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Complexity in Calliactis polypus

Hayden L. Smith, Peter J. Prentis, Scott E. Bryan, Raymond S. Norton and Daniel A. Broszczak

‘II 10 2|D BP 40 SID GD ?IO SD QP ‘IDO 1:ID 120 I"‘D 140 150 160 ‘I?D ‘IEG 190 2?0 ZIDE
Consensus -K-EINIIA-P SHG-YER------ ARKR- lrﬂ-————Rm——-———-————PCIstDQQPDlEE———— ————— WOF -GYCEDYGOQP - - - -- - - rcxklcspcsrkn -<PPnpselcl:xnuu:xp-—-——Hlvmm:qu—-rmvxvmnvcmc uxpmsm K- psm
Identity | T et dde = Lk . . Ahkb bl BN o el bl e .
1. Edia_TR42756_c0_g1_i2 B s sEVARVYLSYLES S -ClB-  ----- LslsK- === I NDOKR === mmm = = mmm EEKNVTEKERFVDERDTL LABNA U TANG ) | [ E——— LCORTEL GEFP . E-CRYEHPPADCEBEREBCY EVEl- - - -R RWBODRCKL H5 - - AYEYRYCRRYCGMC -RRP  SWPW-----—----G
2. Tpro_TR18117|c0_g1_i1 MssBavBevLsVLLAPACHEBM  ----5 1AKTND | TNEBS -- - -KEMABOP -—- - - - -——-KEENL TH TP KMVCK] B e i | EORTEOGER PRV - ERARKQOY Y CEBERDBC SBR-- - sHREOONCOR ¥ P-- s YAYDYCRK 1CGBICLERS | 16 - —------=--- PRIS
3. Tste_TR3057 | c0_g1_i1 WK ClLC | FAL | &Y -5BA-YyR----TsKERC-BLENI - E E 141 CKRSCS POGP =P - EK= LGP | vwCBBCRABCGRVY KQF KEKPETSHP=--RYSY L YCRRHCNF C- KK
4, Cpol_c51121_g1_i1 OKECHL CCFAL | AY -SBA-¥HR -~ - -Ns EBRR-BLOBI F - L1 & =====GEP -NYCVBHKBIND L - - - - VOT L CKRTCS KCBPAN-  KEAGA | BLCEBLRSBCARVYNLI CENPELTHS=-KYSY | YCRKHENY C-SGPBGR = -=======-= PSKK
5. Nann_TR20486 |c1_g1_i1 BexBvSELOCF LB AG-SBA-¥TR---55SEBRR-BLOE 1 5---- - -==R |R=====E EP -NYCMBYD P KDP | GAEVHA | CRRSCSPOBPTN- K2 LGP | BLCBBKRRBCS F | voTYKRIWNEDADTSHS - -RYS¥HYCREYCNF C-SGPBBR - ---------- BEEK
6. Edia_TR39505_c0_g1_i‘] B-sB il vBALAVH-SEA-YVRRORSOTEMEESHFAEIES LDEPVERVOA- - vl 5 LMD vEGy  Bo -5 YElBHE MNP | -—--v T TLEKRSES PEEPA P - ¥ KaPASK L EEECREBCKE = v TR yQAlH LKL PE THEHF LDY S L HYCREYCGlE -RY
7. Tpro_TR39043|c0_g1_i1 Bescvrcll FIBTHI AR -58A-F SR --=-DASMKE - FLOSEMDFQEFEMETS - - W TAS0G5 LEG -5 YORBHK ANP | - ===V TTOCKRSCSACEP 20~ KAPAPABGCOBLRRBCR EKYTFYONY F STNLEKTHY - =G¥5 KR YCRKYCGHIC - SKPKRSF LPARSTYNRKNPFR | RR

8, Tste_TR18633|c0_g1_i1 NS TFAVFFALFAVLEAA - LEGE --- RTC | GERRKE-  KPPAPYVOCEDKRKBC HFVEl----H s YNIE | CKVMIP - ~TYAR EYCK SYEGY C-NTV
--— RTCLC<RFo- KPPAPFRECKBLRTBCH ml————H clm:k YASMYCK SYCkIIC - MR

9. Cpol_c44161_g1_i1 s ABFEVLSVSLLVSGLER-  ------ - IGEA ME \
Signal Peptide e Matc ptide Matc
Peptide Match

10. Nann_TR35413|c0_g1_i1 WsTMFABLVVVSVARE - - ------ - ~===SGLKENF === ===~ ===~ LE5MMKEHAPGL CEB- - - -NEIN QEP - YYEMBNF 5 VCPRTCLRE<RNG- KPPAPPRECHELRKBCHYAR- - -~ FTYEMK | CREVP- - SYASKYCSKFCGF C-5DK

11. Smer_TR48834 |c2_g5_i3 W vl | Ravicolll Gl BS- - ---- ROP - YOEDYGD: P --FCRRICS PCEPARGVE | PF PAADCABORNDC s sEM- - - -HllH sRoCCHERP - - VYA KYCKKYCNIIC

12. Aplu_TR58956 |c0_g1_i2 MK CBACC | WV P A SEGSYRG A=F | KR-BFEQEM--- -ROCEEKP - - ' AD HLP- -=FCRRTCS PCGRKK ~KP FAPAGYCEBKR KBCKN | M- - - - Il 1A NRCE BRIF - - TYAF L YORSYCN | € -8R ABGSMW-K === == = == == P

13. Mgri_TR114683_c0_g1_i1 BRI | EACCE | WP -SEEsYRG A KRB Ol - - - -RECEEKE - - ‘ 3 3 (Bs - THCKBYEH —-FCRRTECS PCBPKS -BKE AP AGY CEOKRIBCK | | M- - HE e BB -~ TYA! MYCR S YON | C -8 BESEN- - --p

14. Smer_TR48834|50_32_i1 WL S IG5 CCANYP - SOGSYR 5 - - - - 5AK | KR-BFADE- -- -ROSK ————— L EED=- -FCKRTCS PCGP | VPIBKP PAPSTECCNKRDDC P FIBN- - - - HIBYGF NHCKD@P - -TYASKYCKKYCNIIC -8 SFGES/AW-K- ---p

15. Aver_TR61655|c0_g1_i1 N S EICHNAC s BANNIIF - SEG-YR 5 --NRRABICR- | FAKMM--—-RE FCRATES POGBPK S -IKP PAPSHECEOKRBOCK | | K- - HIllF 0VNRCK TBP--TFAF MYCKKYCN | C-Q: CBBSIN-K---------- P
- FCRRTCS PCGPKS - KP PAPSMECEDKRODCKT | M- - - - HIll- DVNNCKTEP - - TFAF MYCKKYCN | € -Q7 CBGSMW-K === === == -=P

16. Aver_TR61655|c0_g1_i2
17. Aten_c56338_g1_i1

18. Abud_TR124326|c0_g1_i1 MKEEECEACCE VWY | P -SEGSYRR - - - -T- ABKR - BFCOBE--- -
19. Asul_TR35659_c1_g1_i1 IM'K-C“\CCIA-PP SEESYRR - -~ T-ABKR- lFL_--——RD(_-
20. Ecar_DN76072_c3_g3 i1 ?

21, Nvec_c50003_g1_i1

Figure S1. Alignment of amino acid sequences for the Unknown 12C candidate genes and the consensus sequence and identity percentage above. Annotation of the
candidate identified in the Calliactis polypus acontia proteome is depicted with the signal peptide and peptide matches from the mass spectra of the SWATH-MS and DDA
pooled acontia sample. Consensus identity percentages are as follows, green bar for 100 %, yellow bar for > 50 % and < 100 %, and red bar for < 50 %.



