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Figure S1. Alignment of N-terminal extension of TNRC6A proteins in
(A) mammals and (B) human and non-mammalian vertebrates. Shadowed are amino acids with positive BLOSUM62 score.
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Figure S2. Phylogenetic reconstruction of GW182 protein subfamilies (TNRC6A, TNRC6B, TNRC6C) in human [Hsa (Homo sapiens)] and ray-finned (sarcopterigian) fishes [Dre (Danio rerio), Ame (Astyanax mexicanus), Tni (Tetraodon nigroviridis), Tru (Takifugu rubripes), Gac (Gasterosteus aculeatus), Oni (Oreochromis niloticus), Xme (Xiphophorus maculatus), Pfo (Poecilia formosa), Ola (Oryzias latipes)]. Number of nodes represent posterior probabilities for Bayesian inference.
[image: image3.png]HsalTNRC6C

HsaTNRC6B

1 0.98

HsaTNRC6A
BfIGW182

T CquGW182C
— AaeGW182C

1—AgaGW1 82C
—— AdaGW182C
1—CunW1 82B
— AaeGW182B

1—AgaGW1 82B
—— AdaGW182B
1 CquGW182A
— AaeGW182A

0.98

AgaGW182A
AdaGW182A

1

DmeGW182

06




Figure S3. Phylogenetic reconstruction of GW182 paralogs in mosquitos [Cqu (Culex quinquefasciatus), Aae (Aedes aegypti), Ada (Anopheles darlingi)] and selected chordata species [Bfl (Branchiostoma floridae), Hsa (Homo sapiens)]. The tree is rooted with the GW182/GAWKY protein from D. melanogaster.
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Figure S4. Ka/Ks ratios of functional regions of GW182/TNRC6C proteins. (A) Distribution of Ka/Ks ratios for different domains in GW182/TNRC6C proteins. (B)-(D) Relationships between Ka/Ks ratios of W-containing domains (ABD and MMC) and (B) UBA, (C) RRM, (D) PAM2.
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Figure S5. The relationships between Ka and Ks of (A and C) the ABD and MMC domains and corresponding molecular complex interacting domains (B) PIWI of Argonaute (AGO) and (C) NOT1 of CNOT1.
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