* 20 * 40 * €0 * 80 * 100
Secondary struciure s
XKP_012049402.1/CnhVND2: I8 A A AIPLT LTRGEAGA HitGC GELEE T GRRNVGGEML Y RV TDEAS ARYS TD T TECTAY[E Y APV TELMS SF P TWOTAS Tigs) DTE
ARTEH493.1/2IW0  : BHFEM-—————————————————————————— ————— - ————— —————| JFGARATAN

SEFPIIWOTAS TTBNDTERIQOT

XP_00319376€.1/CgwR4ACl:
M rweTAS IS DTERCO!

XP 570561.1/CnjRICZ:

EITECTAYEYRAPVTOTLR
TECTAY[EYAPVTE IH

AR IGRENVGGPMLYERLEVTDEASAAIASTD I
. L WE I GERNVGEEMVYILIRIE TDEASAAHETD

MipST aaa ltlt g a ah gcgg eigrrnvggpm y r vtdeasaa std tectay yapvt safp iw tasil dte ggLf iNs3
* 120 * 140 * 160 * 180 * 200
- N —— e———— =

Secondary struchure
¥P 012049%402.1/CnhVND2:
LATEB493.1/2IW0 :
¥P 003193766.1/CgwR4C1:
XP_570561.1/CnjRICZ:

* 220 * 249 * 260 * 280 * 300

Saecondary struchure
XP_01204 $402.1,/CnhVND2: — G SNESNIEAT T, 550
ALNTEB493.1/2IW0 : y 3

¥P_003193766.1/CgwR4Cl: QAMEAHDE NEVVER" 1§
XP_570561.1/CnjKIC2: -—[Gileriliglizinog :

PlgamRahdeGH 6cvHTSsHgyetalSnevvialeyyt2ZkRidatlGvtP cwRpPYgdvDnrvrmia gLnlttI wsdDT DS agt gvl gdvt
* 320 * 340 * 360 * 380 * 400
Saecondary struchure —
XP 01204%402.1/CnhVND2: | VTV LNEE TSNS TS WM _AEGE
AATEG453.1/2IW0  : FNNEM 8157 D OIRR S LT — — — Q@ T DTLE ——— ——————— I Ghe o —————— o

8Y
SS

XP_003193?66.1/CQ'WR4C1 HI G GHET Y ERHE TLNEET TNY TISWENISMER . T KSR
XP_570561 (o) )0 Aol BN v OnY ' T DR A SNGT Y TTHGEV VI NHEL TNY TIMSVFMTMFPF I RSAFLE Y IVPMC TAYNI TQEVWESNVTCPNFETYISGVTNISSSTTORDGSSSTN
nyg 61dkaGnglY¥tthgpéVIinHebtnyTesvE mfpRéksaf yivp ctayni3gp¥ esnétcpnfetyisgvtnis sttgkdgssstn
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[/ Co o

* 420 * 440 * 450
Secondary structure s o
XP_(12049402.1/CnhvND2: |[B- ARG AlTSERnEEreci st e i - - e s anansicaviauns! : 455 [l Strand
AMTER493.1/2IW0  : ————————————— GECLGDAPENWYRAHHHHH-——————————————————— ——H : 254 [ Helix

XP 003193766.1/cgwR4C]l: [ESTsPERE SuEREsnEEEEESEE S fin SERIAS GALGMYDE LS GMGLT : 460 — Coi
XP _570561.1/CnjRICZ: [ESRAGERERIESEEEERES ISkl A SEEe S AT GMFDEL. S GVG LV LECVIY : 458 | Active site
g =]

sas ts sddssssg = s as sgalgm d 1lsg gl 1 gv agvmll

Figure S1. Secondary structure prediction and protein alignment. This alignment is made from 2IWO0 (PDB, template) and group 4 proteins
included Cda2. CnhVND2 (Cda2, XP_012049402.1), which is a query for predicting 3D structure, and 2IW0, which is a template name for
modeling in Fig. 4, are shown. CgwR4C1 (XP_003193766.1), and CnjKIC2 (XP_570561.1), are group 4 proteins besides Cda2. For the

secondary structure prediction by PSIPRED (ver. 4.0) (Buchan and Jones, 2019), the gray small square, light green square, and red square

indicate the coils, helixes, and strands, respectively. The cyan shade indicates an active site.
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