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1. Supplementary Tables

Table S1. The detailed information about the members of NADPH oxidases (NOXs/RBOHs) gene family in plants

Name Accession No. AA. | Tissue specificity and function Regulation References
Arabidopsis thaliana
AtRbohA 0O81209% 902 Expression in root Unknown (Sagi and Fluhr, 2006)
AtRbohB QISBIOR 843 Expression in germinating seeds. ABA signaling; Post-translational protein (Muller et al., 2009)
modifications
Function: seed germination and endosperm weakening
AtRbohC O81210R 905 Expression in root. ROP GTPases; Ca** (Foreman et al., 2003)
(Jones et al., 2007)
Function: root hair growth; uptake and translocation of Cd; antioxidant defenses; transport and
translocation of As and macro/micronutrients Unknown (Gupta etal., 2017)
Unknown (Gupta et al., 2013)
AtRbohD QOFIJOR 921 L ABA: (Jiao etal., 2013)
Expression in whole plant. (Li et al., 20152)
Ca’;
Function: root development; immune response to fungus; involving in complex with EFR and o (Morales et al., 2016)
Auxin independent; (Foley et al., 2013)
FLS2; Initiation or prevention of cell death dependent on the distance from pathogen attack; Pathogen- associated molecular patterns; (Pogany et al., 2009)
Salicylic acid; (Kadota et al., 2014)
trigger death in infection-damaged cells; inhibits death in neighboring cells; stimulate Ethvl (Liu et al., 2015)
ene; ’
. o . . Y (Chen et al., 2017)
autophagosome formation and limited hypersensitive (HR) cell death; rapid closure of leaf stomata | BIKI; (Dubiella et al., 2013)
SA;
and enhance resistance to bacterial pathogen; rapid defense response activation improving salt . L . (Ma' et a,l" 2012)
Purinergic signaling (Deinlein et al., 2014)
tolerance by regulating Na*/K* homeostasis and increase proline accumulation; mediate long- CPKS; (Ben Rejeb et al., 2015a)
Ethylene; (Ben Rejeb et al., 2015b)
distance cell-to-cell communication; regulateing rapid systemic acquired acclimation (SAA) and H . line: (Miller et al., 2009)
ypoxia sighaling; (Mittler and Blumwald, 2015)
systemic response to wound stimulis; abiotic stresses; hypoxia response; uptake and translocation H,0; signaling (Yang and Hong, 2015)
Gupta et al., 2017
of Cd (Gop )
AtRbohE 081211R 952 Expression in stamens, tapetum. Tapetal transcriptional network (Xie et al., 2014)
Function: pollen development
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Name Accession No. AA. | Tissue specificity and function Regulation References
AtRbohF 048538R 944 | Expression in whole plant. Ca?" ; Auxin independent; (Foreman et al., 2003)
(Jones et al., 2007)
Pathogen- associated molecular patterns;
Function: root development; immune response to fungus; HR-related cell death; ¢ P (Morales et al., 2016)
Ethylene; (Foley et al., 2013)
netabolomic responses and resistance; improving salt tolerance by regulating Na*/K* . . (Chaouch et al., 2012)
Na*™ accumulation; [Ca>*]cyt elevation; (Ma et al., 2012)
homeostasis and increase proline accumulation; protect leaves from salinity stress by Binding to AtSRC2 (Deinlein et al., 2014)
(Ben Rejeb et al., 2015a)
regulating xylem's loading of Na*; uptake and translocation of Cd; cold responses. (Ben Rejeb et al., 2015b)
(Kurusu et al., 2015)
(Gupta et al., 2017)
(Kawarazaki et al., 2013)
AtRbohG QISWIT7R 849 Expression in root Unknown (Sagi and Fluhr, 2006)
AtRbohH QIFID6R 886 | Expression in pollen tube. Protein Phosphorylation; Ca?* (Kaya etal., 2014)
(Kaya et al., 2015)
Function: pollen tube tip growth.
AtRbohl Q9SUTS8R 941 | Expression in root. Ethylene; Hypoxia signaling; (Lin et al., 2017)
Function: hypoxic response, response to ethylene and hypoxia signaling.
H,0; signaling
AtRbohJ QILZU9R 912 | Expression in pollen tube. Protein phosphorylation; Ca?" (Kaya etal., 2014)
(Kaya et al., 2015)
Function: pollen tube tip growth.
Brassica oleracea
BoRbohD D5LM24Y 200 Expression in whole plant Unknown (Jakubowicz et al., 2010)
BoRbohF D5SLM19YV 194 Expression in whole plant Unknown (Jakubowicz et al., 2010)
Citrullus colocynthis
CcRbohD CIIHQ9Y; EACF05505¢ 926 Expression in seeds. Function: drought tolerance; root development leaf morphogenesis. Unknown (Sietal., 2010)
Cucumis sativus
Expression in seeds; root. (Xia et al., 2009)
MAPK cascade; H,O, signaling pathway; (Niu et al., 2018)
CsRboh B6DQ62Y; AOAOAOLWESY 889 Function: brassinosteroid-induced stress tolerance; salt tolerance and regulating stomatal

closure; response to cadmium stress.

Brassinosteroid-induced pathway

(Jakubowska et al., 2015)

(Jakubowska and Janicka, 2017)
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Table S1 Continued

Name Accession No. AA. | Tissue specificity and function Regulation References
Fragaria x ananassa
FvRbohA gene31855* 1027 Expression in root, stem, leaf, flower, and fruit. Function: cold stress tolerance. Unknown (Zhang et al., 2018)
FvRbohB gene22214% 886 Expression in root, stem, leaf, flower, and fruit. Function: cold stress tolerance. Unknown (Zhang et al., 2018)
FvRbohC gene01814% 1865 Expression in chloroplast thylakoid membrane, root, stem, leaf, flower, and fruit. Unknown (Zhang et al., 2018)
Function: cold stress tolerance.
FvRbohD gene00215* 935 Expression in root, stem, leaf, flower, and fruit. Function: cold stress tolerance. Unknown (Zhang et al., 2018)
FvRbohE genel2928# 882 Expression in root, stem, leaf, flower, and fruit. Function: cold stress tolerance. Unknown (Zhang et al., 2018)
FvRbohF gene26084* 791 Expression in root, stem, leaf, flower, and fruit. Function: cold stress tolerance. Unknown (Zhang et al., 2018)
FvRbohH genel14024% 865 Expression in flower, and fruit. Function: cold stress tolerance. Unknown (Zhang et al., 2018)
Glycine max
GmNOX1 Gma01G222700° 927 Expressed in leaf. Response to JA, SA, ABA treatment (Zhang et al., 2019)
GmNOX2 Gma03G236300° 885 Expression in the root. Up-regulated under PEG stress and JA, SA, (Zhang et al., 2019)
ABA treatment
GmNOX3 Gma04G203200° 928 Expressed in pod. Unknown (Zhang et al., 2019)
GmNOX4 Gma05G021100° 820 Expressed in root, early flower, stem and pod. Unknown (Zhang et al., 2019)
GmNOXS5 Gma05G198700° 898 Expressed in flower, leaf, pod, and stem. Up-regulated under PEG stress. (Zhang et al., 2019)
GmNOX6 Gma05G212500° 941 Expression in stem, and pod. Unknown (Zhang et al., 2019)
GmNOX7 Gma06G162300° 941 Expressed in flower. Unknown (Zhang et al., 2019)
GmNOXS Gma07G130800° 859 Expressed in flower. Unknown (Zhang et al., 2019)
GmNOX9 Gma08G005900° 888 Expressed in stem, and pod. Unknown (Zhang et al., 2019)
GmNOX10 Gma08G018900° 941 Expressed in root, seed, and flower. Unknown (Zhang et al., 2019)
GmNOX11 Gma09G073200° 928 Transcript accumulation in the early flower. Unknown (Zhang et al., 2019)
GmNOXI2 Gmal0G152200° 825 Expression in the root Up-regulated under PEG stress and JA, SA, (Zhang et al., 2019)

ABA treatment
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Name Accession No. AA. | Tissue specificity and function Regulation References
GmNOX13 Gmal1G020700P 927 Expression in leaf, flower, and pod. Unknown (Zhang et al., 2019)
GmNOX14 Gmal5G182000° 936 Transcript accumulation in the early flower. Unknown (Zhang et al., 2019)
GmNOX15 Gmal7G078300° 821 Expressed in root, early flower, stem and pod. Unknown (Zhang et al., 2019)
GmNOX16 Gmal9G233900° 887 Expression in the root Unknown (Zhang et al., 2019)
GmNOX17 Gma20G236200° 889 Expression in the root Up-regulated under PEG stress and JA, SA, ABA treatment (Zhang et al., 2019)
Lepidium sativum
LesaRbohA JX312066%; J9WU02V 367 Expression in seed, root, leaf, cotyledons, bud, flower. Unknown (Miiller et al., 2012)
. Expression in seed, root, leaf, cotyledons, bud, flower.
LesaRbohB JX312067%; J9WPUGY 810 . L Unknown (Miiller et al., 2012)
Function: root development, Auxin signaling.
LesaRbohD JX312068S; J9WLY 1Y 356 Expression in seed, root, leaf, cotyledons, bud, flower. Unknown (Miiller et al., 2012)
LesaRbohF JX312069%; I9WMN4Y 943 Expression in seed, root, leaf, cotyledons, bud, flower. Unknown (Miiller et al., 2012)
LesaRbohH JX312070¢ Expression in seed, root, leaf, cotyledons, bud, flower. Unknown (Miiller et al., 2012)
Lycopersicon esculentum
Expression in flowers, roots, eaves, fruits. Function: response to pathogen and
LeRbohl QIXEG2Y 989 Hormone (Sagi et al., 2004)
wound.
LeWfil QILDD7Y 938 Function: response to insect feeding and pathogen attack. Hormone (Sagi et al., 2004)
Malus x domestica
Expression in field grown trees, shoot and suspension culture cell.
MdRbohD1 MDP0000703059* 927 . Unknown (Cepauskas et al., 2016)
Function: shoot development and stress response.
MdRbohD2 MDP0000262620* 965 Expression in field grown trees, shoot and suspension culture cell. Unknown (Cepauskas et al., 2016)
Function: shoot development and stress response.
MdRbohD3 MDP0000421679* 727 Expression in field grown trees, shoot and suspension culture cell. Unknown (Cepauskas et al., 2016)
MdRbohK MDP0000280452* 816 Unknown (Cepauskas et al., 2016)
MdRbohHI MDP0000160005* 857 | Expression in vitro shoots, leaves. Unknown (Cepauskas et al., 2016)
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Name Accession No. AA. | Tissue specificity and function Regulation References
MdRbohH?2 MDP0000195681* 886 Expression in vitro shoots, suspension culture cell. Unknown (Cepauskas et al., 2016)
MdRbohE1 MDP0000264232* 1145 Unknown (Cepauskas et al., 2016)
MdRbohE?2 MDP0000273819* 1064 Expression in vitro shoots. Unknown (Cepauskas et al., 2016)
MdRbohF MDP0000920069* 486 Expression in field grown trees. Function: shoot development and stress response. Unknown (Cepauskas et al., 2016)
Medicago truncatula
MtRbohA Medtr1g099800° 929 Expression in nodules, roots and root Hairs. Function: nodule nitrogen fixation. Hypoxia (Marino et al., 2011)
MtRbohB Medtr3gl151540° 923 Expression in stems, roots, root hairs, nodules, pods. Unknown (Marino et al., 2011)
MtRbohC Medtr3g151570° 917 Expression in low expression. Function: root development, Auxin signaling. Unknown (Marino et al., 2011)
MtRbohD Medtr3g151600° 729 Expression in roots, root hairs. Unknown (Marino et al., 2011)
MtRbohE Medtrdg144710° 932 Expression in pods, flowers and stems. Unknown (Marino et al., 2011)
MtRbohF Medtr7g067680" 849 Expression in root hairs and roots. Function: root hair development. Unknown (Marino et al., 2011)
MtRbohG Medtr7g138940° 895 Expression in roots, stems, flowers, pods and leaves. Unknown (Marino et al., 2011)
Nicotiana attenuata
NaRbohD B8PS20Y 937 Expression in leaves. Function: Herbivore-elicited responses. JA (Wu et al., 2013)
Nicotiana benthamiana
NbRbohA Q84KK8Y 962 Expression in leaves. Function: participate in H,O, Accumulation and pesistance to Phytophthora infestans. | Unknown (Yoshioka et al., 2003)
NbRbohB Q84KK7Y 939 Expression in leaves. Function: Transient PTI ROS burst and robust ETI ROS burst. MAPK pathway; Phosphatidic acid; (Yoshioka et al., 2003)
CBL10-CIPK6 complex (Yoshioka et al., 2016)
Nicotiana tabacum
NtRbohD Q8LRNS5Y 939 Expression in pollen tube. Function: pollen tube growth; plant defence reactions; response to fungals. Ca®" signaling; Phospholipids and (Potocky et al., 2007)
Rac/Rop GTPases (Potocky et al., 2012)
(Lequeu et al., 2005)
(Noirot et al., 2014)
NtRbohF A7LP32Y 962 Expression in pollen tube. Function: pollen tube growth. Ca®* signaling; Phospholipids and (Potocky et al., 2007)
Rac/Rop GTPases (Potocky et al., 2012)
NINOX1 DQ497543¢ 200 Expression in nectar. Function: microoganisms defence. Unknown (Carter et al., 2007)
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Name Accession No. AA. | Tissue specificity and function Regulation References

Pyrus bretschneideri

PbRBOHA Pbr018609.16P 962 Distributed on plasma membrane; Function: may play an important role in ROS Response to SA, ABA and MeJA. (Cheng, et al., 2019)
metabolism during the lignification of pear stone cells.

PbRBOHB Pbr037815.16P 964 Function: may play crucial role during the lignification of pear stone cells Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHC Pbr038667.16P 947 | Distributed on plasma membrane; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHD Pbr006277.16P 978 Distributed in cytoplasm; Function: may play an important role in ROS metabolism Response to SA, ABA and MeJA. (Cheng, et al., 2019)
during the lignification of pear stone cells.

PbRBOHE Pbr036006.16P 915 | Distributed in cytoplasm; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHF Pbr003403.16P 914 | Distributed in cytoplasm; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHG Pbr023445.16P 856 | Distributed in cytoplasm; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHH Pbr033955.16P 860 | Distributed in cytoplasm; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHI Pbr007212.16P 779 | Distributed on plasma membrane; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

PbRBOHJ Pbr037399.16P 701 Distributed in chloroplast; Response to SA, ABA and MeJA. (Cheng, et al., 2019)

Phaseolus vulgaris

PyRbohA Phvulv09102062 1 m.g" 899 | Expression in roots, leaves, shoots and nodules. Unknown (Montiel et al., 2012)
Function: enhancing Rhizobium infection and its release into the nodule cells.

PvRbohB Phvulv091013731m.g%; H2E690U | 881 Expression in shoots, roots, nodules; Low in leaves. Function: root growth and Unknown gﬁonﬁe% et a%., ggg;

S . L. . . . .. ontiel et al.,

development, rhizobial invasion, nitrogen fixation and symbiotic process. (Arthikala ct al., 2014)

PvRbohC Phvulv091002467m.g" 930 Expression in roots, leaves, shoots and nodules. Unknown (Montiel et al., 2012)

PvRbohD Phvulv091005473m.g" 890 Expression in shoots and leaves. Function: nodule nitrogen fixation. Unknown (Montiel et al., 2012)

PvRbohE Phvulv091006195m.g” 926 Unknown Unknown (Montiel et al., 2012)

PvRbohF Phvulv091020738m.g" 946 Function: root development, Auxin signaling. Unknown (Montiel et al., 2012)

PvRbohG Phvulv091007712m.g" 823 Unknown Unknown (Montiel et al., 2012)
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Name Accession No. AA. | Tissue specificity and function Regulation References
PvRbohH Phvulv091002934m.g" 914 Unknown Unknown (Montiel etal., 2012)
PvRbohl Phvulv091023888m.g” 926 Expression in shoots. Function: root hair development. Unknown (Montiel et al., 2012)
Solanum tuberosum
StRbohA AB050660¢ 963 Expression in tubers. GA/ABA (Kumar et al., 2007)
Function: wound-induced oxidative burst/ microbial resistant, dormancy break. (Liu et al., 2017)
StRbohB AB050661¢ 867 Expression in leaves, sprouting tubers. Function: pathogen resistance and dormancy break | MAPK; GA/ABA (Kumar et al., 2007)
(Yamamizo et al., 2007)
(Liuetal., 2017)
(Kobayashi et al., 2007)
AB1987166 . .o . (Kumar et al., 2007)
StRbohC 938 Expression in leaves. Function: pathogen resistance. MAPK cascade, MeJA (Yamamizo et al., 2007)
StRbohD AB1987179 858 Expression in leaves. Function: pathogen resistance. MAPK cascade, HWC, SA (Kumar et al., 2007)
(Yamamizo et al., 2007)
StRbohF AB064343¢ 944 Unknown Unknown (Kumar et al., 2007)
Vicia faba
VfRbohA G4XDS1Y; JF784279¢ 894 Expression in cotyledons Ethylene (Andriunas et al., 2012)
VfRbohB JF7842816 375 Unknown Unknown (Andriunas et al., 2012)
VfRbohC G4XDS2Y;JF784280° 950 Unknown Unknown (Andriunas et al., 2012)
Vitis vinifera
S U . - o -
VvRbohA XP_002277529.19;F6HUN7 043 Expre'ssmr1 in root; tendril; stem, leaf, ovule, inflorescence, berry. Unknown (Cheng et al., 2013)
Function: salt and drought response.
VvRbohB XP_002283888.1%;F614L7Y 894 Expression in root; tendril; stem, leaf, ovule, inflorescence, berry; inflorescence. Unknown (Cheng et al., 2013)
Function: salt and drought response; powdery mildew inoculation.
VvRbohD XP 002268641.16: 922 Expression in root; tendril; stem, leaf, ovule, inflorescence, berry; inflorescence. Unknown (Cheng et al., 2013)
- Function: response to salicylic acid and powdery mildew.
G.
VvRbohE XP_002277540.1% 893 Expression in ovule, inflorescence, root, leaf, stem, tendril and berry. Unknown (Cheng et al., 2013)
VvRbohH XP_002281695.16 841 Expression in tendril, root, stem, inflorescence, leaf; berry and ovule. Unknown (Cheng et al., 2013)
Function: response to salicylic acid treatment.
Festuca arundinacea
FRbohD KF8115026 716 ‘ Expression in leave and root. Function: drought tolerance. Unknown (Rohollahi et al., 2018)




13

Table S1 Continued

Name Accession No. | AA. ‘ Tissue specificity and function Regulation References
Hordeum vulgare
HvRbohA A2VB85 Y 963 Expression in leave. Function: response to pathogen; facilitation to fungal penetration. | Unknown (Trujillo et al., 2006)
HvRbohB1 B2DONSY;EU5668529 845 Expression in immature head, root, coleoptile tissues. Unknown (Lightfoot et al., 2008)
HvRbohB2 B2DON6Y;EU566853¢ 905 Expression in head, root and coleoptile; low in young leaf and flag leaf. GA; ABA (Lightfoot et al., 2008)
(Ishibashi et al., 2015)
HvRbohE B2DON7Y%;EU566854 986 Expression in head, root, coleoptile. GA; ABA (Lightfoot et al., 2008)
HvRbohB1 B2DON5Y; EU5668529 845 Expression in immature head, root, coleoptile tissues. Unknown (Lightfoot et al., 2008)
) o . . Lightfoot et al., 2
HvRbohB2 B2DON6Y; EU5668536 905 Expression in head, root and coleoptile; low in young leaf and flag leaf. GA; ABA ( ‘? 09 etal, 2008)
(Ishibashi et al., 2015)
HvRbohE B2DON7Y; EU566854¢ 986 Expression in head, root, coleoptile. GA; ABA (Lightfoot et al., 2008)
HvRbohF1 B2DONSY; EU5668556 946 Expression in root. Function: pathogen infection responses. Unknown (Lightfoot et al., 2008)
HvRbohF?2 B2DON9Y; EU566856¢ 963 Expression in young and flag leaf. Function: pathogen infection responses. GA; ABA (Lightfoot et al., 2008)
HvRbohJ B2DOPOY; EU566857¢ 843 Unknown Unknown (Lightfoot et al., 2008)
Olea europaea L.
OeRbohH KX648357G 833 Expression in olive pollen; Function: pollen germination and pollen tube growth. High sensitivity to DPI (diphenylene iodonium chloride) | (Jimenez-Quesada et al., 2019)
Oryza sativa
(Yoshie et al., 2005)
OsRbohA QOITI9Y 743 Functlf)n: plant immune re§por}se; deIV§l'0pment regulation and drought tolerance; Unknown (Chang et al., 2016)
ABA-induced -O; generation in the initial stage of leaf senescence. (Wang et al., 2016)
(Lietal., 2018)
Yoshie et al., 2005
OsRbohB Q5ZAJ0U; BAS720959 | 905 | Function: plant immune response. Ca?*; Rac GTPase (Yoshie et al., 2005)
(Wong et al., 2007)
: Function: icl t el ti i ination; ABA-i 0y Lietal., 201
OsRbohC Q65XC8Y; BAS950065 951 unc 10.n riadlc e and root elongation during seed germination; induced Oy Unknown ( 1 etal., 2017)
generation in the initial stage of leaf senescence. (Lietal., 2018)
OsRbohD QODHH6Y; BAS944496 | 819 Function: plant immune response. Unknown (Yoshie et al., 2005)
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Name Accession No. AA. | Tissue specificity and function Regulation References
Function: plant immune response and drought tolerance; regulate root (Yoshie et al., 2005)
OsRbohE Q8S1TOY; BAS751006 843 hair initiation and elongation; Unknown (Chang et al., 2016)
ABA-induced -O;" generation in the initial stage of leaf senescence. (Lietal, 2018)
OsRbohF Q0J595Y; BAT057186 1033 Function: defence response. Unknown (Yoshie et al., 2005)
L R . . S ) (Lietal., 2017)
OsRbohG Q69LI7V; BAT082636 1007 Functlon. radicle anq roc?t elonga?t%on during seed germination; ABA. Unknown '
induced ‘O, generation in the initial stage of leaf senescence. (Lietal, 2018)
Expression in roots; .
Y hi et al., 2017
OsRbohH Q2QP56Y; BAT175056 909 Function: ethylene-induced aerenchyma formation; radicle and root Interact with CDPKS5/CDPK13 EL??ta;IC 21 g 1 ;l) ’ )
elongation during seed germination. ”
OsRbohl Q2R351Y;ABA940896 936 Unknown Unknown (Chang et al., 2016)
Potamogeton crispus
PcRbohl QY9XEG3Y 180 Unknown Unknown (Amicucci et al., 1999)
Triticum aestivum
TaNOX1 TRIAE_CS42 1BL_TGACv1_030848 AA0102150.1F | 832 Expression in function. Function:plant immune response. Sensitive to biotic and abiotic stress; cold 1 (Hu et al., 2018)
Expression in whole plant. Function: plant growth regulation and Sensitive to biotic and abiotic stress and
TaNOX2 TRIAE_CS42 1AL _TGACvl 002261 _AA0040140.2F 972 ABA, SA, MeJA treatment; NaCl 1, cold 1, (Hu et al., 2018)
stress responses. drought 1, heat 1
TuNOX3 TRIAE CS42 1DL TGACv] 061195 AA0188450.1F 1160 Expre§s10n in root and elongation zone. o Sensitive to biotic and abiotic stress and SA (Hu etal, 2018)
- - - - - Function: root development and seed after ripening. treatment; drought 1, cold |
E . . Sensitive to biotic and abiotic stress and
TaNOX5 TRIAE CS42 3AL TGACv1 195088 AA0644550.1% 851 Function: plant immune response. (Hu et al., 2018)
- - - - - ABA treatment
TuNOX6 TGACv1_scaffold 195736 3AL:18346-27475F 976 Expression in stem. Sensitive to biotic and abiotic stress; (Hu et al., 2018)
- - - Development regulation; cold?
TaNOX7 TGACvI_scaffold_211536_3AS:54051-73959F goy | Expressioninseed. - Sensitive to biotic and abiotic stress: ABA 1 1y, o 41 2018)
- - - Function: response to biotic stresses and ABA treatment. and MeJA treatment;
E ion i d, stem.
TuNOXS TGACv1_scaffold 343050 4DL:40633-46817" 841 XPpression i seed, steti Sensitive to biotic and abiotic stress; heat] | (Hu ct al., 2018)
Function: response to biotic stresses and ABA treatment.
TaNOX9 TGACvI1_scaffold 343029 4DL:55967-62975F 921 Unknown Sensitive to biotic and abiotic stress; heat? (Hu et al., 2018)
TuNOX10 TGACv]_scaffold 404354 SBL:132580-133920F 918 | Expression in whole plant (except seedling, seed, booting,). tsentsmvet to biotic stress and MeJA (Hu et al., 2018)
reatmen
TaNOX11 TGACvI1_scaffold 375026 SAL:12006-19009% 919 Unknown Sensitive to biotic stress (Hu et al., 2018)
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Name Accession No. AA. Tissue specificity and function Regulation References
TaNOX12 TGACv1 scaffold 406190 SBL:21326-32065¢ 985 Expression in stem. Sensitive to biotic and abiotic stress, ABA treatment; |y ) 901g)
drought?, coldt, NaCl|
TuNOXI13 TGACY] scaffold 377290 SAL:27991-34187F 847 Expre§51on in seed, sterg. A Sensitive to biotic and abiotic stress, ABA treatment; (Hu et al., 2018)
~ - — Function: response to biotic stresses and ABA treatment. drought?, cold?

TuNOX14 TGACV1_scaffold 393979 SAS:10356-14798E 877 Expression in stem. -~ Sensitive to biotic stress; Development regulation (Hu et al., 2018)
Function: response to biotic stresses and ABA treatment.

TaNOX15 TGACvI_scaffold 513624 6BS:121044-129225% 957 Expression in seed. Function: root-hair-tip growth. Unknown (Hu et al., 2018)

TaNOX-likel TGACvI _scaffold 001598 1AL:24546-36314F 651 Unknown Unknown (Hu et al., 2018)

TaNOX-like2 TGACvI_scaffold 030295 1BL:132356-145070F 675 Unknown Unknown (Hu et al., 2018)

TaNOX-like3 TGACvI1_scaffold_032482_1BL:22766-37498E 602 Unknown Unknown (Hu et al., 2018)

TaNOX-like4 TGACvI _scaffold 542557 6DS:1-2175F 506 Unknown Unknown (Hu et al., 2018)

Zea mays

ZmRbohA QOMRQS8Y 852 Expression in leaves. ABA, H,0,, MAPK (Lin et al., 2009a)

ZmRbohB-o. DQ890023¢ 942 Expression in leaves, stems , roots, seedlings. ABA, H,0,, MAPK (Lin et al., 2009b)
Function: respond to NaCl, cold, heat, UV, wounding.

ZmRbohB-p C0J4N7 Y; EU807966¢ 842 Expression in stems, leaves, roots, male flowers. ABA, H,0,, MAPK (Lin et al., 2009b)
Function: respond to NaCl, cold, heat, UV, wounding.

ZmRbohC A5H238Y; DQ897930° 948 Unknown ABA, H,0,, MAPK (Lin et al., 2009a)

ZmRbohD TGACv liscaff01d719573673AL: 18346-27475% 648 Unknown ABA, H,0,, MAPK (Lil’l et al. 20093)

ZmRbohE GRMZM2G448185"; EU825209¢ 1009 Unknown Unknown (Montiel et al., 2012)

ZmRbohF GRMZM2G300965" 931 Unknown Unknown (Montiel et al., 2012)

ZmRbohG GRMZM2G037993" 882 Unknown Unknown (Montiel et al., 2012)

ZmRbohH GRMZM2G323731°; AFW56509¢ 822 Unknown Unknown (Montiel et al., 2012)

ZmRbohl GRMZM2G022547" 897 Unknown Unknown (Montiel et al., 2012)

ZmRbohJ GRMZM2G065144 948 Unknown Unknown (Montiel et al., 2012)

ZmRbohK GRMZM2G358619" 976 Unknown Unknown (Montiel et al., 2012)
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Table S1 Continued

Name Accession No. AA. Tissue specificity and function Regulation References

RTHS GRMZM2G4269536 Unknown | Expression in epidermal cells of the primary root. Unknown (Nestler et al., 2014)
Function: root hair initiation and elongation.

Chondrus crispus

CcRboh Q2FA46Y 825 Function: response to Unknown (Herve et al., 2006)
pathogen/MeJA/Atrazine/Metolachlor/H,0,

Cyanidioschyzon merolae

CmRbohl MIVG56Y 864 Unknown Unknown (Herve et al., 2006)

CmRboh2 MIUWF8Y 935 Unknown Unknown (Herve et al., 2006)

Porphyria yezoensis

PyRboh Q2F9N3V 903 Unknown Unknown (Herve” et al., 2006)

AA.: amino acid; ® Reviewed UniProt IDs; Y Unreviewed UniProt IDs; ¥ Ensembl Plants IDs; ” Phytozome IDs; © GenBank; *Sequence From Apple Genome; “Genome Database for Rosaceae; 5° GIGADB Databases t Up Regulated; | Down Regulated
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