Sup. Fig. S5 Sequence alignment of selected PRD class proteins
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GSSLAALEILSIAE-PDLHIEILASSCID.Q'D TNVVP YGRPYIS

a3 |
II-S FIATGVLLP

HMENSSLNNLLMLESFAQSLSPRNPIMEAAVPSQPLLNVPYP YGRPYIS
GSTGSPPNNTLPPPIIPYSLLSAFYSLSSANISTSPEINEGEKVKAV
MYNPYYYPDTSDSGSPSSLSCSSLDYDVPPPPQYERKDVARS SGRNOL
--------- MPHTGQOAGVNQLGGVEVN
-MPHTGQAGVNQLGGVEVN!
——————————————————————————————————— MPHTGQAGVNQLGGVEVN
----------------------------------- MPHTGOAGVNQLGGVEVN
--MPHTGQTGVNQLGGVEFVN
-—--MDPLOWGQTGVNQLGGVEVN
OLAGPLAMEQTYGEVNQLGGVFVN
OLAGPRAMEQTYGEVNQLGGVEVN
——————— MEPAFGEVNQLGGVEVN:
------------------------------------ MEPAFGEVNQLGGVEVN:
------------------------------------ MDQTFGEVNQLGGVEVN!
--MHYGMEQTFGEVNQLGGVFVN
MRRLLDTEQSTFGEVNQLGGVFVN
—----MDPESQCPQYGEVNQLGGVEFVN
PSANNFITQSQGIEWITAMNDIQNGAEDSHSSQGSISGDGHGGVNQLGGVFVN
-------------------------------- MPQSGRSGHGGVNQLGGVEVN!
DFFSKAGIGLETMONTWAGPYGPPTFPYQLQPRAYDVFAGHGGVNQLGGVEVN
ADPFSAMHPGHGGVNQLGGVEFVN
ADPFSAMH-RHGGVNQLGGVFVN
MDLEKNYPT TS TGHGGVNQLGGVEFVN
MDL NYPT TIRTGHGGVNQLGGVEVN
----- MPHNSIRSGHGGLNQLGGAFVN
----- MPHNSIRSGHGGLNQLGGAFVN
----- MDRMTTMASMGSMOQHHGDSGGHGGVNQLGGVYVN
PGPGONYPRSGFPLEVSTPLGOGRVNQLGGVEIN:
PGPGONYPRSGFPLEVSTPLGQGRVNQLGGVFIN:
PAPGONYPRTGFPLEVSTPLGQGRVNQLGGVFIN:
PGPGONYPRTGFPLEVSTPLGOGRVNQLGGVEIN:
YPTAMFSYHLAALGLMPSFQMEGQGRVNQLGGVFIN
---------- MIQPGRSFAAPGFPLEGOGRMNOLGGLFIN
MAVSALNMTPYFGGYPFOGQOGRVNOLGGVFIN
MDMSSANSLRPLFAGYPFQGQGRVNQLGGVFIN
MTVTAFAAAMHRPFFNGYSTMQODMNSGOGRVNQOLGGVF IN
--------- MHODGISSMNOLGGLFVN
----------------------------------- MOQODGLSSVNQLGGLFVN
———————————————————————————————————— MONSHSGVNQLGGVEVN:
---------- MONSHSGVNQLGGVEVN:
-MPHRAWTLORPADEHAQYSPVOADPGHSGVNQLGGVEVG
MMEF STDSANGHSGVNQLGGVEVN

CLSRGGGGAQALPDCAGPSPGHPGHPG.
CLSG-GGGARALPDCAGPSPRR---SG.

-------- MMLTTEHIMHGHPHS---SVGQSTLFGCSTAGHSGINQLGGVYVNGRPLP-———————————————————————————DSTRORIVELAHS - -GARP-CDISRILQ---VSNGCVSRIL-

———————— MEGLAAEDPM TAQRNFYSALDFSGSDLGHSGVNQLGGAFVNGRPLP ————————— == — e e e e e - — - —_DSLROKIVELAHS - —~GARP-CDISRILQO---VSNGCVSKIL -
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GLGGKSATAMEAVDATTGAQPHSTSSYFTTTYYHLTDDECHSGVNQLGGVEFVGGRPLP ———————————————m—m e —— e — - — — DSTROKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-

——————— MFVSLTDDDTASNSVGSPDVDSPNSKKSROKRGHSGVNOLGGVFVNGRPLP———————————————————————————__DSTRORIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-
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--—-CPGSA
--—-CPGYA--
—-ENDNATWQQ-

-RACRTASCS
- TASCS
- TENQ
-KDAKEGRTE----SPLVLAVRD

-GSIGGS
-GSIGGS
-GSIGGS
-GNIGGS
-GSIGGS
-GSIGGS
-GAIGGS
-GAIGGS
-GAIGGS
-GAIGGS

EQLIRDGVCTRDNAPS--RSSINHI
VCDPSSVPS--ISSI

EQLQQ
EQLOQ
DRLLQ

DOLLA(

ICDPSSVPS--ISSI
ICDPSSVPS--ISSI
VCDENTIPS--VSSI
ICDETTIPS--VSSI

DOLLTLGICDEQNIPS--VSSI

LLADGVCD!
LLADGVCD!
LLADGVCD!
LLADGVCD!

YNVPS--VSSIS
YNVPS--VSSIS
YNVPS--VSSIS
YNVPS--VSSIS

oH -

QPTPQPALPYNHIYSYP-

QH--QPAPQPALPYNHIYSYP
QSNVSLSVQPAIPYNSIYAYP
GNNTIQHLQHSGYDPVKDHHRPMYN

I
I
I
I
I
I
I
I
I
I
-GAIGGS -VTTPTVVNHI LLADGVCDKYNVPS--VSSISRI
-GAIGGS -VTTPT HI LIADNVCDKYNVPS--VSSISRI
-GAIGGS -VTTPN HI LLADGVCDKYNVPS--VSSISRI
-GAIGGS —VTTPIVVNYI LLSEGICDKTNVPS--VSSISRI
-GVIGGS -VATPPVVDAIAN LLAEAICSQDNVPS--VSSI I
-GVIGGS -VATP LLAEAVCDNENVPS--VSSI I
-GVIGGS -VATP LLAEGVCTAENVPS--VSSI I
-GVIGGS -VATP ONPTMFAWEI LLAEGICDNDTVPS--VSSI I
-GVIGGS -VATP QNPTMFAWEI LLAEGICDNDTVPS--VSSI I
-GVIGGS -VATP ONPTMFAWEI LLQEIVCDNDTVPS——VSSI I
-GVIGGS -VATP ONPTMFAWEI LL 'VCDNDTVPS--VSSI I
-GVIGGS -VATP QNPTMFAWEI I
-GVIGGS -VATP ONPTMFAWEI I
-GVIGGS -VATP ONPTMFAWEI I
-GAIGGS QVTTPDV. ENPGMFSWE I DAVCDRNTVPS--VSSISRI
-GAIGGS QVTTPDV: ENPGMFSWEI DAVCDRNTVPS--VSSISRI
-GAIGGS QVATPDV.
-GAIGGS QVATPDV.
-GVIGGS -VATPEV. EGICDRSSVPS--VSSIS
-GTIGGS -VATVEV. LLNEIICDQQNVPS——ISSIS
-GVIGGS -VATPDIE LIEAGVCD.QNAPS——VSSIS
-GVIGGS -VTSPEIE LIIEGFADP———PS——TSSIS
-GVIGGS -IATPEIE LT EGVCDISTAPS——VSAIS
-KGIGGS -LATPPVV. TPS--VSSI
CIGGS -LATPAVV. APS--VSSI
IGGS -VATPEVV, LLSEGVCTNDNIPS--VSSI
IGGS -VATPEVV, LLSEGVCTNDNIPS--VSSI
IGGS -VATPEVV. LLSEGICTNENIPS--VSSI
IGGS -VATPPVV! LLOQEQVCTQDNIPS--VSSI
-RAIGGS -VATTPVVQKIAD ECPSIFAWEI LLSEQVCNSDNIPS--VSSI NLAS
-RAIGGS -VATPEVVNKIAD ECPSIFAWEI LITENVCNTDNIPS--VSSI NFQON
-RAIGGS -VATAEVVSKISQ ECPSIFAWEI LLOQENVCTNDNIPS--VSSI NLAA(
-RAIGGS -VATAEVVSKISQ ECPSIFAWEI LLOENVCTNDNIPS--VSSI NLAA(
-RAIGGS -VATPEVVGKIAQ ECPSIFAWEI LLSEGCCNQDNIPS--VSSI NLASEN
PGLIGGS -VATPTVVSKIEQ ENPTIFAWEI LISEGVCTNATAPS--VSSI I AAE
PGLIGGS -VATPTVVSKIEQ ENPTIFAWEI LISEGVCTNATAPS--VSSI I Bﬂﬂ
PGLIGGS -VATPTVVSKIEQ ENPTIFAWEI LITEGVCTNATAPS--VSSI I HHE
PGLIGGS -VATPAVVAKIEQ ENPTIFAWEI LISEGVCSNATAPS--VSSI I Hﬂﬂ
PGLIGGS -VATPAVVAKIEQ ENPTIFAWEI LISEGVCSNATAPS--VSSI I Bﬂﬂ
PGLIGGS -VATPAVVSKIEQ ENPTIFAWEI LISEGVCSNATAPS--VSSI I HHE
PGLIGGS -VATPAVVSKIEF ENPTIFAWEI LISEGVCTNGTAPS--VSSI I Hﬂﬂ
-GTIGGS -VATPEVVSKIELYRQENPTIFAWEI LISEGVCTNSTVPS--VSSI I Bﬂﬂ
-GAIGGS -VATPAVVEKIESYKHENPTIFAWEI LVADGVCTTSTVPS--VSSI I AAE
lSTIGGS -VATPTVVMKIEEYKSGNPTIFAWEI LLIEGICTQSNLPS——VSSI I Hﬂ“
-AGGAGT -VATPQVVAKIEQ DNPTIFAWEI LISEDVCTTP--PS--VSSI I BHE
--GGAGT; -VATPQVVAKIEQ DNPTIFAWEI LISEAVCTTP--PS--VSSI I AAE
linker R ED subdomain
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_____________________________________________________________________________________________________ EEHD HLQDNT LFFSIENL NESTSS.IIYFS
_____________________________________________________________________________________________________ PSHD LLFSIENI TDA——GSVIYFS
__________________________________________________________________________________________________________ PLPFSIERILSPDI-RKEIGTYP

LHKHWLWNPSLLYYTQAHIQAQAAASGGQFLPYA-GGYLPHAMAAAAASSTSALGGF SESSIDLSTPGAAGDALSDCDSG SSPAALSLTASGGGNGAGSAPEASPGSTLSHS NPYSIEEL
LOKHWFWNPSLLYYTQ-HVQA—-———— ATQFLPYA-ASHPGQTPTAAYFPASMHGGGYTKSESSIDLTTP-SAGDALSDCDSGKSSPATINLSSTSTSSCNNNA—————— TTNTNS NPYSIEEL
LHKHWLWHPSLLYYSTQHSQA—-———— ANHFLPYAQAQCPPYFHAASSGGGSSVIGGALSTEGTIDLVAH-SVGDALSDCDSGKSSPAT-SLNAAPTHAGSLSGGESSAHGNVTNC NPYSIEEL

—--—-TPQKPTDHTLAMSRLHGIHGGV! SHSIEDILNQQQQQIVTSPLS

--GHIGYDVMNRFAGPYSPPTLP

--GYNAEDLLGYQSMFGRYQGVP
---------------------------------------------------------------------------------- SWPSAHSVSNILGIRTFMEQTGALA
---------------------------------------------------------------------------------- SWPSAHSVSNILGIRTFMEQTGALA
----------------------------------------------------------------------------------- TWPSSHSVTDILGIRSITDQ----V
------------------------------------------------------------------------------------ VPTPPGVPAIP----GSVALPRTWPSSHSVTDILGIRSITDQG---V
--------------------------------------------------------------------------------------- GPMTSKVPSPACSVPGVGVGVGPMCIPR-WPSSHSVTDILGYRSALQAM-———
---------------------------------------------------------------------------------------- PLYPYPCGPGPANTKSITTNQAALRWPSSHSVHDILGFRHAGMMGOG-—
--------------------------------------- TPISQGYDNRKNPTIMTQPTAPAPIYNHQFYPYSCSTPSMPPVHSSQMPVSQPLAQLNPNKPPQPASNCVTPCMMRAWATSSHSVNDILGFRPPPMOQPMAP
GGSVSSNGGONNGTSASNNINLSNLGNPGGGPHHPHHHHHHQSAAAAASAHHVHAHAHAHA-HLYNSIYQPYSAAAAY SMKTPCGSPSPPQGAGGQGSVPHPHOLRSVAAAAAAAHWPSSHSVSDILAHHQAVALRASCO
————————————————————————— VHHHQQHHVSQSLGGGHIATESVDSSTGTIGEPQPPTSNSSANSVNTNVSASASVHASIPTSGTDSVQVSVGHINANSNETTHINS-TAEQRTTGYSINGILGIQHGHHSHNNN-
------------------------------------------------------------------------------------- ---SASSPITTASSPPTTITVTTDNDRCSYSINGILGIPGKAGT-----
-------------------------------------------------------------------------------------------- HTSPSVDTGSPPLSHQPSPNSEIQRAPYTITGILGIPQSQTAQTMVD
————————————————————————— TPDG———— === === — ——————— e ————_ASPPVSSASNDPVG-SYSINGILGIPRSNGE----—
------------------------------------------------------------------------------------ ASPPVSSASNDPVG-SYSINGILGIPRSNGE-—--—

——————————————————————————————————————————————————————————————————————————— NAPGSDSAQNGSSYSINGILGIHHSNPE-——-—
-------------------------- B — — o EAEESE HSIDGILSERASAPQS—-—-
-------------------------- B — EAEESE HSIDGILSERASAPQS—-——

------------------------------------------------------------------------------------------------------ EDDGE HSIDGILGDKGNRL -
----------------------------------------------------------------------------------------------- EEDGE HSIDGILGDKG! -
----------------------------------------------------------------------------------------------- SEDEEPRPSDDISVNDNEKSSKYSIDGLLAD!
——————————————————————————————————————————————————————————————————————————————————————————————— ---EHERKVCRADGNAE NSHSIEGIL -
------------------ PAX6 ———————————————————————————————————————————————————————————————————————————i-DYTINGILGC‘——————————
———————————————————————————————————————————————————————————————————————————————— MSSASGSPAGDGTRKASSSCGSDVSGGH-—————————
---------------------- GLPC TR RS P AV L A P AV L~ — = — = — = = — = = =
---------------------- SLHWTQLRS PAVLAPVL P — — — = — — = — e e e e e e e e
------------------- MGADGMYD:! ENGOTEBSWE - - ———————————————— e e e e e e - - - — TR PEWY PE TSV PBOPTOB - — — — — ———— = === —————m e e e e -
------------------- MGADGMYD:! LNGOTGSWG — — — = = = = = = = e e e e e e e e e e e~ TRPGWYPGTSVPGOPTQD — — — = = == — — — m e e e e
------------------ QSADPOMLERLRLLNGN — —AWP — — — = = = = = = = = e e e e e e e e ———HPGPWPYPPSTAGAPPPQTN - — — === — == ——m e e
------------------- MGGEPVEDRLRLLNGO~—THP — — = = = = = = = = e e e e e e e e e e e e —RTGPWYSTGPPPIPHNVP IS TN - — === = — - mm e m e e
------------------------------------------------------------------------------------------------------------------------------------------ MY
------------------- QONESVYERLRMENGQTEGWA — — — = — = = = = = = e e e e e e e e e e e WY PSNTTTAHLTL PPAASY — — = — = == = ————m e m e m e e
——————————————————————————————————————————————————————————————————————————————————————————————— GSLSWSPDTTANWPFAANSSVDFGTPSADSTRDTSASSISAS-———
TATPLNSSESGGASNSGEGSEQEAIYE LLNTQHAAGPGPLEPAIAAPLVGQ———SPNHLGT——ISSHPQLVHGN-HQALQQHQQQSWPP HYS-GSWYPTSLS--EI--PISSAPNIASVTAYAS—————— GPSLAH
TATPLNSSESGGASNSGEGSEQESIYE LLNTQHAGGS——LDPA————IAIS———SPNHFGTNPHSSHPQLVHSQQHQQASQLQQASWPP HYSTGSWYTSPLNGSEIPIPVSSGSSMTSVAVYAP—————— GSTTSQ
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