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Rat_Rhin3 IQITIIQIAI AGHEGKENKEC EBEPAE 88
Mouse_p205 AGHEB 88
Mouse_p207 AGHGE 88
Mouse_p204 SGHEGK 88
Mouse_p211 SGEGK 88

Rat_Rhin2 AGESKENEMW 88
Mouse_p206 AGISIIIIIC 88
Mouse_p213 AGESK 88
Mouse_p208 AGHSK 88

Rat_Rhin4 AGHESK 88
Mouse_p203 AGEB 88
Mouse_p212 AGHBKE 87

Rat_Rhin5 AGEBQE 87
Mouse_p209 AGNBaolE K 87
Mouse_p214 AGNNVQENKEN K 87

Human_IFIX AGEGKENEEE K 88
Chimpanzee_IFIX AGHEGK 88
Human_IFI16 AGHEGK 88
Chimpanzee_IFI16 AGHGK 88
Human_MNDA ACEB 88
Chimpanzee_MNDA ACEB 88
Dog_1 AClINK 88

Dog_2 ACNINK 88
Dolphin_a Acl 88

Pig_1 Acll 88

Cow_1 Bcl 88

Pig_2 TCENN 88

Horse_a ACNINK 88
Elephant_b ACEB 88
Elephant_a Tcll 88
Hyrax_a ACH 88

Hyrax_b EvEEKEQ- GA TCEDNENEEE 88

Hyrax_c IMIITIP GA ACVBKENEEE 88
Elephant_1 ASH 88
Sloth_a AsN 88
Armadillo_1 TclH 88
Sloth_b AGNH 88

Horse_4 Tcl 88

Horse_2 TC. 88

Horse_3 ER ACNBARE 88

Horse_5 EvEESEP- Ec ACUBDAENDEN 88
Mouse_Aim2 lllQ SAG- AA SANMTRANNEE 87

Rat_AIM2 SANMAKANSHE 87

Armadillo_a lMlQNAGGll SAEBRTHANE 88
Horse_AIM2 EviioN¥G- ANl SAMTRTHHVE 87
Treeshrew_a EvEQNAG- UM SANITKT 87
Human_AIM2 EvEQNAG- AN SANMMKT 87
Chimpanzee_AIM2 MESK ETcGEBNETBE EvEQNAG- Al SANMEKT 87
Opossum_1 MNKKEGEN-  ESGEEEEQNE cMKKQEPR- cP SEVNKENENE E 84
Tas_devil_1 MMSKEGEN- @ EESETEEBEE SMKAKEG- Al ERHETNVE AQ 85
Wallaby_a MENANMGNM- E ERAEDEEGSE K MENEKEG- AE PAEKTTHKEE K 85

Consensus MVNEYKKIVL LKGLEPINDY HFRMVKSLLA HDLKLTKKMQ DEYDRIQIAD LMEEKFP-GD AGLDKLIELF KDIPELKDLA KTLKKEKLK
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Supplementary Figure 4. Alignment of pyrin domains from PYHIN proteins. Alignment was performed with ClustalW2, with minor adjustment to position the gaps in
accordance with evident gaps in a nucleotide sequence alignment. The pyrin domain is encoded by a single exon in all PYHIN proteins. Sequences were derived from three
sources — (1) reference sequences for established genes, (ii) predicted genes in NCBI or Ensembl databases, (iii) de novo exon prediction following identification of sequences
homologous to human IFI16 or AIM2 using TBLASTN searches. See Table 1 and Online Resource Table 2 for accession numbers for sequences used.



