(A) RFO (365 amino acid positions in alignment)
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ODU62432.1 - Lautropia sp SCN 66-9 (Betaproteobacteria)
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OUV54040.1 - TMED127 (. Gbad Alphaproteobacteria
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a113408,4+a34977,6+a144555,3+a133033;3 - plastica

_ESNMIZMSG TR12126_c0_g1_i |1&Spwo4||7545 TR9347_c0_g2_i1 - Spit cf.
Hemi2|4330_TR1524_c0_g1_i1 - ¢ (+

CAMNT_0015340211 - Dy

CAMNT_0019139533 - Stygamoeba mgulara strain BSH-02190019 (Amoebozoa)
CAMNT_0001837805 - Vanno/la sp. DIVA3 517/6/12 (Amoebozoa)
AMNT_OC Vannella sp
CAMNT _( 0015310321 Cunea sp. BSH- 02190019 (Amoebozoa)
CAMNT_0007117921 -

sp.
CAMNT_0047890043+CAMNT_0047699147 - Paramoeba aflantica (Amoebozoa)
1017096.1 -

o CAMNT_0047937095 - Paramoeba aestuarina SoJaBio B1-5/56/2 (Amoebozoa)
ANDGO_03947.mRNA.1 - Andalucia godoyi (Jakobida)
CAMNT_0012705935 - Hemiseimis andersenii CCMP441 (Cryptnsia)
TR7227¢0_g1_i1+TR8768¢0_g1_i1 -
Rigiramo_a93143:8 - Rigifila ramosa (nglﬁllda) e ukaryotes
QUTJ01021994.1 - Goniomonas avonlea strain CCMP3327 (Cryptista)
CAMNT_0031798789 - Goniomonas pacifica CCMP1869 (Cryptista)
a10614,64+a126881,14 - Gefionella oksllyi (Malawimonadida)
GEZU01036110.1+GEZU01042541.1 - Heterolobosea sp. BB2
GECH01008653.1 - Farbyi (+
EFC47468.1 - Naegleria gruberni (Heterolobosea)
ELT01003328.1 - monoura (A
CAMNT_0000868963 - Pafpitomonas bilix (Crypus(a)
CAMNT_0038612617 - 46.84 (Gl hyt
scaffold-JKHA-2025799 - C) i SAG 34.90
NODE_20721_length_ 909 COV_: 3. 837209 )_g16548_i1 - Ancoracysta hwm (Alveida)
23519.1 - pha10_Bin2
PHY01518.1 -

WP_052545787.1 - Candidatus Hepatobacter penaei
WP_109261294.1 - Hyphobacterum indicum

WP_ 1277655641 - Rhodospirillaceae bacterium Gri0908

PJI29531.1 - Ferrovibrio sp.

ns

WP_119167427.1 - Rhodospirillaceae bacterium HHTR118

WP_119461561.1 - Rhodospirillaceae bacterium SYSU D80014
TAN60791.1 - Magnetospirillum sp.

WP_018718823.1 -

OHCB3454.1 - Rhodospirillales bacterium RIFCSPLOWO2_12_ FULL 67_15
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OUT50449.1 - Rhodosplnllaoeae bacterium TMED3
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PPR64112.1 -
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7
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.1 -
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PHQ72267.1 - Sneamrella sp.
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037579.1 - i
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1=
TAKO7988.1 - Rhlzomabdus sp.
'WP_121047918.1 - Sphingosinicella microcystinivorans
WP_060978946.1 - Blastomonas sp.
WP_116236232.1 - Parasphingopyxis lamellibrachiae
RCL81666.1 - SAR116 cluster bacterium
PLX36930.1 - Rhizobiales bacterium
PHS39047.1 - Robiginitomacutum sp.

sp

WP_( 1-C ectocarpi
RPF90009.1 - Rhizobiales bacterium TMED168
WP_021777683.1 - Candidatus er.ropelagos thuwalensis
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0.1 substitutions/site WP_ 1 - Candic i ubique




0GO46496.1 - Chiorofiexi bacterium RBG_16_64_32
PZC43026.1 - Chloroflexi bacterium

WP_ 1. Candic Acidianus is (Cr

0L$22874.1 - C: archaeon LC_3

RZD17355.1 - Deltaproteobacteria bacterium

WP_012513940.1 - sp. YO4AAST {Aquifi

WP 088725625.1 - Tepidibaciflus decaturensis (Firmicutes)

EQB70411.1 - Thermoplasmatales archaeon A-plasma (Euryarchaeota)
KUOBS5514.1 - Caldivirga sp. MG_3 (Crenarchaeota)

(————————— PSR32957.1 - Sulfobacilius benefaciens (Firmicutes)

PLX24856.1 -

PZR78002.1 - candidate division AD3 bacterium
WP_007516290.1 - Frankia sp. {Actinobacteria)

RIK65548.1 - bacterium
WP_072789546.1 - Femithrix thermotolerans (Actinobacteria)
WP_ 1 - Acidithrix i
TEX44926.1 - bacterium mtb01 i ia)
BL20166.1 - imi i bacterium

WP_053380432.1 - Nitrospira moscoviensis (Nitrospirae)
WP_129500149.1 - Candidatus Marinimicrobia bacterium
AGOB7992.1 - uncultured bacterium FPPP_13C3
ACY17804.1 -
0OLD47621.1 - Chloroflexi bacterium 13_1_40CM_2_68_14
PYQ53736.1 - Acidobacteria bacterium

DSM 14365 (D

P

s
0.1 substitutions/site

PHX63522.1 - F bacterium (F
RMG20681.1 - D bacterium
WP _ 1= ( )
AGKS53497.1 - Bacillus sp. INLAZE (Firmicutes)
WP_014449018.1 - L i i itrosp
AAO38360.1-L
TAKO78673.1 - irae bacterium
PY055600.1 - Candidatus Rokubacteria bacterium various
OLAG7641.1- Candidatus Rokubacteria bacterium 13_2_20CM_89_15_2
Pt o prokaryotes
WP_012827353.1 - Haliangi D ia)
TDI98428.1 - Deltaprateobacteria bacterium
TAK30016.1 - Chloroflexi bacterium
WP_104978591.1 - g (=] i
OFV89g962.1 - ia bacterium RIFCSPLOWO2_02_FULL_84_15
1-D bacterium
TAK28126.1 - bacterium (Ds
RLB55402.1 - Deltaproteobacteria bacterium
RMD86118.1 - Candidatus Dadabacteria bacterium
KIE52156.1 - marine MedAcidi-G1 i ia)
£ WP_011985130.1 - p. Fw109-5 (D
RPHQ0&37.1 - bacterium TMED221
1= ia bacterium
.1 -F bacterium
WP_106991276.1 - i caeni (G
JAA0922.1 - bacterium CG_4_9_14_3_um_fiter_62_6 {Gammaproteobacteria)
TAMS7651.1 - P. i
PCH58542.1 - SAR86 cluster bacterium (Gammaproteobacteria)
OFE13400.1 - iefta acticola i
RTZ64500.1 - ia bacterium
OGV73557.1 - bacterium RIFCSPHIGHO2_02_FULL_57_10 (Betaproteobacteria}
WP_096459247.1 - i vaniabifis ia)
RPG20600.1 - Gammaproteobacteria bacterium TMEDS7
WP_132425786.1 - Nil sp. Nm134
BAQ27927.1 - 7t d sk43H
WP_102767084.1 - aquatite
100, WP_047488230.1 - ium sp. CFO59
0JU73417.1 - Alphaproteobacteria bacterium 40-19
WP_021827550.1 - Holospora obtusa
WP_008612983.1 - Magnetospiniium caucaseum
RZI71872.1 - sp. - perhaps misi if phapi
WP_068075815.1 - Novosphingobium lentum
OLD92341.1 - Alphaproteobacteria bacterium 13_1_20CM_4_65_11
WP_099623516.1 - Caulobacter mirabilis .
PDHS6698.1 - alpha proteobacterium MED-G10 Alphaproteobacteria
PPR15995.1 - Alphap! bacteri ineAlphag_Bin3
RPH09344.1 - pr ia bacterium TMED194
PHR80927.1 - Robiginitomaculum sp.
WP_038466189.1 - Candidatus Paracaedibacter acanthamoebae
PPR78151.1 - ia b ium MarineAlpha2_Bin1
WP_116930912.1 - Rhodobiaceae bacterium
WP_031934690.1 - Candidatus Hepatobacter penaei
CAMNT_0019140397 - Stygamoeba regulata strain BSH-02190019 (Amoebozaa)
CAMNT_0053551829 - contaminant Vanneffa sp. (Amoebozoa)
CAMNT_0007135128 - sp.
EFC41941.1 - Naegleria gruberi (Heteralobosea)
CAMNT_0047897428 - Paramoeba affantica strain 621/1 / CCAP 1560/9 {Amoebozoa)
CAMNT_0047924525 - Paramoeba aestuanna SoJaBio B1-5/56/2 (Amoebozoa)
GEWA01018395.1 - i (
CAMNT_ 7 - Dy
GFYU01015285.1 - Ancoracysta twista (Alveida)
CAMNT_0015312889 - Cunea sp. BSH-02190019 (Amoebozoa)
0JV48041.1 - Alphaproteabacteria bacterium 43-37
scaffold-1JMT-2008475 :_repens - i [ sp. {
gnl[9066 - globosa {
GECHO01012528.1 - Pharyngomenas kirbyi (Heterolobosea)
GEZU01020712.1 - Heterolobosea sp. BB2 eukaryotes

ANDGO_07691.mRNA.1 - Andalucia godoyi (Jakobida)
TR45475¢3_g1_i1 - Developayefta elegans (Stramenopiles)
EWG01036731.1 - Cutosea sp.

CAMNT_0000886733 - Palpifomonas bilix {Cryptista)

a13726;63 - okellyi

a19276:14 - plastica

CAMNT_0001842745 - Vanneifa sp. DIVA3 517/6/12 {Amoebozoa)

Hemi2|14099_TR4780_c0_g1_i1 - ¢ jijk (Hemimasti

scaffold-JKHA-2026843 - Cy is SAG 34.90

CAMNT_0038662475 - it iana SAG46.84

1igD0001065_g6745 11 - Cyanophora paradoxa (Glaucophyta)

/—————— CAMNT_0035567585 - Rhodomonas sp. CCMP768 (Cryptista)

CAMNT_Q012729377 - Hemiselmis andersenii strain CCMP441 (Cryptista}
Rigiramo_a33510:26 - Rigifila ramosa (Rigifilida)

GGUN01039722.1 - Goniomonas avoniea {Cryptista)

CAMNT_0031832915 - Gonjomonas pacifica CCMP 1869 (Cryptista)
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positions in alignment)



