Membrane
nside

Probability

Outside
Membrane
Inside

Probability

Membrane
nside

Probability

Outside
Membrane
nside

Probability

DeepTMHMM - Most Likely Topology | Type: alpha TM

Membrane
0 00 200 300 400 500 600 00 800 eide
DeepTMHMM - Posterior Probabilities
10
08
>
M
]
3
fos
— Membrane
=i 02
— Oaside
0 100 200 30 40 S0 600 700 800 o
Sequence
CmHAKI
TMHMM - Most Likely Topology | Type: alpha TM
Deep lost Likely Topology | Type: alpha ol
Membrane
Inside
0 10 20 M0 40 50 60
DeepTMHMM - Posterior Probabilities
10
08
>
Zos
3
H
£os
— Merbrane 2
sde.
— Qutside
00
0 10 20 M0 40 %0 60
Sequence
CmHAKS
DeepTMHMM - Most Likely Topology | Type: alpha TM
Qutside
Membrane
nside
0 100 20 X0 40 S0 600 700 800
DeepTMHMM - Posterior Probabilities
10
08
>
£os
H
2
£os
— Membrane
e 02
— Outside
0 100 20 X0 %0 %0 600 70 80 o
Sequence
CmHAK9
DeepTMHMM - Most Likely Topology | Type: alpha TM
Membrane
0 10 200 %0 40 0 60 b
DeepTMHMM - Posterior Probabilities
10
08
>
Zos
]
H
£os
02

0 100 200 0 40 500

0

0

Supporting information
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Supplemental Figure S1. Number of predicted TMRs of 14 CmHAK proteins in

Cucumis melo.
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Supplemental Figure S2. Promoter element prediction analysis of CmHAK

genes.
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Supplemental Figure S3. Phylogenetic tree of the HAK gene family.
At-Arabidopsis thaliana; Os- Oryza sativa; Fve- Fragaria vesca; Vv-Vitis vinifera;

Ca-Capsicum annuum; Cm- Cucumis melo.



