


➢ MARome is a simple web interface designed to access the data obtained in the present study. It is not a
prediction tool/server which you could use for S/MAR OR S/MAR like sequence prediction. In case of
sequence search utility you can search any DNA sequence against MARome. This utility searches the
input sequence using NCBI blastn (ftp://ftp.ncbi.nlm.nih.gov/blast/executables/blast+/LATEST/)
program and retain a closet match along with all hits.

➢ We have integrated few search utilities for easy and complete search, like Coordinate search, Sequence
search, text and ID search. You can search your own data against MARome using these utilities.

➢ You can export your searched results into EXCEL/CSV/PDF/TXT formats.

➢ Complete dataset including protein wise BED files, complete S/MAR sequences in FASTA format and
complete annotation is available for download, you can find the same under download tab available on
menu bar.

➢ MARome holds data for two different assembly versions i.e. hg38 and hg19.

ftp://ftp.ncbi.nlm.nih.gov/blast/executables/blast+/LATEST/


You can Search MARome using four 
different options. If you mouse over on 
search option, given on  menu bar you will 
get options like:

1. SEARCH BY SMAR ID (SMAR ID is 
an unique identifier for S/MAR entry 
given by MARome database)

2. SEARCH BY CO-ORDINATE (You 
can search MARome using coordinates 
information in bed fomat)

3. SEARCH BY SEQUENCE (This 
utility will allow you to search your 
DNA sequence against S/MARs 
present in MARome)

4. SEARCH BY GENE 
NAME/SYMBOL (You can search 
MARome using gene name/symbols 
using this option)



Click here to load 
the samples data

Click here to clear the filled formClick here to submit the form

Select an assembly 
version i.e. hg19 
or hg38 using 

dropdown

Read these instructions very 
carefully and follow the input 

format constraints.



MARome Id, click here to visualize 
an entry on UCSC Genome Browser

Click here to export your 
results in different format

Control view of 
number of entries

Search a term 
of your interest

Sort the result according to the field. 
It will lexicographically sort the result.

Control the 
pagination

Use right scrolling to see the complete Result table



Click this count to get the detailed information 
about Viral Integration sites around the S/MAR.

When you search MARome using “search by co-ordinate” utility, this information will display. It will give a 
clue for the association between provided coordinates and S/MAR present in the database.

Annotation associated with S/MAR entry in the database

Click this id to redirect 
on NCBI gene database

Click this id to redirect on 
Ensemble gene database



Download Viral integration 
site information



Your sequence is significantly hitting on 
this MARome sequence, Click the hit id to 
get detailed S/MAR associated information.

Click here to 
view detailed 

blast alignment



Export the 
alignment 

Result in text 
format



Click here to 
download the 

complete S/MAR 
bed file.

Click here to download 
the complete S/MAR 

sequence file in FASTA 
format.



Scoring Function






