Figure S1 - Minczuk et al.

Secondary structure EEEE? EEEEE EEEEEEEEETEHTE

Homo sapiens 159: sjdv F GT AW AEB (1) RXKLT V- -DwQQ sBrRwWsS:191
Danio rerio 176: spdv c GT AllA(1)RARTV--DWQQAICQS:208
Trichoplax adhaerens 137: SpE L G F AYVESS(1) RELT LB - -DWREKLCF--:167
Saccharomyces cerevisiae 68: S A GV AF SPSU(5) DPLPKM-LDWQKIINLEE:105
Schizosaccharomyces pombe 41: GhE I. G I S Y CRN(4) DSKV IPd- HNWS VE LTE:77
Escherichia coli 3: I Gpel P G S VTGY CAMNY (3) GRQT SRdL G S -G CI TK-:37
Rickettsia prowazekii 14: 1 GRf)) P ALG GW-ANBA(3) STKT HRJL A S - G T I KTHS: 49
Cowpox virus 25: 1 CAIGAEART(l) —————— VKD - - - - - --- : 45
70% consensus pllthn t pphtrshh h P
Secondary structure HHHHHH HHHHHH HHHHHH EEEE?E

Homo sapiens 193:MRG Ifds s sVPJLEEISSIISK MPE 2D FFAEBEIX TG L : 225
Danio rerio 210:MKGTR4LA SDRJLEDIS SVISS FPAA FKPSII:244
Trichoplax adhaerens 171:TSNSQT—TENVIG—IRRT LPAALADVEREPAOC AsATI: 203
Saccharomyces cerevisiae 117:NPAETSE LVFNLT-EYLTFES MPIP FIE QRTI:ISO
Schizosaccharomyces pombe 90:Q P S SIJAD LSIQLF-NTLHE - KFN ¢ H VESRIEAR O R YR : 122
Escherichia coli 41:LPSRPKL IYAGVT---EIIT QFQPDVYRMNNEAIOVFMA::72
Rickettsia prowazekii 53:IHNRBJAF INFILE---KVIL EYQPNIPWSEIETF V[H: 84
Cowpox virus 51:LD——SKLDE-- -SSDWER(7)QYEY T TRAAMAAIR QPR - : 85
70% consensus h h psp hhhEPp P
Secondary structure HHHHHHHHHHHHHHHEH EEE HHHHHHHEH

Homo sapiens 235:PpI LA EEE IEE 2AEEERI 2 L AN (9) oK SEIN R N AN RER : 275
Danio rerio 252:P VMM HBAR TRAA ARISARI A LEA S (9) KEAANRUM R I S A RB: M8 : 292
Trichoplax adhaerens 211:NTGREPRAR IRARA ARIBARY C VEA O (2) KA SPI{N A K T A% bRy : 242
Saccharomyces cerevisiae 159:DPIKNIQSNE(17)MSSDPHR V@] : 207
Schizosaccharomyces pombe 130:EW TEARRAN MBARA SEIESARY A LR Y (14) FRARASEAS P K S T4 V@] : 175
Escherichia coli 76:D S ABAKBAG ORI GRS V 2PNV (4) PRI ERN{2A A R OKBY40O TR4 : 111
Rickettsia prowazekii 88: VT SPAKEAG YENI G s L4 G (4) DR QO EBI K P N TR K TR4 : 123
Cowpox virus 94:YF IBdGRIL YH T - - - - - - - - (3) KR cfMs PVMSGSYR:121
70% consensus h h hcthhh h hh h hhphh
Secondary structure HHHHHHHHHH H?HH?HHHHHHHHHHH

Homo sapiens PR D LRl I VR F LBNEVINAE L Y DISI L LEYN I A FR4] L FkLE
Danio rerio 298:DCIRTSG A A R KPVBU T (32) E RIS ~ BARA O ~ AW F EBA : 360
Trichoplax adhaerens 252:KKT-DAI LEN(24) DIRA S o) CBARA O ~ BALSY Y DY : 303
Saccharomyces cerevisiae 226:lHSKD SR I KK KESA s (53) DB < B 5 ¢ BRI M E Y : 308
Schizosaccharomyces pombe 186: S KKK S R V/QREYA K EFAEE D (25) DY) < P4 1 ~ sl M REY : 241
Escherichia coli 114: 1 GSAEK S ORAQ H MAAR T (9) ARIEWN:) ~ BAFN 1 - [FRLE:] - cB:i : 152
Rickettsia prowazekii 126: |G HAGK E QA v MBEIT 1 (10) /S E PN ~ R8N . ~ Rahdlled - L' : 165
Cowpox virus 122:IR KRS VIEESA . D BH - (15) DN BN . 2f¥{RR4V L D : 166
70% consensus P P phh h h pnhhnshh shhh h



Figure S2 - Minczuk et al.
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Figure S3 - Minczuk et al.
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Figure S4 - Minczuk et al.
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Figure S5 - Minczuk et al.
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Figure S6 - Minczuk et al.
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