Supplement File 2: NGS data analysis workflow followed for ML-365 genome and

transcriptome.

Genomics

lllumina (PE and MP) and SOLID
Whole Genome Sequence Data

Quality
Filtering of SOAPDenovo2

raw reads

Trinity ‘1,

Bc
85
Scaffolding using SSPACE 38
Mate pair data 8 2
S o
S c
Improved MISA tool &g
Assembly
Repeat Masking &
Gene prediction l AUGUSTUS €-=-=-=-=-=--- R ——— :
| Predictionof Genes | [ SSRs prediction

l, InterProScan

{

Functional Annotation of |

Wet lab Validation

Final gene models

!

Drought responsive genes
Resistance genes

C4 genes

Calcium transport and regulation
genes

Transcriptomics

RNA sequencing

Low moisture
Well watered stress

¢ Trinity

l CD-Hit

Clustered Transcripts
l DESeq

Differential Gene Expression

Validation of few Up and Down regulated
genes through g-PCR




