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Raphanus sativus XP_018471883.1
Brassica rapa VDC74813.1
87 ?BZrassica rapa RID78417.1
Brassica napus XP_022571884.1
73| Brassica napus XP_013672062.1
lBurgass.ica oleracea var. oleracea XP_013602699.1
Brassica oleracea VDD49219.1
_|Igorenaya hassleriana XP_010529472.1
Tarenaya hassleriana XP_010529473.1
102[Cucurbita moschata XP_022950559.1

Cucurbita pepo subsp. pepo XP_023544426.1
78

sacucurbita maxima XP_022977683.1

— Cucurbita moschata XP_022926963.1
{1Cucumis melo XP_008440063.1

o
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—29%1 1100 )
Cucumis melo var. makuwa TYK13006.1

Cucumis sativus XP_004134792.1
— Momordica charantia XP_022132605.1
gé:ynara cardunculus var. scolymus XP_024961316.1
Helianthus annuus XP_022011012.1
Cynara cardunculus var. scolymus XP_024987861.1
E.I*3)1ika|nia| micrantha KAD4982326.1

Helianthus annuus XP_022018499.1

Artemisia annua PWA69231.1
?_}\Dr%emisia annua PWA69230.1

Lactuca sativa XP_023735119.1
Nymphaea colorata XP_031494491.1
g‘g’halaenopsis‘. equestris XP_020586514.1

Dendrobium catenatum XP_028555539.1
Ensete ventricosum RRT85410.1
lh?!%sa acuminata subsp. malaccensis XP_018674000.1
—— Aquilegia coerulea PIA47066.1
Carica papaya XP_021912356.1
floroassica cretica RQL76143.1
Brassica oleracea var. oleracea XP_013595491.1
Arabidopsis lyrata subsp. lyrata XP_020873456.1
Eﬁabidopsis lyrata subsp. lyrata EFH45851.1
1.t})rd';\l:;ich:';:1sis thaliana CAB36523.1
{-‘broabidopsis thaliana NP_194407.5
Arabidopsis thaliana ABK28650.1
Capsella rubella XP_006285800.1
1COameIina sativa XP_010448213.1
8ame|ina sativa XP_010433440.1
— Phaseolus vulgaris XP_007144046.1

lE[%caIyptus grandis XP_010052910.1
| Eucalyptus grandis KCW77053.1
C

arpinus fangiana KAE7995297.1
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fci'satacia vera XP_031279188.1

Pistacia vera XP_031260868.1

— Cephalotus follicularis GAV65201.1
— Durio zibethinus XP_022716184.1

Hibiscus syriacus KAES709114.1
géossypium raimondii XP_012450380.1
Gossypium tomentosum TYH68556.1
10gr Gossypium mustelinum TY)31835.1
Gossypium barbadense PPS13827.1
21 C?ossypium darwinii TYH14814.1
64 ?Gossypium arboreum KHG15363.1
dossypium arboreum XP_017638776.1

Pogrio zibethinus XP_022720681.1

hoo| ' Durio zibethinus XP_022720678.1
14 Durio zibethinus XP_022720685.1
g)surio zibethinus XP_022720683.1
Durio zibethinus XP_022720682.1
Hibiscus syriacus KAE8673446.1

7Gossypium raimondii XP_012453987.1
57cvssypium mustelinum TY159096.1
Gossypium hirsutum XP_016717595.1
100 ﬁossypium arboreum XP_017613156.1
%ossypium hirsutum XP_016710957.1
58f Gossypium barbadense PPD67261.1
- Gossypium australe KAA3478752.1
1C000rchorus capsularis OM076852.1
£ Corchorus olitorius OM0O64770.1
ngheobroma cacao XP_007026245.1
Herrania umbratica XP_021294075.1

Vitrella brassicaformis CCMP3155 CEM05159.1
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Perkinsela sp. CCAP 1560/4 KNH04936.1
Bodo saltans CUG93063.1
Trypanosoma vivax Y486 CCC48662.1
B Trypanosoma brucei gambiense DAL972 XP_011774313.1
4wﬂhgypanosoma brucei brucei TREU927 XP_845646.1
Trypanosoma brucei equiperdum RHW71346.1

Trypanosoma grayi XP_009311484.1
Trypanosoma conorhini XP_029226534.1

39 EF Trypanosoma rangeli SC58 ESL11518.1
99 — a0 100
Trypanosoma rangeli XP_029235233.1

;I'Eypanosoma cruzi PWU89215.1
Trypanosoma cruzi cruzi PB)77398.1
Trypanosoma cruzi EKG01134.1
%TrypanDSOma cruzi strain CL Brener XP_806953.1
58 Trypanosoma cruzi RNC55215.1
— ;Fsrypanosoma cruzi PWV07106.1
89 Trypanasoma cruzi strain CL Brener XP_810276.1
— Trypanosoma cruzi marinkellei EKF31919.1
— Trypanosoma theileri XP_028881572.1
]1— Phytomonas sp. isolate EM1 CCW61789.1
Phytomonas sp. isolate Hartl CCW67915.1
Strigomonas culicis EPY27813.1
Leptomonas pyrrhocoris XP_015665390.1
Leptomonas seymouri KP183846.1
Leishmania tarentolae GET89524.1
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Lo%ishmania donovani XP_003861746.1
1
;,Leishmania infantum JPCM5 XP_001470506.1

Il_goishmania guyanensis CCM16448.1
Leishmania panamensis XP_010699980.1
| Angomonas deanei EPY29196.1

! }l?rcn'gomonas deanei EPY27658.1

Ichthyophthirius multifiliis XP_004039764.1

Ii|r—(:hloroﬂexi bacterium TMG59287.1
Chloroflexi bacterium TMF63428.1

8I_zeishmania major strain Friedlin XP_001684166.1

Leishmania mexicana MHOM/GT/2001/U1103 XP_003876463.1
99Leishmar‘lia braziliensis MHOM/BR/75/M2904 XP_001562395.1

goréloroﬂexi bacterium TMD53781.1
Chloroflexi bacterium TMG49984.1

Porphyromonas bennonis WP_018107134.1

0
Porphyromonas sp. HMSC065F10 WP_083289908.1

Porphyromonadaceae bacterium NLAE-zI-C104 WP_092027646.1

&3 9Ié”cn';:uhyrc>mc>naciaceae bacterium KH3R12 WP_091909497.1
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Proteiniphilum saccharofermentans WP_076930789.1
Proteiniphilum acetatigenes WP_019539205.1

Bacteroidetes bacterium GWC2_46_850 OFX55592.1
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Bacillus sp. HB172195 WP_138125722.1
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Bacillus WP_000813578.1
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Bacillus WP_061678202.1

Bacillus koreensis WP_053401677.1
Bacillus sp. AFS018417 WP_098309692.1
Bacillus cereus group WP_064475013.1
r Bacillus cereus WP_144614520.1
100 Bacillus cereus group WP_063221125.1
8Bg.acillus anthracis WP_098345015.1
Bacillus cereus group WP_048530494.1
Bacillus cereus group WP_071758785.1
— Bacillus cereus WP_000813587.1
Bacillus mobilis WP_071721395.1
{Bacillus cereus group WP_000813582.1
7Blacillus cereus WP_097864681.1
Bacillus wiedmannii WP_097815165.1

Bacillus cereus KZD42723.1
Bacillus cereus WP_098607416.1
Bacillus cereus group WP_060631981.1
Bacillus toyonensis WP_100061363.1

Bacillus sp. RIT694 WP_154131160.1
Bacillus wiedmannii WP_078183239.1
Bacillus cereus group WP_048563175.1

Aerococcus viridans OYW70468.1
'_Too Lactobacillus sp. 218-10 WP_125694206.1
Lactobacillus yonginensis WP_125681091.1

Lactobacillus sp. 382-1 WP_137626647.1
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% *Cactobacillus sp. 116-1A WP_137607215.1

Lactobacillus plantarum KLD60103.1
Lactobacillus modestisalitolerans WP_137643278.1
— Lactobacillus gastricus WP_007122644.1

I—ml?actobacillus gastricus WP _056937283.1
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Lactobacillus mellifer WP_046316244.1
Lactobacillus sp. 17-4 WP_125766299.1
ﬂ| Lactobacillus concavus WP_057822865.1
Lactobacillus concavus DSM 17758 KRM13739.1
_ [llagctobacilius sp. M1575 WP_125708184.1
Lactobacillus furfuricola WP_125768600.1
gsLactobaciIIus sp. 204-8 WP_125588665.1

= Lactobacillus nodensis WP_025024074.1

) rllagctobacillus terrae WP_099974866.1
Lactobacillus metriopterae WP_129045064.1
_l Il_DaDctobacillus halodurans WP_153384520.1
Lactobacillus halodurans WP_153522383.1
Lactobacillus nuruki WP_102195177.1
Lactobacillus musae WP_119326091.1
Lactobacillus heilongjiangensis ALB29060.1
7I_E‘actcvbaciﬂus nantensis WP_057891358.1
Lactobacillus kimchiensis KRO00948.1
Lactobacillus crustorum WP_075887595.1
Tactobacillus crustorum WP_057866778.1
Lactobacillus sp. HBUAS52074 WP_137432106.1
bacterium BCRC 81127 WP_135371766.1
3l Lactobacillus futsaii WP_057815020.1
Est?_actabacillus farciminis WP_059073618.1
72| Lactobacillus formosensis WP_119317969.1
Lactobacillus farciminis WP_010019494.1
Lactobacillus alimentarius WP_057740205.1
Lactobacillus paralimentarius WP_056968297.1
sIfactobacillus paralimentarius WP_025085181.1
ggLactobacillus tucceti WP_057763729.1
Lactobacillus tucceti DSM 20183 KRK65692.1
? Lactobacillus sp. 184-8 WP_125591665.1
Lactobacillus sp. 116-2 WP_125711688.1
2 Lactobacillus sp. 33-7 WP_125675817.1
Eolaactobacillus manihotivorans WP_054714804.1
Lactobacillus porcinae WP_125706824.1
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L3t Lactobacillus saniviri WP_056991947.1
Lactobacillus saniviri JCM 17471 = DSM 24301 KRO18630.1

Vagococcus acidifermentans WP_126815122.1
A‘i_— Vagococcus sp. 551995 WP_125983078.1

LEVagococcus carniphilus WP_126791524.1
Vagococcus fluvialis WP_086952327.1

—W Streptococcus suis WP_044776791.1
. Streptococcus suis CYW36753.1

Streptococcus suis TIH99496.1

Lactococcus plantarum PCS08204.1
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— Enterococcus faecalis WP_104855096.1
- Enterococcus faecalis WP_010816028.1
Enterococcus faecalis WP_033917857.1
??IF Klebsiella pneumoniae WP 142491254.1
Enterococcus faecalis WP_002374287.1
Enterococcus faecalis WP_109538021.1
Enterococcus faecalis WP_016626733.1
Enterococcus faecalis WP_002356647.1
Enterococcus WP_002380622.1
Egnterococcus faecalis WP_078126830.1
Bacilli WP_002397120.1
Enterococcus faecalis WP_123844369.1

o Enterococcus faecalis WP_113794446.1
_[agirnterococcus faecalis WP_126266777.1
| Enterococcus faecalis WP_062775368.1

Enterococcus WP_002359680.1
Enterococcus faecalis WP_142960895.1
— Enterococcus faecalis WP_002376658.1
Enterococcus hirae WP_126343671.1
Enterococcus hirae WP_095454208.1
Enterococcus hirae WP_010737780.1
:Ignterococcus hirae 0JG53455.1
Enterococcus hirae WP_081123318.1
Enterococcus hirae WP_034866992.1
Enterococcus hirae WP_010718875.1
Enterococcus hirae WP_088775471.1
Enterococcus durans WP_146895788.1
Enterococcus WP_104661465.1
Enterococcus durans WP_115235858.1
89F Enterococcus durans WP_125758772.1
%ﬁwterococcus WP_005875931.1
> Enterococcus ratti WP_071855598.1
Enterococcus villorum WP_010752134.1
— 68 ngnterococcus villorum WP_081183824.1
— Enterococcus faecium WP_148783946.1
— Enterococcus WP_070629096.1
%ntemcoccus faecium WP_142667153.1
Enterococcus faecium WP_072538545.1
— Enterococcus faecium WP_129156376.1
90| r Enterococcus faecium WP_087625919.1
Enterococcus faecium WP_002336766.1
Enterococcus faecium WP_098379771.1
5Enterococcus faecium WP_081186086.1
BEsnternccn':cus faecium WP_002390592.1
Enterococcus faecium OUK47484.1
Enterococcus cecorum WP_016252406.1
TI{ETnterococcus cecorum WP_087214484.1
Enterococcus cecorum WP_047242475.1
56 Enterococcus cecorum WP_047334455.1
I;I'[c,eotragenococcus halophilus WP_103892693.1
Tetragenococcus halophilus WP_103103506.1
Vagococcus salmoninarum WP_126781954.1
Carnobacterium maltaromaticum KRN87969.1
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|11_(ij%teria kieliensis WP_115752626.1
I Listeria thailandensis WP_122865592.1

Amphibacillus xylanus WP_015010197.1

| Bacillus sp. E(2018) WP_137789638.1
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Peptococcus niger WP_091792104.1

Bradymonas sediminis WP_111335650.1
—— Bdellovibrio bacteriovorus WP_061834159.1

Bdellovibrio bacteriovorus WP_148279000.1
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Amphibacillus jilinensis WP_026065193.1

_|j Amphibacillus sediminis WP_067838507.1
— 85

Amphibacillus marinus WP_091494196.1
jl—ooBacillus coahuilensis WP_059282614.1

Bacillus coahuilensis WP_010172536.1
Bacillus alveayuensis WP_044893739.1

ngciIIus sp. J37 WP_026559319.1
Bacillus halosaccharovorans WP_078434320.1

27 Bacillus litoralis WP_146946672.1
_| 80 Bacillus weihaiensis WP_072580020.1
Bacillus litoralis WP_066337680.1
Bacillus sp. SA1-12 WP_046514736.1
Bacillus sp. DSL-17 WP_136351213.1
Bacillus sp. YR335 WP_111614954.1
Bacillaceae WP_095298174.1
[o9; Fictibacillus phosphorivorans WP_144700728.1

Angomonas deanei EPY28674.1

Leptomonas pyrrhocoris XP_015663343.1

eptomonas seymouri KP190122.1

Leishmania donovani XP_003863714.1

gLeishmania major strain Friedlin XP_001685610.1

100

69

58

Leishmania tarentolae GET91629.1
Leishmania infantum JPCM5 XP_003392723.1
Leishmania mexicana MHOM/GT/2001/U1103 XP_003878134.1
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{Ig_éeishmania panamensis XP_010701986.1
Leishmania guyanensis CCM18359.1

qogtrigomonas culicis EPY31327.1

L Strigomonas culicis EPY23218.1
Phytomonas sp. isolate Hartl CCW67751.1

|
2 phytomonas sp. isolate EM1 CCW60358.1
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80

Bodo saltans CUF47068.1

Trypanoscma conorhini XP_029230943.1
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28 — Trypanosoma rangeli XP_029241890.1
lﬂu‘i‘rypanosoma rangeli SC58 ESL11007.1
Trypanosoma cruzi strain CL Brener XP_812177.1

— Trypanosoma cruzi RNC57323.1

Trypanosoma cruzi marinkellei EKF32757.1

;’srypanosoma cruzi EKG03581.1

Trypanosoma cruzi RNF19742.1

Trypanosoma cruzi RNC45185.1
Trypanosoma cruzi Dm28c ESS65720.1
Trypanosoma cruzi strain CL Brener XP_820709.1
Trypanosoma cruzi PWU98203.1

Angomonas deanei EPY29689.1

Leishmania braziliensis MHOM/BR/75/M2904 XP_001567663.1

Trypanosoma theileri XP_028881435.1

4|98— Trypanosoma grayi XP_009313250.1

- | Il_goctoccccus plantarum WP_068159974.1

— Lactococcus reticulitermitis WP_094784994.1
Lactococcus lactis WP_058209582.1

95%_— Lactococcus garvieae TRF1 ETD03833.1
9

8
Lactococcus garvieae PCS00011.1
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