef-5']

oonoononeee- YP_009553416|Nudiviridae
#1.5
A n— YP_002321363.1_CP_Burke~fopius|Unknown
de T scaffold 969 21014-21248 + \enturia_canescens—Score A-Event 1-Selective pressure YES
Ryot "ttt NW_011887825.1_465242-465473_+__Fopius_arisanus—Score_A-Event_2-Selective_pressure_YES

phylum . Virus '@ EVE



Cluster12013 - families involved : ['Nudiviridae']l — putative protein : [[ACH96159.1 GrBNV gp81-like protein']

Raoot

-------- NW _011887808.1 560181-560682 + Fopius_arisanus—Score_A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster11825 - families involved : ['Nudiviridae'] — putative protein : ['GrBNV_gp58-like protein']

.............. ACH96206|Nudiviridae

.......................... YP_009553104|Nudiviridae

| e m m o e meemeeee YP_009346001|Nudiviridae

R

-
=

4

-------- UCOL01004067.1_14708-14855_+__ Ormyrus_nitidulus—Score_C-Event_3-Selective_pressure_NO

DOt

_____________________ scaffold_969 31430-31583_-_ Venturia_canescens—Score_A-Event_2-Selective_pressure_NO

-------- YP_001111325|Nudiviridae

g NW_011887829.1 140125-140284 - Fopius_arisanus—Score_A-Event_1-Selective pressure_NO

phylum '@ Vius @ EVE



Cluster11455 - families involved : ['Nudiviridae']l — putative protein : ['GrBNV_gp23-like protein]

e YP_009553084|Nudiviridae
9%.2

R YP_009345984|Nudiviridae

9%.4
RRGRRREEE YP_009551744|Nudiviridae

94.9

B REGRCCOEEEE YP_002321356|Nudiviridae

98.3

0

mn EELEEEEREEEELPREE YP_009553411|Nudiviridae

Root

e e NW _011887808.1 559108-559969 - Fopius_arisanus—Score A-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster11238 — families involved : ['Nudiviridae'] — putative protein : ['GrBNV_gp97-like protein']

e 'YP_009553083|Nudiviridae
91.8
e 'YP_009345983|Nudiviridae
93.5
e 'YP_009551745|Nudiviridae
73.5
St e R ACH96174|Nudiviridae
97.8
—
R RBRGRRTEITE 'YP_009553410|Nudiviridae
--oooe-- YP_001111364|Nudiviridae
Root
-------------- scaffold 483 103646-104210 — Venturia_canescens—Score A-Event 1-Selective pressure NO
100
oo AJZ73116.1_CP_Burke—fopius|Unknown
-------- NW _015149890.1 1756-2158 — Polistes_dominula—Score D-Event 3-Selective _pressure NO
2)

--------------- NW _011887740.1 0 5197607-5198192 + Fopius_arisanus—Score A-Event 2-Selective pressure_NO

phylum . Virus @ EVE



Cluster11092 - families involved : ['Nudiviridae'] — putative protein : ['GrBNV_gp41-like protein’]

— - - - - - -
88.1
¢ — — - - — — — - =
84
'. _______
4.7
—.. __________________
42.4

¢ — — - — - - e e e - - ==
'. ____________________

Root
. __________________

98.6
‘ __________________
1

¢ - - === ==
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Cluster10833 — families involved : ['Nudiviridae']l — putative protein : ['[DNA-directed RNA polymerase (EC 2.7.7.6)]

R

DOt

=

H

DO

100
—94.8
T SSRERRREEE YP_009116735|Nudiviridae
)0
39.4

phylum . Virus . EVE



Cluster10771 — families involved : ['Nudiviridae']l — putative protein : ['GrBNV_gp93-like protein]

4
=N
N

Root

phylum . Virus . EVE



Cluster8973 - families involved : ['LbFV _like']l — putative protein : ['mRNA capping enzyme, catalytic domain']

e e scaffold 159 95376-97242 - Leptopilina_boulardi-Score A-Event_3-Selective pressure YES

H.5

g scf7180005156365 808-2668 — Leptopilina_clavipes—Score_C-Event_3-Selective_pressure_YES

99.2
i Sttt IDBA_scaffold_7081_1163-3059_+__Leptopilina_heterotoma—-Score_C-Event_3-Selective_pressure_YES
y /- scaffold_102_46039-47773_+__Encarsia_formosa
--------------------------- QKN22521.1|Unknown
S scaffold 2714 13660-14947 — Psyttalia_concolor
16
.................... scaffold 15031 513-1767 +__Platygaster_orseoliae-Score_C—-Event_2-Selective_pressure_NO
87.4
-------- JZSA01000885.1 0 24563-25919 + Cotesia vestalis—Score D—-Event_1-Selective_pressure_NO

|

----------------------------- AQQ80027|Leptopilinaboulardifilamentousvirus

phylum '@ Virus '@ EVE



Cluster5269 - families involved : ['LbFV _like']l - putative protein : [nan]

-------- scaffold 3020 13463-14417 + Platygaster orseoliae—Score D-Event 1-Selective pressure NO

phylum . Virus @ EVE



Cluster3614 - families involved : ['LbFV_like', 'Nudiviridae', 'Apis_filamentous—-like', 'Baculoviridae']l — putative protein : ['PIF-1']

phylum . Virus . EVE



Cluster27203 — families involved : ['LbFV_like'", 'Apis_filamentous-like'] — putative protein : ['[DNA-directed DNA polymerase (EC 2.7.7.7)"]

R

ﬁ’; ______________ scf7180005154334_13722-16701_—__ Leptopilina_clavipes—Score_A-Event_5-Selective_pressure_YES
0

N scf7180005155932_0_0-1653_-__ Leptopilina_clavipes—Score_C-Event_5-Selective_pressure_YES

== IDBA_scaffold 5653 1292-5210 — Leptopilina_heterotoma—Score_A-Event_5-Selective_pressure_YES

|_.\

S scaffold_2503_0_10731-14478 +__Leptopilina_boulardi-Score_A-Event_5-Selective_pressure_YES

)
1
&

................ YP_009345662.1 CP_Varaldi-leptopilina]Unknown

®
0.
IN

............... QKN22518.1|Unknown

............... scaffold 2103 2565-6351 + Psyttalia_concolor

H
0

=

% ----------------- scaffold_7180 7918-9592 - Platygaster_orseoliae—Score_C-Event_1-Selective_pressure_NO
0

----------------- scaffold_15158_6288-9825_ —_ Platygaster_orseoliae

-------- scaffold_102 40302-44454 + Encarsia_formosa

DOt

%. ............................ JZSA01004450.1_1 2267-4037_+ Cotesia_vestalis—Score_C-Event_6-Selective_pressure_YES

0

............................. JZSA01000885.1 0 _12137-15233 + Cotesia_vestalis—Score_D-Event_6—-Selective_pressure_YES

9{ —————————— QANHO01000728.1_92647-94105_+_ Harpegnathos_saltator-Score_A-Event_7-Selective_pressure_NO
7

---------- QANHO01000747.1_145444-146830_+__Harpegnathos_saltator—-Score_A-Event_7-Selective_pressure_NO

o7 " QANHO01000036.1_63877-65278_+__Harpegnathos_saltator-Score_A-Event_7-Selective_pressure_NO

——e - - QANH01000162.1_293673-295461_ —__ Harpegnathos_saltator—-Score_A-Event_7-Selective_pressure_NO

=

{ --------- NJRQO01003872.1_1811-3299_-__Aphaenogaster_ashmeadi—-Score_B-Event_4-Selective_pressure_NO
0

--------- NJRMO01000811.1 42343-43816_+_ Aphaenogaster_picea—-Score_B-Event_3-Selective_pressure_NO

............... YP_009165825|Apismelliferafilamentousvirus

% ........................... scaffold 11289 3946-7231 - Eupelmus_kiefferi
0

............................ scaffold_4342_1354-4888 + Aphidius_colemani

phylum a Vius g EVE



Cluster26675 — families involved : ['LbFV_like', "

Rpot

Apis_filamentous—-like'] — putative protein : [[EbsA-like protein’]

q

I~

P

N

-

87

09)

w

Qe

‘F:‘

phylum . Virus @ EVE

scaffold_1324 0_359-1049 + Leptopilina_heterotoma—-Score_A-Eve
scf7180005171671 3001-3682 + Leptopilina clavipes—Score C-Ev
scaffold 159 190157-190841 — Leptopilina_boulardi-Score_ A—Eve

scaffold 983 16235-16619 - Platygaster orseoliae—Score C-Even
scaffold 17380 961-1714 - Platiﬁaster orseoliae—Score C-Event.
JZSA01007324.1 2 35986-36/15 + Cotesia vestalis—Score D-Ew
scaffold_1710_35643-36288_—__Psyttalia_concolor

scaffold 11918 2718-3138 + Ophioninae_B-Score A-Event 2-Se

JWHX01001094.1 8681-9209 + Pseudomyrmex_gracilis—Score_ A-



Cluster25710 - families involved : ['LbFV_like'] — putative protein : ['Putative ORF2]

Root

phylum . Virus . EVE



Cluster23517 — families involved : ['LbFV_like'] — putative protein : ['Putative ORF20']

R
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DOt
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Cluster21657 — families involved : ['LbFV_likel — putative protein : ['Putative lecithine cholesterol acyltransferase']

=

-
oo
©

Root R scaffold_1737_10796-11396_+_Platygaster_orseoliae

33.2

=

phylum . Virus . EVE



Cluster20217 - families involved : ['LbFV_like', '‘Nudiviridae', 'Apis_filamentous—-like', 'Baculoviridae']l — putative protein : ['p74']

phylum . Virus . EVE



Cluster20069 - families involved : ['LbFV_like"] — putative protein : ['RNA polymerase Rpbl, domain 2]

R

@ — m m m mmmm e mmm—————
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Cluster17683 — families involved : ['Baculoviridae'] — putative protein : ['Golgin subfamily A member 7/ERF4 family']

DO
e 'YP_009506121|Baculoviridae
99.9
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D
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oo 'YP_001649041|Baculoviridae
84.7
e -oononoeeo s 'YP_003422399|Baculoviridae
98.4
e -mo oo 'YP_001257064|Baculoviridae
Root

------------ scaffold 429 81601-83110 - Venturia _canescens—Score A-Event 1-Selective pressure YES

-------- scaffold 4493 4048-5731 — Platygaster orseoliae—Score A-Event 2-Selective pressure_NO
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Cluster17071 — families involved : ['LbFV_like']l — putative protein : ['Cwf15/Cwcl5 cell cycle control protein']
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Clusterl5514 - families involved : ['LbFV_like"l — putative protein : ['ATPase family associated with various cellular activities (AAA)']

--------- scaffold 64707 757-1639 — Platygaster orseoliae—Score C-Event 1-Selective pressure_ NO

Raoot

-------- scaffold 6401 19598-20432 - Platygaster orseoliae—Score A-Event 2-Selective pressure NO
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['Nudix hydrolase domain—containing protein’]

'l — putative protein :
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'LbFV_like
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Rpot

Cluster12545 - families involved : [



Cluster12537 — families involved : ['LbFV_like'] — putative protein : ['Neurogenesis glycoprotein']
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Cluster1043 - families involved : ['LbFV_like'] — putative protein : ['Early growth response N-terminal domain']
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Cluster10416 — families involved : ['LbFV_like', '‘Nudiviridae'l — putative protein : ['38K']

———————————————————————————————————————— JZSA01004415.1_20909-Z

Root ou 1 b/
| 9.5 D NW_014463878.1_0_1692

scaffold_2702_4509-5103.
scaffold 983 9780-10269

2 0 - scaffold 19885 329-629 -
) e oo JZSA01007324.1 2 5279-

E ity scaffold_7821 12681-131:

-
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Cluster10025 - families involved : ['Baculoviridae'] — putative protein : ['Uncharacterized protein’]

e NP_059213|Baculoviridae
99.6
booooeeee NP_689229|Baculoviridae
98.7
e YP_001649042[Baculoviridae
78.5 -
o YP_009049863[Baculoviridae
17.6
9

Root

———————— scaffold_3730_6-537_+ Campopleginae-Score_C-Event_1-Selective_pressure_NO
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Cluster4844 - families involved : ['Baculoviridae', 'Poxviridae'’] — putative protein : ['p94]
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Cluster10412 - families involved : ['Baculoviridae']l — putative protein : ['Chitin—binding type—2 domain—containing protein’]

Root

-------- MVJL01007279.1 87108-87726 + Macrocentrus_cingulum—-Score B-Event_1-Selective pressure_NO
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Cluster915 - families involved : ['Baculoviridae']l — putative protein : ['Major budded virus envelope glycoprotein’]
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