Figure S2a

Domain architecture of class C GPCRs in Neocallimastix californiae (Nc)
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Figure S2b

Domain architecture of class C GPCRs in Anaeomyces robustus (Ar)

Tx in reg.
115713

0457 12:320
JoEM

107348 210388

i

' 30&-::62 [sa-751] Jeos-aes |:31 are] [ie23e1] 75 ex |

Ar_ 002 Ar_003 Ar_004 Ar 008 Ar_012 Ar_023 Ar [!11 Ar_ 016 Ar_017 Ar_018 Ar_022 Ar_024

Domain architecture of class C GPCRs in Piromyces finnis (Pf)
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