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Supplementary Figure S1. Hydrophobicity analysis of amino acid sequences of LcCOBL. The vertical
axis indicates hydrophilicity (positive value) or hydrophilicity (negative value). The horizontal axis

represents the length of the amino acids.
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Supplementary Figure S2: Prediction results of GPI modification sites of protein sequences of LcCOBL.
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Supplementary Figure S3: Prediction results of signal peptides of protein sequences of LcCOBL.




DeepTMHMM - Most Likely Topology | Type: Globular + SP

DeepTMHMM - Most Likely Topelogy | Type: alpha SP+TM

DeepTMHMM - Most Likely Topology | Type: Glabular + SP

outside outside Outside
signal | —— Membrane = Sgnsl =
hedel o s 10 10 200 0 30 0 et w0 w0 w0 mOewe me me w0 wo 6
DeepTMHMM - Posterior Probabilities DeepTMHMM - Posterior Probabilities DeepTMHMM - Posterior Probabilities
10 10 10
08 08 [
Zos Zos Zos
i H 2
2os Eos £os
— Membrane
02 0z — huide 02
— owside — ouside — ouside
— ot — sl — sgnal
00§ s 10 10 200 250 30 30 00 o) 200 300 00 00 g 100 200 0 40 50 600
Sequence Sequence Sequence
DeepTMHMM - Most Likely Topology | Type: Globular + 5P DeepTMHMM - Most Likely Topology | Type: Globular + SP DeepTMHMM - Most Likely Topology | Type: Glabular + SP
Quiside Outside Outside
signal - =— signal Signal =
nsoe g 50 10 156 200 250 00 350 nside g £ 100 150 200 ey 100 200 300 40 500 600
DeepTMHMM - Posterior Probabilities DeepTMHMM - Posterior Probabilities DeepTMHMM - Posterior Probabilities
10 Lo 10
o8 08 o8
Zos Zos Eos
3 H H
K F 2
£ o4 £ o4 E o4
02
. — ouside &2 — amide — ouade
— sqnai — sgnal — sgna
00 o s im0 150 200 250 0 30 00 g % 100 50 300 0 100 200 00 40 500 600
Sequence Sequence sequence
utga DEPTMHNIM - Most Likely Topalogy | Type: Globular + 5
wiside
snal - —
wde 5 wo a0 mo a0 s0 60
DecpTMHMM - Posterior Probabllties
va
Eos
H
Eos
02
— omm
e
"y me e W we e e
Sequence

LcCOBL7

Supplementary Figure S4: Prediction results of transmembrane domains of LcCOBL proteins.
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Supplementary Figure S5. ClustalW was used for multi-sequence alignment of LcCOBL protein
sequences. The Maximum Likelihood (ML) tree was built using MEGA X and 1000 bootstrap repeats.

The tree was visualized with the online iToL.
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Supplementary Figure S6. Amino acid sequences of each motif. The font size represents the frequency

of the respective amino acid.
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Supplementary Figure S7: Subcellular localization of LcCOBL2, 4 proteins in L. chinense calli (a) and
in onion epidermal cells (b). In these pictures, GFP indicates green fluorescence photography, bright field
indicates bright-field photography, RFP indicates red fluorescence photography, and merged indicates
the fusion of green fluorescence, red f fluorescence and bright field photography. The red fluorescence

locates the nucleus, and the green fluorescence locates the LcCOBL proteins.



