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Figure S1 GO classification of the Luffa unigene library
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FigureS2 GO classification of the DEGs identified in the unigene libraries between two

Luffa cultivars.



KEGG Classification

Autophagy - other [ 74 (0.95%)
Endocytosis 314 (4.09%)
Peroxisome 123 (1.6%)
Phagosome || 102 (133%)

ABC transporters 142 (1.85%)

Cellular Processes

MAPK signaling pathway - plant 245 (3.18%) -
Phosphatidylinositol signaling system 165 (2.15%) Environmental Information Processing
Plant hormone signal transduction 386 (5.03%)

Aminoacyl-tRNA biosynthesis 161 (2.1%)
Basal transcription factors 77 (14)
Base excision repair | 70 (0.813%)
DNA replication 72 (0.04%)

Homalogous recombination 135 (1.76%)
Mismatch repair 51 (0.66%)
MRNA surveillance pathway 216 (2 8a%)

Non-homalogous end-joining 35 (0.474)
Nucleotide excision repalr 112 (1.46%)
Proteasome || 117 {152%)

Protein export | 55(0.72%) Genetic Information Processing
Protein processing in endoplasmic reticulum 266 (3.45%)
Ribosome 227 (2.96%)
Ribosome biogenesis in eukaryotes | 143 (1.38%)
RNA degradation 207 (2.69%)
RNA polymerase 74 (0.96%)
RNA transport 250 (3.36%)
SNARE interactions in vesicular transport 39 (051%)
Spliceosome 301 (3.92%)
Sulfur relay system | 16 (0-21%)
Ubiguitin mediated proteclysis 215 (2.8%) .
AGE-RAGE signaling pathway in diabetic complications | 58 (0.76%} Human Diseases
2-Oxocarboxylic acid metabolism 87 (1.13%)
Alanine, aspartate and glutamate 101 (1.21%)
alpha-Linolenic acid 99 [1.20%)
Amino sugar and sugar 177 (2.3%0)
ic acid 22 (0.29%)
Arginine and proline 67 (0.87%)

rginine biosynthesis 88 (0.89%)
Ascorbate and aldarate metabolism 95 (1.243)
eta-Alanine metabolism 77 (1%)
Bmsynlhesls of amino acids 407 (5.35)
Biosynthesis of secondaw metaholites 1649 (21.47%)
21(0.275%)
Biosynthesis of unsaturaled fatty acids 38 (0.48%)
atin metabolism 30 (0.39¢%)
Brass\nnst&m\d biosynthesis 28 (0.36%]
Butanoate metabolism 53 0.69%)
C5-Branched dibasic acid metabolism 15 (0.2
Carbon fixation in photosynthetic organisms 139 (1.81%)
Carbon metabolism M (5.78%)
Carotenoid biosynthesis 69 (0.8%)
Citrate cycle (TCA eycle)  117(152%)
Cutin, suberine and wax biosynthesis = 27 (0.35%)
Cyanoamino acid metabolism 105 (1.37%)
Cysteine and methionine metabolism 190 (2.47%)
iterpenoid biosynthesis 32 (0.42%)
Ether lipid metabolism 37 (0.48%)
Fatty acid biosynthesis ~ 64 (0.83%)
Fatty acid degradation 3 (1.08%)
Fatty acid elongation = 20 (0.26%)
Faity acid metabolism 115 (1.5%)
Flavonoid biosynthesis = 26 (0.32%)
Folate biosynthesis 72 (0.94%)
Fructose and mannose metabolism 97 (1.26%)
Galactose metabolism 141 (1.84%%)
Glutathione metabolism 107 (1.39%)

Glycerolipid metabolism 127 (L6S%)
Glyserophospholipid metabolism 164 (2.12%)

Glycine, serine and threonine metabolism 93 (1.21%)
Glycolysis [ Gluconeogenesis 185 (2.42%)

G\ycosamlnoglycnn degradation 51 (0.66%)

Glycosphingolipid biosynthesis - ganglio series 38 (0.49%)
Glycosphingolipid biosynthesis - gmhn and .sogmlm series | 20 (0.26%)
GPI, 50 (0.65%4)

Glyoxylate and dicalboxy\a\e melabohsm 149 (1.84%)
Histidine metabolism = 25 (0.33%)
Inositol phosphate metabolism 160 (2.08%) 3
Isoquinoline alkaloid biosynthesis 30 (0.39%) Metabolism

Linoleic acid metabolism 35 (0.45%)

Lysine biosynthesis = 17 (0.22%)
Lysine degradation = 75 (0.98%)

Metabolic pathways 3446 {44,86%

Monobactam biosynthesis = 17 (0.22%}
Monaterpenoid biosynthesis 14 (0.18%)

-Glycan biosynthesis 63 (0.82%)

Nicotinate and nicotinamide metabolism 52 (0.68%)
Nitrogen metabolism 45 (0.58%)

One carbon pool by folate 3% (0.43%)
her glycan degradation ~ 84(1.05%)

Other types oI O-glycan biosynthesis 21 (0.27%)

Oxidative phosphorylation 155 (2.02%6)
Pantothenate and CoA biosynthesis 56 (0.73%)
Pentose and glucuronate interconversions 140 (1829

Pentose phosphate pathway 74 (0.86%)
Phenylalanine metabolism 45 (0.59%)

F ine, tyrosine and ph &3 (1.08%)
Pheny\umuanmd bmsynlhes\s 156 (2.03%)
15 (0.234)

Photosynthesis 52 (0.68%)

Photasynthesis - anlenna proteins = 19 (0.25%)
Porphyrin and chlorophyll metabolism 100 {1.3%)
Propanoate metabolism 83 (1083

Purine metabolism 184 (2.14%)
Pyrimidine metabolism 17 (1.52%)
Pyruvate metabolism 147 (1.91%%)

Riboflavin metabolism 53 (0.69:3)
Selenocompound metabolism 49 (0.62%)

L id and biosy 22 (0.29%)
Sphingolipid metabolism 104 (1.35%)
Starch and sucrose metabolism 300 {1.029%)
Steroid biosynthesis 53 (0.77%)
and gingeral biosyi 13 (0.17%)

Sulfur metabolism 63 (0.82%)
Taurine and hypotaurine metabolism 13 (0.17%)
Terpenoid backbone biosynthesis 79 (1.03%)
Thiamine metabolism 43 (0.56%)
Trapane, piperidine and pyridine alkaloid biosynthesis 27 (0.35%)
Tryptophan metabolism 53 (0.69%)
Tyrosine metabolism 47 (0.61%)
Ubiquinone and other terpenoid-quinane biosynthesis 54 (0.7%)
valine, leucine and isoleucine biosynthesis 36 (0.47%)
Valine, leucine and isoleucine degradation 107 (1.39%)
Vitamin B6 metabolism | 25(0.33%)
Zealin biosynthesis 19 (0.25%)
Circadian rhythm - plant [l 110 (1.43%) | Organismal Systems
Plant-pathogen interaction [l 291 (3.79%)

Percent (3)

Figure S3 KEGQG classification of the DEGs identified in the unigene libraries between

two Luffa cultivars.



Table S3 Comparison of unigenes identified in transcriptome during browning of ‘Fusi-3’ fruits and transcriptome of two Luffa cultivars ‘2D-2’
and ‘35D-7".

‘Fusi-3’ ‘2D-2’ and ‘35D-3’

. Expression . Expression Annotation
Unigene ID Unigene ID Log2fold change

trend trend

Unigene 0043875 up Cluster-21832.13892 up 7.15 polyphenol oxidase
Unigene0050171  up none none none polyphenol oxidase
Unigene0015096  down Cluster-21832.13892 up 7.15 polyphenol oxidase
Unigene0044748  up Cluster-21832.39888 - - phenylalanine ammonia-lyase
Unigene0024978  up Cluster-47379.0 up 2.16 phenylalanine ammonia-lyase
Unigene0011770  up Cluster-21832.19847 up 2.27 peroxidase
Unigene 0036262 up Cluster-21832.36955 up 2.72 catalase
Unigene0033876  down Cluster-21832.30636 up 2.21 catalase
Unigene 0021782 up Cluster-21832.29146 - - superoxide
Unigene0008835  down Cluster-45332.0 - - superoxide
Unigene0015506  down Cluster-21832.7745 up 9.46 superoxide

‘Fusi-3’ represents the transcript analysis during the browning of ‘Fusi-3’ fruits. ‘2D-2” and ‘35D-7’ represents the transcript analysis of browning-resistant Luffa
cultivar ‘2D-2” and browning-prone Luffa cultivar ‘35D-7". ‘None’ indicates no matching to the sequence. ‘-’ indicates that no significant difference was found in gene

expression. Green and red color represents the same and opposite expression trend, respectively.



Table S4 Information of WRKY transcription factors identified in the transcriptomes of Luffa ‘2D-2’ and ‘35D-7".

) Expression Domain
Unigene No. o .
log2FoldChange Regulated Number Description Accession No.

Cluster-18244.0 12.4292 up 2 pfam03106
Cluster-10926.1 10.0614 up 2 pfam03106
Cluster-21832.2248  3.58428 up 1 smart00774
Cluster-21832.38074 2.78687 up 1 smart00774
Cluster-21832.39105 2.34574 up 2 pfam03106

pfam03106,
Cluster-21832.6008  2.27242 up 2

smart00774
Cluster-21832.26783 2.06106 up 1 smart 00774
Cluster-18244.1 1.99927 up 1 Lo . pfam03106

WRKY DNA-binding domain

Cluster-10926.2 1.79678 up 2 pfam03106
Cluster-21832.19413  -1.7055 down 2 pfam03106
Cluster-21832.40922 -2.4811 down 2 pfam03106
Cluster-21832.22382 -2.7626 down 2 pfam03106
Cluster-21832.19423 -9.7218 down 2 pfam03106
Cluster-21832.14119  -9.8482 down 2 pfam03106
Cluster-21832.18531 -9.8809 down 2 pfam03106
Cluster-21832.40775 -9.9233 down 2 pfam03106
Cluster-18244.4 -12.376 down 2 pfam03106




