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AG-447-G04 - - - - - - - - - - - - - - - - - - - - - - -MNTT LPT AT LL MALIG S 1 L L R N R DGR H TMTLL VTM 1 SAIF Y VQGM DT K A
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
100 102 104 106 108 110 112 114 116 118 120 122 124 126 128 130 132 134 136 138 140 142 144 146 148 150 152 154 156 158 160 162 164 166 168 170 172 174 176 178 180 182 184 186 188 190 192 196
AG-390-L03 TVY 1 LI VIPLQMVE LIMJAAIGKA -NSGM SVMIM LV GG Y LJGE Y INAT 1GMA v LYV F s GKAAAKSGNKALVT
SAG-MED06 TVY 1 L1 VIPLQMVE LIMBSAAIGKA -NSGM SVMIM LV GGY LJGE Y INAT 116 M A v LYV F s GKAAAKSGNKALVT
-313- TVY -
Proteorhodopsin AG-313-D21 1 L1 VIPLLMVE 11 RAWVGNA-5SGGI s MLVAGYMBE Y I NAWA VIG L A A LYV F A GKMASDKAPASVQQ
AG-893-E23 TVY v LI VIPLQMIE I IMMAAVAAV -SAGI T MLVAGYAJGE FINAWA VIGIL A A LY 1 FA GKAAADKCPAAVQT
AG-313-D08 IVY 1 L1 VIPLLMIEMBIFII KAWVMGASISTNS T MLIGGTFABIEIAMLISAS 16 MV Al 1wl FG - -ASKAADAINAGYVKS
AG-447-G04 I VY 1 L1 VIPLLMIEMBFII KAWMGAAVSSSS T MLIGGY LWGIE VMSAS 16 M I AVvENI WBlI FG - -ASKAAEAINAGVKA
AG-390-L03 TAL 1 LLTFPLTILT VMMBK S\M[T DI -KRGM T WVIAQLLMGIAY[GYMSVT LVIG!IV L 1 GREIL YM GRANASCNNERVQM
SAG-MEDO06 TAL 1 LLTFPLTILT VMEBK ST DI -KRGM T WVIAQLLMGIAY[GYMSVT LVIGIV L 1 GEIL YM GRANASCNNERVQM
AG-313-D21 TIL 1 FLNFPMQV LTI AMBMEM SIVM[V KV -KQGM T FIVAEFLGA YMSKT VIGIL Vv L LGIL YV GRANAKCGINENTIQM
FArhodopsin
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AG-313-D08 I 1L L I LITTHTMQI VL 11 SANVTKY -SsAL s MV IGEFLGA YMSAT 1 1V L LGEIL YM GRANIESGNEATHM
AG-447-G04 I VL L I LITTHSMQV VL VIMTAVTKY -5ssAL T MV IGETFLGT YMSAT 1 IV L LGIEIL YM SRCNIESGNEATHM
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- - - - - - - - - - - - - - - - - - - - - - - - - — — - Bostaurus (sp|Q08DN8|FLOT1)
- - - - - - - - - - - - - - - - - - - - - - - — — — — Homo sapiens (sp|075955|FLOT1)
- - - - - - ----- - - - - - - - - - - = - — = — — Musmusculus (sp|O08917|FLOT1)

- = - - - - - - - - - - - - - - - - - - - - — — — — — — Rattus norvegicus (sp|Q9Z1E1|FLOT1)
#: - - - - - - - - - - - - - - - - - - — — — — — Bostaurus (sp]JA6QLR4|FLOT2)

- - - ---------- - - - - - - - — - — — Homo sapiens (sp|Q14254|FLOT2)
- - - - - - - ---=- - - - - - - = - = = — — Musmusculus (sp|Q60634|FLOT2)
-—-—------------ - - - - - - - — — — — Rattus norvegicus (sp|Q9Z2S9|FLOT2)
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Q _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ AG447-EO05 Pedosphaerales; Verrucomicrobia
] Exiguobacterium sibiricum (sp|B1YL66|FLOA)
bootstrap Bacillus subtilis (sp|P54466|FLOA)
_— Staphylococcus aureus (sp| QBNWB3|FLOA)
+ 50 Staphylococcus epiderminis (sp|QSHNX4|FLOA)
e 75 Bacillus fragilis (sp|Q64X50|FLOA)
® 100 Opitutus terrae (sp|B1ZUR4|FLOA)

Rhodopirellula baltica (sp|Q7UQD2|FLOA2)
B - = = = = = = ACRATERR)

- - - - - - - - - - - - - - - - — - — — AG-453-F22
Tree scale: 0.2 —— -—-=--=--=----- - - - - - - - - — AG-911-M08
- - - — = - - - - - - - - - - - - - — — AG-915-E13 .
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. Alphaproteobacteria
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- - - - - - - - - - - - - - - - - - — — AG-349-J18
- - - — = - - - - - - - - - - - - — — — AG-899-M15
S = - = = - eEmmEn
- - - - - - — — — — — — Escherichia coli (sp|P77306|YQIK)
— — — 0 O D SO ) Gammaproteobacteria
- - - - - — — — — — — — Brevundimonas ponderis (WP_225910307.1)
- - - - - — — — — — — — Caulobacter flavus (WP_101712759.1)

- - - - - — — — — — — — Mariibrio halodurans (WP_210682937.1)

- - - - - - — — — — — — Mesorhizobium kowhaii (\WP_111547003.1)
- - - - - — — — — — — — Rhodoligotrophs (WP_137389432.1)

- - - - — — — — — — — — Hypericibacter adhaerens (WP_151114884.1)
— — — = B Pseuqothloglobus FAR

- - - - - — — — — — — — Pelagibacterales

_ - _ _ _ _ _ _ _ — — _ HmMB59 gene cluster
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