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Data-driven specialist with a PhD in Molecular Biology, blending expertise in large-scale data 
analysis, integration, predictive modeling, and interactive dashboard development to transform 
complex data into actionable insights. 

EXPERIENCE 
 
S E P  2 0 2 3  -  
C U RR E N T   
 

  SENIOR  DEVELOPE R,  
AUST RAL IA N GENOME  RESEA RCH  FA C IL ITY ,  MELBOU RNE ,  AUSTRALIA  
Developed applications for analyzing bacterial profiles and integrating microbial, soil, vegetation, and land 
usage datasets for the Microbial Landscape project. Designed predictive models for real-time soil 
bacterial analysis. Built data dashboards for clinical quality control, clinical data ledger and open data 
registries. 
 

   

NO V  20 20  -  
A UG  2 0 23   

  LABORAT ORY  INFORMAT IO N SYS TEM DEVELOPER,  STAFF SCIENT IST ,  
LABORAT ORY  OF  PAT HOLOGY ,  NAT IONAL  CANCER INST IT UT E ,  N IH ,  BETH ESDA ,  USA  
Designed Lab Information System (LIS) with the Palantir enterprise system and developed high-
throughput data workflows, integrating public domain and in-house clinical datasets for large-scale 
research. Led tumor classification research, optimized R-Shiny systems, and launched the Methylscape 
portal, supporting 200+ molecular pathologists in cancer diagnostics. 
  

   

AP R  20 1 9  -  
NO V  2 0 20  

  BIO INFORMAT IC IA N,  
ANU  RSB  D IV IS ION O F ECOLO GY  AND  EVOL UT ION,  CANBER RA ,  A US TRAL IA  
Establish cloud systems for high-throughput sequencing analysis, including variant calling, de novo 
assembly, and phylogenetics. Design and integrate research databases (MySQL) with historical records, 
automate data quality control reporting, and develop streamlined data management protocols for 
acquisition, transfer, storage, and tracking. 
 

   

AP R  20 1 6  -  
AP R  20 1 9   

  DAT A  SC IENT IST  (CONT RACT OR) ,  SMART DNA  LT D ,  MELBOURNE ,  V IC  
Developed and maintained high-throughput workflows for bacterial analysis of human clinical samples, 
including an in-house sequence database processing 100+ samples monthly. Designed patented 
diagnostic methods, automated reporting pipelines, and predictive models for IBS, enhancing clinical 
decision-making for practitioners, reducing turnaround times, and expanding direct-to-consumer 
microbiome products. 

   

     

EDUCATION  

ONG O I N G    HONORARY  LECT URE R  
College of Science & Engineering, Flinders University, Adelaide, SA     

20 24    BESPOKE  T RA IN ING  (ONL INE ) .  
AWS DevOps Engineering and Cloud practitioner    

20 0 1    BIOLAT ERA L PTY . ,  SYDNE Y .  
Bioinformatics and Programming Courses 
 

   

1 9 98    PH .D .  IN  MOLECULA R B IOLOG Y .  MOSCO W ST ATE  U NI  
Ph.D. Thesis - "Short tandem repeats (STRs) as markers for human  
hereditary diseases. STRs application in genome fingerprinting." 

   

 
  

https://methylscape.ccr.cancer.gov 

https://rdata.agrf.org.au 



 SKILLS  
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DR Z IED  ABD ULLAEV  
Staff Scientist, Group Leader,  
Laboratory of Pathology, NCI, NIH, USA 
P H O NE :   +1 301-480-7416;  
E M A I L :    zied.abdullaev@nih.gov 

DR LESLEY  G RAY   
Data Science and strategy manager, AGRF, Melbourne.  
Product Delivery Manager;  
Murdoch Children's Research Institute (MCRI), Melbourne  
P H O NE :   +61 4 17854701; 
E - M A I L :    lesley.gray@mcri.edu.au 

DR ANT ONIOS  PAPANOCOLA U-SENGIOS  
Staff Clinician at National Cancer Institute, NCI, NIH, USA 
P H O NE :   +1 954-518-5583;  
E M A I L :    antonios.papanicolau-sengos@nih.gov 


