A

1Y TCCACTTCCAAGACAGGCAAGCACGGTCAT

USZVECI TCCACTTCCAAGACAGGC =-AGCACGGTCAT

1TVl TCCACTTCCAAGACAGGCAAGCACGGTCAT

TVl TCCACTTCCAAGACAGGC=-AGCACGGTCAT

VKMl CGTCATCAAAGGCCGTCCCTGCAAGGTTGT

elF5A3-1

138 Mutant site 161

138 Mutant site

101 Mutant site 124

B

elF5A1-5
AGGCAGCACGG

elF5A2-8

CAGGCAGCACG

elF5A5-2-2
CCATTTGCGGA

elF5A6-113
GCCCTGCAAGG

elF5A3-1
CCCTTGCAAGG

elF5A4-8
TCAAAGCTTCT

elF5A7-2
CTTGTTTGAGG

elF5A9-13
TCCCTTGCAAG

Mutant site Mutant site

elF5A4 TACCCTCAACAAGCTGGTACCATTCGCAAA Y/ T.Vall TACCCTCAACAAGCTGGTACCATTCGCAAA

LTV TACCCTCAAACAAGCTGGTACCATTCGCAAA =) VLA TACCCTCAAACAAGCTGGTACCATTCGCAAA

Mutant site 249 Mutant site

elF5A5 CAAGCTGGTACTATCCGCAAAAATGGTTAT Y-l GTGCCACATGTCAATCGTACAGACTATCAG

RV M CAAGCTGGTACTATCCGC -=AAATGGTTAT YRl GTGCCACATGGTCAATCGTACAGACTATCAG

226 Mutant site 249 101 Mutant site

UL TGTCATCAAAGCCCGCCCTTGCAAGGTTTT IR CGTCATCAAAGGCCGTCCCTGCAAGGTTGT

CGTCATCAAAGGCCGTCCCTIGCAAGGTTGT NZVAIKEN TGTCATCAAAGCCCGCCCT GCAAGGTTTT RSV CGTCATCAAAGGCCGTCCCTTIGCAAGGTTGT
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Nicotiana benthamiana eIF5A
Capsicum anmum eIF5A
Solarum verrucosum elFSA
Solarnum lycopersicum eIFSA
Nicotiana tabacum eIFSA
Nicotiana attenuata eIFSA
Salvia miltiorrhiza eIF5A
Quercus robur eIF5A

Salvia hispanica eIF5A
Pyrusx bretschneideri eIFSA
Mangifera indica eIF5A
Impatiens glandulifera eIF5A
Populus nigra elF5A

Vicia villosa eIF5A

Malus ioensis cultivar eIF5A
Macadamia integrifolia eIF5A
Nelumbo nucifera eIF5A
Trifolium pratense elF5A
Helianthus anmaus eIF5A
Malus domestica elIF5A

Cynara cardunculus var. scolym eIF5A

Nicotiana benthamiana eIFSA
Capsicum anmum elFSA
Solanum verrucosum elFSA
Solanum lycopersicum eIF5A
Nicotiana tabacum eIF5A
Nicotiana attenuata eIF5A
Salvia miltiorrhiza eIF5A
Quercus robur eIF5A

Salvia hispanica eIF5A
Pyrusx bretschneideri eIF5A
Mangifera indica eIF5A
Impatiens glandulifera eIFSA
Populus nigra eIF5A

Vicia villosa eIF5A

Malus ioensis cultivar eIF5A
Macadamia integrifolia eIFSA
Nelumbo nucifera eIF5A
Trifolium pratense eIF5A
Helianthus anmus eIF5A
Malus domestica elFSA

Cynara cardunculus var. scolym eIF5A 71
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Nicotiana benthamiana elF5A
Capsicum annuum elF5A
Solanum verrucosum elF5A

Solanum lycopersicum elF5A

Nicotiana attenuata elF5A

Nicotiana tabacum elF5A

™ Salvia miltiorrhiza eIF5A

100% e Salvia hispanica elF5A
[ Impatiens glandulifera eIF5A

— 100% s Cynara cardunculus var. scolymus eIF5A
100% Vicia villosa elF5A
— Trifolium pratense elF5A
—— 100% Macadamia integrifolia eIF5A
100% Nelumbo nucifera eIF5A
I_ Populus nigra elF5A
100% Quercus robur eIF5A
100% Mangifera indica eIF5A
I Helianthus annuus elF5A
100% Malus domestica eIF5A
100% Pyrus x bretschneideri eIF5A
100%

Malus ioensis cultivar elIF5A
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eif5a1-5 vs K326
Top 30 GO Term

microtubule severing -

translation 1

carbon utilization {

photosystem Il assembly 1
chlorophyll biosynthetic process -
photosynthesis, light harvesting -
photosystem Il stabilization {
response to light stimulus {

photosynthesis

photosynthesis, light harvesting in |
photosystem |

chloroplast {

cytosolic ribosome

chloroplast photosystem | 1

photosystem Il oxygen evolving complex -
chloroplast thylakoid 1

thylakoid 1

photosystem | reaction center
photosystem Il

chloroplast thylakoid membrane {
photosystem 1+

dUTP diphosphatase activity 1
mRNA binding -

carbonate dehydratase activity

DNA (cytosine—5-)—methyltransferase |
activity

structural constituent of ribosome 1
structural constituent of chromatin 1
oxygen evolving activity 1
protochlorophyllide reductase activity 1
protein domain specific binding {

chlorophyll binding 1
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eifba1-5 vs K326
KEGG Enrichment top 20

Necroptosis %

RNA polymerase - o

Ribosome 1 %

Systemic lupus erythematosus o

Alcoholism 1 T

Toxoplasmosis ?5
Lipid and atherosclerosis -

Photosynthesis — antenna proteins; )
Photosynthesis+ °

Porphyrin metabolism{ e =

Nitrogen metabolism A s
Arginine and proline metabolism
Terpenoid backbone biosynthesis
Insulin secretion 1

Antigen processing and presentation{ e

Estrogen signaling pathway -

Th17 cell differentiation 1 5

@]

Neutrophil extracellular trap formation { e '
Cytosolic DNA-sensing pathway 1 e
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Rel.mRNA content

Rel.mRNA content
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