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Figure S1. Length distribution of contigs and transcripts in bitter melon transcriptome
Figure S2. GO annotation (A) and COG functional classification (B) of bitter melon
transcripts

Table S1. Sequences of specific primers used for quantitative real-time PCR

Table S2. Summary of the transcriptome of bitter melon

Table S1. Sequences of specific primers used for quantitative real-time PCR

E;:,:;ers Forward primer sequences (5’ to 3°) Reverse primer sequences (5’ to 3°) (SI;S
McCYP GGCAAACCCTAAAGTTTTCTTCG GATGAGCCCTTGTAATGAAGTGG 174
MCcAACT TGGCAGCACAGAGTATCCAG GCCATCTTTCAGCATTCCAT 152
McHMGS TTCCCTTTCTGACGCTGACT ATCCCGGCTCTGGTAACTTT 184
McHMGR1 CTGCTGTGAACTGGATCGAA AGCGAGGTTCTTGAGCATGT 134
McHMGR2 CCTATCTGGAGGAGCCAACA GGCGCACTTGATGTTCTGTA 190
McMK TTTTGTGTCGCAGTTTCAGC CAATTCCAGAGGGTTTTCCA 163
McPMK TGGCAGTCAACGCTATGTTC TGCTCATGGTTCCACTTCTG 123
McMVD CCACATCCAGAAACGGAGTT CGGCCTGGTACAGATGAAAT 171
MclIDI GCGAGCACGAATTGGATTAT AGCTTCAGCCCTTCTTCTCC 151
McFPS1 TCATTCTACCTTCCGGTTGC TCCAATCTTCCCGATCACAT 162
McFPS2 GACGCTTCTCGTCAATGGAT TGGAGCCACTCAATACACCA 173
McSQS ACCCGCTTGTGAAACTGAAA GGCTCGCAGAACCAGATAAA 182
McSE CGCTTATACTCTCGCCAAGG CAAGCCCTAATTCGATCAGC 128
McCPQ CTTCACTTATGCGGGTTGGT CCAGGTGTGGTCTGTTTCCT 194
McCAS1 CCACAGGTTCGAGAAGAAGC GACCATCATCTGCCTGGATT 188
McCAS2 CGGCTGATGGATCTTGGTAT AACTTTCTCCCCAACCACCT 174

Table S2. Summary of the transcriptome of bitter melon

Raw reads Contigs  Transcripts
Total length (bp) 5,173,613,512 130,896,553 79,708,401
Number of sequences 68,073,862 126,279 88,703
Average length (bp) 76 1,036 898
Median length (bp) 76 604 471



Max length (bp) 76 15,750 15,750

Min length (bp) 76 224 224
N50 (bp) 76 1,763 1,600
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Functional classes

A RNA processing and modification
B: Chromatin Structure and dynamics
C: Energy production and conversion
D: Cell cycle control, cell division, chromosome partitioning
E: Amino acid transport and metabolism
F: Nucleotide transport and metabolism
G: Carbohydrate transport and metabolism
H: Coenzyme transport and metabolism
I: Lipid transport and metabolism
J: Translation, ribosomal structure and biogenesis
K: Transcription
L: Replication, recombination and repair
M: Cell wallmembrane/envelope biogenesis
N: Cell motility
0: Post-translational modification, protein turnover,
chaperones
P: Inorganic ion transport and metabolism
Q: Secondary metabolite biosynthesis, transport and
catabolism
R: General functional prediction only
S: Function unknown
T: Signal transduction mechanisms
U: Intracellular trafficking, secretion, and vesicular
transport
V: Defense mechanisms
W: Extracellular structures
X: Phage-derived proteins, transposases and other
mobilome components
Y: Nuclear structure
Z: Cytoskeleton



