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Figure S1. Motif sequences identified in CcCesA proteins of C. citriodora. The height of different amino acids
represents repeatability. The scale bar at the bottom indicates the length of the motif protein sequence.
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CcCesa3 LT : 648
CcCesad L 621
CcCesas DL 623
CcCeshé L 643
CcCesh? 655
CcCesas : TQUFLGEECINY 542
CcCesng L 641
CcCesAl0.1 H : 654
CcCesal0.2 H G ¥ : 583
CcCesAll EGHEN T ) RGN E: v 2] =) INH Y] TSEKI IZDR VIENRN) LDGHOGP T : 654
PeEGW MQDGTPWPGNN 4DhPGMIQUVSLG GnELP LVYVSRE4RPg5 HHKKAGAMNAL6YVS 1n dcdhy nnska eamcf mdp c vqfpqrfdgid dry n n vifd N64GLDG QGP6YVGTGC F R ALYGy
* 700 * 720 *
CeCesal : DBVLTEADLEP------ NITVKSECGPREEECKGSDRK - D 794
CcCesa2 : DPEVSOKRBRMTCDC-WPSCECH EEGLEG QRSN KR F GO SRS T EM LIKEATHY T MH : 759
CcCesA3 [EEGVEG GRS Flh FEO! 797
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CcCesAl0.2 : DAETKKKPPRKTCNCWPKWCCL-| EEGIEG- - T o : 735
CcCesAll  : DAZAKKKRBSKTCNCWPKWWCC-| EEGVPG - - VS! i) G <EATRV" YEDKTEWGREVGWT ILT i ;806
P EK FGgS T16

CeCesal 962
CcCesa2 927
CcCesa3 965
CcCesad 922
CcCesas : SRR i : 923
CcCeshé : C v < > TWY) B TR PLLYY CTLPANCLLY o 3 BBk G c J BETD Sls . 961
CcCesh? : C as. 5 SRHEPLIY] 4 G > TLPARCLL] - SLUF v ETEWRNEQ C LAGVDTNFEVTE K EETE]
CcCesns { A E 1LBGVDTNF : 859
CcCesag KVLAGTDTNFEV" : 960
CcCesAl0.1 : s : 2 LAGVDTNF| : 974
Cocesalo 2 : Gy v 1 . 903
CcCesAll  : PR AP RLE() R S\ ) LIy CTLPARCLLT| Pl cH e Eiv T GoWSBE & : 974

S6YC6P RPAFKGSAPINLSDRL vawmcsem SrHcP6WYgS T4wLoR Yén 6YP T 6PL6 YC36PA CLLT KFI P 6sn AS6 F6 LF656 6LE W GV I WWRNEQFW6IGGVS HLFAG quLK6Lag6lTlFth Ka
CeCesal : 1082
CcCesa2 : ATTLLIPPYTLIILNMVGY 1045
CcCesa3 : LYK TSLLT PRy M T I‘ 1085
CcCesad : TTLLIPPETILIINLY 1040
CcCesas : rLLHpHHL INLV 1041
CcCeshé : YUBKWTTLLI PPATLLI INLVGVVIC 1080
CcCesh? 3 1096
CcCeshs 978
CcCeshs 1079
CcCesal0.1 1092
CcCesal0.2 v ) : 1021
CcCesall  : ME KT P g TNNGHRE] a8 LKGHLG! 8 rrwvR INDE] : 1092

¥ eLY KWTILLGDD T6616N66G6V G 3 AGN Gy WOPLEGAGFFa WVI HLYPFLKG 6G4QIR 3L6WVAILPF c

Figure S2. Alignments of the deduced amino acid sequences of CcCesAs in C. citriodora. The three aspartate
(D) residues, the QxxRW motif and CxxC motif that are critical for the function of CesA (see text) are marked by
the shade of cyan.



