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 Presentation 

 Welcome  to  the  ReNoteWeb  web  platform.  This  tool  performs  the  process  of 

 assembly  improvement,  with  the  possibility  of  identifying  products  absent  from  the  original 

 genomic  sequence.  In  addition,  the  genome  annotation  process  uses  an  innovative  way  of 

 identifying  ORFs  through  a  finite  state  machine,  the  biological  information  is  obtained  from 

 the  Uniprot  database.  The  ReNoteWeb  web  interface  was  developed  using  the  Yii  framework 

 (https://www.yiiframework.com/),  and  the  Database  Management  System  (DBMS) 

 responsible  for  project  control  was  MySQL  version  8.0.23  (https://www.mysql.com/).  The 

 modules  responsible  for  the  assembly  and  annotation  enhancement  process  are  Pan2Hgene 

 (Silva  de  Oliveira  et  al.,  2021)  and  CODON  Software  (Merlin  et  al.,  2021)  respectively,  both 

 were developed using the JAVA programming language (http://www.oracle.com/). 

 Input Files 

 RenoteWeb  accepts  as  input  a  reference  file  in  .fasta  or  .fa  format  and  a  read  file  in 

 .fastq  or  .fq  format,  which  can  be  single-end  or  paired-end  reads.  For  the  upload  process  it  is 

 recommended that the readings are compressed in tar.xz format. 

 Creating your project 

 The  user  can  create  the  project  in  two  ways,  through  the  creation  of  a  private  account 

 or choose for anonymous access. 

 1.  Creating user account 

 You  have  the  option  to  create  an  account  on  ReNoteWeb  and  from  there,  maintain  a 

 history  with  information  related  to  the  projects  you  have  created.  To  create  an  account,  go  to 

 the "Signup" option and fill in the required information. 



 Figure 01: User registration screen in the platform. 

 NOTE: The platform only supports the use of gmail as email. 

 2.  Accessing as an anonymous user 

 In  this  mode,  the  user  does  not  need  to  have  an  account  on  the  platform  to  create  his 

 or  her  projects.  The  project's  information  history  can  be  consulted  via  the  key  sent  by 

 email.  To  access  the  information,  go  to  the  "SearchProject"  tab  and  enter  the  key  you 

 received. 

 Figure 02: Project search screen. 



 Figure 03: Project search screen after entering the access key. 

 E-mail Notification 

 After  creating  the  project,  the  user  will  receive  an  email  confirming  the  creation  of  the 

 project  (Figure  04).  When  the  processing  is  complete,  an  email  is  sent  notifying  the  user  of 

 the  project's  completion  (Figure  05).  If  any  errors  occur  during  processing,  the  user  is  also 

 notified by email (Figure 06). 

 Figure 04: Email information about the creation of a project. 

 Figure 05: Email notification about the completion project. 



 Figure 06: Email notification about an error occurring in a project. 

 How to create a project 

 Step 1: Select the “Create Project” tab; 

 Step 2: Fill in the fields: Project Name, Email; 

 Step  3:  Choose  one  of  the  available  options  for  processing:  Annotation,  Improvement 

 of the assembly or Improvement of Annotation and Assembly. 

 Figure 07: Screen for creating a project in the platform. 

 Case 1 : If the chosen option is annotation: 
 1.1 Load the reference file; 

 1.2 Select the format that you want to export the file (codon or embl project); 

 1.3 Fill in the requested parameters, if you want to change the default values; 

 1.4 Click on finish to start the process. 



 Figure 08: Screen of parameters needed when choosing to perform the annotation process. 

 Case  2:  If  the  chosen  option  is  improvement  of  assembly  or  improvement  of  assembly  and 
 annotation: 

 2.1 Load the reference file; 

 2.2 Select the format that you want to export the file. 

 2.3 Select the type of read to be processed: Single-end or Paired-end read; 

 2.4 Click on finish to start the process. 

 Figure 09: Parameter screen in case of choosing to perform the assembly improvement process. 

 NOTE  (P.S):  In  the  “Download  Format”  option,  FASTA  is  the  only  available  format  for 

 download,  if  your  option  is  to  perform  the  improvement  of  assembly.  For  the  option  for 

 improvement  of  assembly  and  annotation,  codon  and  embl  are  the  available  format  for 

 download. 



 Project History 

 In  the  "History  Projects"  option,  you  will  find  a  summary  of  all  your  projects  sent  to 

 ReNoteWeb,  as  well  as  their  status,  information  about  the  type  of  process  performed,  date  and 

 time of their creation, and most recent updates. 

 Figure 10: A user's project history screen. 

 NOTE: This option is only available for users who have an account on the platform. 

 Download Results 

 At  the  end  of  the  processing,  a  notification  is  sent  to  the  user’s  e-mail.  The  download 

 is  done  directly  in  the  platform  and  the  results  will  be  available  in  a  compressed  file.  The 

 results  set  changes  according  to  the  analysis  requested  by  the  user.  If  at  the  time  of  creating 

 the  project,  the  user  chooses  the  option  that  involves  improvement  of  the  assembly,  he  will 

 receive  the  file  in  FASTA  format  with  a  report  that  refers  to  the  improvement  of  the  assembly. 

 However,  if  the  option  contains  annotation  of  the  genome  in  its  stage  and  if  in  the  “Download 

 Format”  option  the  chosen  format  is  embl,  the  user  will  receive  the  file  in  embl  format  with 

 the  report  the  amount  of  products,  products  with  the  acronym  genes,  tRNA,  rRNA  and 

 hypothetical  proteins  found.  If  the  selected  format  is  codon,  the  user  will  receive  the  file  in 

 codon format. 



 Support 

 For questions, suggestions or other information, please contact us using the form. 

 Figure 11: Support contact tab. 




