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Moving Unipro UGENE sequencing files on a computer or for sharing


This covers moving the files around on a local computer or sharing on Dropbox shared folder or shared network server. Plus sending by e-mail.


** DO NOT MOVE OR COPY UGENE FILES WITH THE INVOLVED PROJECT OR FILES OPEN IN THE UGENE PROGRAM. THIS WILL TRIGGER THE PROGRAM TO TRY AND SAVE ADDITIONAL PROJECT INFORMATION THAT MAY OVERWRITE YOUR GOOD INFORMATION INADVERTANTLY ***


Also it is highly recommended you back up your drive prior to initiating anything like this and you do any adjustments that involve opening up files in UGENE somewhere that is backed up with each version as you work, i.e., a folder monitored by Dropbox. I have found it very easy to irreversibly destroy such files trying to play around with them.



Background


It is helpful to understand that there can be up to three files for each project.



		The sequence and annotations files should be together in the project folder along with your project data information file that ends in the extension .uprj. You do not need any information from this file to perform the conversion, but examining it in your text editor or UGENE may help you identify the specific, related sequence and feature annotations files you need to do the conversion.


		The UGENE sequence will be a FASTA format sequence file ending in .fa. You need to indentify the specific sequence file related to the specific molecule you are trying to port over to Serial Cloner. Your project folder may or may not have additional files with the same extension in it depending on how you choose to work with UGENE and its project and documents. These will be the sequences of other molecules in that project.


		The file with the feature annotations will end in .gb. You need to identify the specific Genbank-like formatted feature annotations file related to the specific molecule you are trying to port over to Serial Cloner. Your project folder may or may not have additional files in it with the same extension depending on how you choose to work with UGENE and its project and documents. These will be the annotations for other molecules in that project.





It seems to the case that when, under the Cloning entry under Actions you use Create fragment.. to make fragments that you then use to Construct molecule.., this generates a Genbank-like format with extension .gb that has both the sequence and annotations, and there is no corresponding .fa file. And thus the Genbank file UGENE generates is more like typical Genbank file in these cases. (I still don’t understand the reasoning for the different approach yet.)


** DO NOT MOVE OR COPY UGENE FILES WITH THE INVOLVED PROJECT OR FILES OPEN IN UGENE PROGRAM. THIS WILL TRIGGER THE PROGRAM TO TRY AND SAVE ADDITIONAL PROJECT INFORMATION THAT MAY OVERWRITE YOUR GOOD INFORMATION INADVERTANTLY ***





The issue


So far from my limited experience, it seems you need several files to properly move a sequence and its annotated features so they will open correctly in UGENE after a move or copying. If you don’t copy everything, the program won’t know which sequence file (ends in .fa) and annotated features file (ends in .gb) are linked.





Solution


IMPORTANT: Close all instances of the UGENE program before moving or copying.


If you move the directory containing all the project files, everything should continue to work. (On a Mac you can hold down option to click and drag to copy.)


It also seems with the UGENE software closed you can change the folder it is in by simply changing the name of the folder that is ABOVE the project file, genbank files, and annotated files.


Alternatively, copying can be done by using the Export project to move the files with UGENE open.



		From the File menu > Export project , specify a destination folder name and click ‘ ... to navigate to your new location or shared folder and click Export.








Caveats


CAUTION: When moving or copying, don’t change the project or file names WITHIN the directory.
Changing any names of the component files will destroy associations because the path information seems to be stored in BOTH text and binary form inside the mixed form of the data in the project data information file that ends in the extension .uprj. When the association link is lost the features aren’t show on the sequence in UGENE even though you load the sequence file in to the program. You’ll see a red dialog box on the bottom right corner and clicking on that will relate some of the issue. (At least this is what I have surmised. After I changed file names for the .fa and .gb files I did try to change the text part within the project data information file that ends in the extension .uprj and even with this change the association gets destroyed so the information seems to be elsewhere in file. You can revert the changes and it will restore the sequence file and annotations association as long as you don’t try this with UGENE still open. It will become irreversibly broken if you try with it open and even copying in a the original .uprj project file won’t fix it although I cannot understand why.)


And as mentioned several times above, ALWAYS close all instances of UGENE before trying to move or copy anything. This insures the program doesn’t autosave any information about the data project to a file that is no longer present.


Also it is highly recommended you back up your drive prior to initiating anything like this and you do any adjustments that involve opening up files in UGENE somewhere that is backed up with each version as you work, i.e., a folder monitored by Dropbox. I have found it very easy to irreversibly destroy such files trying to play around with them.





E-mailing


Zip up (compress) the entire directory with the sequence and annotations files and send via e-mail. The receiver should be able to unpack and point UGENE at the project file ending in the extension .uprj and open the sequence and annotations.
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Converting a Serial Cloner sequence to Unipro UGENE


This describes how to take a Serial Cloner [http://serialbasics.free.fr/Serial_Cloner.html] sequence with annotated features and move it into Unipro UGENE [http://ugene.unipro.ru/] with your favorite text editor and minimal effort. The annotated features from Serial Cloner will ultimately be intact and displayed in UGENE if you follow this process. The process of going from Serial Cloner to UGENE seems much simpler as the feature annotations in UGENE display by default.


Main thing is you need a GenBank-formatted file generated from Serial Cloner. You can open that file in UGENE.



Step 1: locate the Serial Cloner file and generate the Genbank files you’ll need


If you haven’t done so already, you’ll need to convert from the Serial Cloner file format that ends in extension .xdna to the Genbank format.



		Find your Serial Cloner file ending in .xdna and open it.


		Under File > Export > Export As GenBank and save, preferably with a distinguishing name. (It will have a .gb extension but you may not see this depending on your system’s view settings for extenstions.)








Step 2: Save as UGENE project or document format and clean up



		Save the file so you can open it in UGENE later without needing to repeat the conversion. I prefer to save each sequence I work on as a separate UGENE project, but you can choose whatever approach works for you work style. It is advised that you save it in a manner to clearly distinguishable from the SERIAL CLONER files, optionally even in a separate folder.
For my approach, I use File > Export Project, give it a good name, and save the project in a new directory.


		At this point, you can delete the Genbank-formatted file generated by Serial Cloner. This is probably best as the UGENE project will have a Genbank-formatted file in the project folder and it could become confusing. Either Genbank-formatted file can most likely be used for conversions in the future and this is it is probably best to just keep the latest.
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UGENE_help



		helpful tips for using Unipro’s UGENE sequence analysis software
		Converting UGENE sequences to Serial Cloner [https://github.com/fomightez/UGENE_help/blob/master/Converting%20UGENE%20sequences%20to%20Serial%20Cloner.md]


		Moving Unipro UGENE sequencing files on a computer or for sharing [https://github.com/fomightez/UGENE_help/blob/master/Moving%20Unipro%20UGENE%20sequencing%20files%20on%20a%20computer%20or%20for%20sharing.md]


		Converting Serial Cloner sequences to UGENE [https://github.com/fomightez/UGENE_help/blob/master/Converting%20Serial%20Cloner%20sequences%20to%20UGENE.md]








		A script, fixing_UGENE_annotations_4_Serial_Clonerv.py [https://github.com/fomightez/UGENE_help/blob/master/fixing_UGENE_annotations_4_Serial_Cloner.py], to facilitate converting UGENE’s annotation entries to Serial Cloner features.
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Converting a Unipro UGENE sequence to Serial Cloner


This describes how to take a sequence with annotated features and move it into Serial Cloner [http://serialbasics.free.fr/Serial_Cloner.html] with your favorite text editor and minimal effort. The annotated features from Unipro UGENE [http://ugene.unipro.ru/] will ultimately be intact and displayed in Serial Cloner if you follow this process. One of the reasons for possibly doing this is in order to take advantage of the tools in Serial Cloner that UGENE seems to lack/approaches differently, in particular Serial Cloner allows for easily making and printing full graphical Graph Maps or classical restriction sequence maps (Seq. Maps) with features and restriction sites indicated.



Step 1: locate UGENE-generated files you’ll need


You’ll need to find the sequence and the associated annotations that UGENE generated. How to do this requires some examination of your UGENE files. Typically when you are just starting to use UGENE, each molecule will have three files:



		The sequence and annotations files should be together in the project folder along with your project data information file that ends in the extension .uprj. You do not need any information from this file to perform the conversion, but examining it in your text editor or UGENE may help you identify the specific, related sequence and feature annotations files you need to do the conversion.


		The UGENE sequence will be a FASTA format sequence file ending in .fa. You need to indentify the specific sequence file related to the specific molecule you are trying to port over to Serial Cloner. Your project folder may or may not have additional files with the same extension in it depending on how you choose to work with UGENE and its project and documents.


		The file with the feature annotations will end in .gb. You need to identify the specific Genbank-like formatted feature annotations file related to the specific molecule you are trying to port over to Serial Cloner. Your project folder may or may not have additional files in it with the same extension depending on how you choose to work with UGENE and its project and documents.





However, when using the Cloning action under Actions to build molecules, you can alternatively just end up a Genbank-like formatted that INCLUDES BOTH the sequence and the annotations and there will be no associated .fa file. In this case you can skip over step #2 and go right to step #3.





Step 2: Prepare a ‘bridging file’ to be used for importing into Serial Cloner


You’ll need to add the sequence from .fa file to the bottom of the .gb to make a Genbank file in a format that Serial Cloner will identify and use. The steps for that follow:



		In a good text editor equipped to handle coding, like Sublime Text [http://www.sublimetext.com/], Brackets [http://brackets.io/], Atom [https://atom.io/] or TextWrangler (basically, anything aside from Window’s Notepad, Microsoft Word, or other too basic text software/too fancy Word Processing software), open the UGENE file with the feature annotations that ends in .gb.





It will look something like below:


LOCUS       Annotations                                             24-JUN-2015
UNIMARK     Annotations
FEATURES             Location/Qualifiers
     misc_feature    53..80
                     /note="28 nucleotides flanking insert (prefer 40)"
                     /ugene_name="FLANKING\ RPR1\ 28"
                     /ugene_group="RPR1_portions"
     primer          53..73
                     /note="OMES-P1 primer, fwd primer for RPR1 region of
                     yeast genome"
                     /ugene_name="OMES-P1"
                     /ugene_group="RPR1_portions"
     misc_feature    99..128
                     /note="ADH1p FWD PRIMER H911"
                     /ugene_name="ADH1p\ FWD\ PRIMER\ H911"
                     /ugene_group="ADH1p\ and\ t"
     promoter        109..876
                     /note="Saccharomyces cerevisiae S288c chromosome XV"
                     /ugene_name="ADH1\ promoter"
                     /ugene_group="ADH1p\ and\ t"
     misc_feature    851..893
                     /note="ADH1p REV PRIMER"
                     /ugene_name="ADH1p\ REV\ PRIMER\ H912"
                     /ugene_group="ADH1p\ and\ t"
     misc_feature    890..2447
                     /note="portion of DNA from Arabidopsis with PRORP3 on it"
                     /ugene_name="PRORP3\ region"
                     /ugene_group="PRORP3"
     gene            892..2445
                     /note="Arabidopsis thaliana PRORP3 gene"
                     /ugene_name="PRORP3"
     terminator      2482..2797
                     /note="ADH1 terminator from S cerevisiae"
                     /ugene_name="ADH1\ terminator"
                     /ugene_group="ADH1p\ and\ t"
     misc_feature    2877..2988
                     /note="112 NUCLEOTIDES FLANKING RPR1 GENE"
                     /ugene_name="FLANKING\ RPR1\ 112"
                     /ugene_group="RPR1_portions"
     primer_bind     2975..2988
                     /note="part of OMES-2, primer, rev primer for RPR1 region
                     of yeast genome"
                     /ugene_name="OMES-P2\ part"
                     /ugene_group="RPR1_portions"
//




		So that you don’t destroy your UGENE files and projects, immediately save the .gb file as another name, preferably in a new directory. Once it is saved you are ready to edit it safely.


		The sequence will be placed right before the // found at the end of the .gb gile. The sequence has to be prefixed by a signal. Therefore on the line just above //, type ORIGIN and hit return. Now that you have the ORIGIN signal that indicates a sequence follows, you are ready to paste in the sequence on the next line.


		Open in a text editor the sequence .fa file identified above and copy the sequence portion and then paste it on the line after ORIGIN in the bridging .gb file you are making.





When the last two steps are completed you now should have something looking like below:


LOCUS       Annotations                                             24-JUN-2015
UNIMARK     Annotations
FEATURES             Location/Qualifiers
     misc_feature    53..80
                     /note="28 nucleotides flanking insert (prefer 40)"
                     /ugene_name="FLANKING\ RPR1\ 28"
                     /ugene_group="RPR1_portions"
     primer          53..73
                     /note="OMES-P1 primer, fwd primer for RPR1 region of
                     yeast genome"
                     /ugene_name="OMES-P1"
                     /ugene_group="RPR1_portions"
     misc_feature    99..128
                     /note="ADH1p FWD PRIMER H911"
                     /ugene_name="ADH1p\ FWD\ PRIMER\ H911"
                     /ugene_group="ADH1p\ and\ t"
     promoter        109..876
                     /note="Saccharomyces cerevisiae S288c chromosome XV"
                     /ugene_name="ADH1\ promoter"
                     /ugene_group="ADH1p\ and\ t"
     misc_feature    851..893
                     /note="ADH1p REV PRIMER"
                     /ugene_name="ADH1p\ REV\ PRIMER\ H912"
                     /ugene_group="ADH1p\ and\ t"
     misc_feature    890..2447
                     /note="portion of DNA from Arabidopsis with PRORP3 on it"
                     /ugene_name="PRORP3\ region"
                     /ugene_group="PRORP3"
     gene            892..2445
                     /note="Arabidopsis thaliana PRORP3 gene"
                     /ugene_name="PRORP3"
     terminator      2482..2797
                     /note="ADH1 terminator from S cerevisiae"
                     /ugene_name="ADH1\ terminator"
                     /ugene_group="ADH1p\ and\ t"
     misc_feature    2877..2988
                     /note="112 NUCLEOTIDES FLANKING RPR1 GENE"
                     /ugene_name="FLANKING\ RPR1\ 112"
                     /ugene_group="RPR1_portions"
     primer_bind     2975..2988
                     /note="part of OMES-2, primer, rev primer for RPR1 region
                     of yeast genome"
                     /ugene_name="OMES-P2\ part"
                     /ugene_group="RPR1_portions"
ORIGIN
GGGCGAATTGGGCCCGACGTCGCATGCTCCCGGCCGCCATGGCCGCGGGATTACTCTGGGAGCTGCGATTGGCAGTGGAAGCTTCGTACGGCCAGTGAATTCGAGCTCCCCCTCCGCGCTCTTTTCCGATTTTTTTCTAAACCGTGGAATATTTCGGATATCCTTTTGTTGTTTCCGGGTGTACAATATGGACTTCCTCTTTTCTGGCAACCAAACCCATACATCGGGATTCCTATAATACCTTCGTTGGTCTCCCTAACATGTAGGTGGCGGAGGGGAGATATACAATAGAACAGATACCAGACAAGACATAATGGGCTAAACAAGACTACACCAATTACACTGCCTCATTGATGGTGGTACATAACGAACTAATACTGTAGCCCTAGACTTGATAGCCATCATCATATCGAAGTTTCACTACCCTTTTTCCATTTGCCATCTATTGAAGTAATAATAGGCGCATGCAACTTCTTTTCTTTTTTTTTCTTTTCTCTCTCCCCCGTTGTTGTCTCACCATATCCGCAATGACAAAAAAATGATGGAAGACACTAAAGGAAAAAATTAACGACAAAGACAGCACCAACAGATGTCGTTGTTCCAGAGCTGATGAGGGGTATCTCGAAGCACACGAAACTTTTTCCTTCCTTCATTCACGCACACTACTCTCTAATGGGCAACGGTATACGGCCTTCCTTCCAGTTACTTGAATTTGAAATAAAAAAAAGTTTGCTGTCTTGCTATCAAGTATAAATAGACCTGCAATTATTAATCTTTTGTTTCCTCGTCATTGTTCTCGTTCCCTTTCTTCCTTGTTTCTTTTTCTGCACAATATTTCAAGCTATACCAAGCATACAATCAACTATCTCATATACACCCGGATTCTAGACCATGGCTGGTACTGATAACCGCCGCTCTCGCCACGACGACGAAAGCCCTAAAAATCCCAACAAGAAGAAGAAAGGAAACCGTAATCCAGAAAAGAGTCTCCTTATCAATCTTCATTCATGTTCCAAGAGAAAGGATCTCTCAGCTGCATTGGCTCTTTATGATGCAGCTATCACTTCCAGTGACATTCGCCTCAACCAGCAACACTTCCAATCCCTTCTTTACCTCTGCTCCGCGTTCATTAGTGACCCATCTCTTCAAACCGTTGCCATTGACCGTGGCTTTCAAATTTTTGACCGTATGGTTAGTTCTGGGATAAGTCCTAATGAATCATCTGTCACTGCAGTTGCACGACTAGCTGCTGCCAAGGGTGATGGAGACTATGCTTTCAAGCTTGTTAAAGACCTTGTTGCTGTTGGTGGTGTATCGGTCCCTCGTCTGAGAACTTATGCTCCGGCTTTGCTCTGTTTCTGTGATACTTTGGAGGCTGAAAAGGGTTATGAAGTGGAAGATCACATGGATGCTTCAGGTATTGTGTTGGAGGAGGCAGAGATCTCGGCTTTGCTAAAGGTAAGCGCTGCCACAGGCCGAGAAAACAAGGTTTATAGATATCTGCAGAAGTTAAGAGAATGTGTTGGCTGCGTTAGTGAAGAAACTTCAAAAGCAATCGAGGAATGGTTTTATGGAGTGAAAGCTAGCGAAGTTAGTGATAATGGGATTGGTTCTGATATTGAGCTGCTTAGAGCAGCTGTTTTGAAAAATGGGGGTGGGTGGCATGGTCTTGGGTGGGTTGGAGAAGGCAAATGGATTGTGAAGAAAGGTAATGTTAGCTCAGCCGGGAAATGTTTGAGCTGTGATGAGCATTTGGCTTGTGTTGATACCAATGAGGTAGAGACTGAAGATTTTGTGAATTCTTTGGTGACTTTGGCTATGGAGAGGAAGGCAAAGATGAATTCATGCGAGCCTATGGCGGATTTCAGTGAGTTTCAGGAGTGGCTTGAAAAGCATGGAGATTACGAAGCTATACTAGATGGAGCAAATATTGGGCTCTACCAACAAAATTTTGCAGATGGTGGTTTCAGTCTACCACAGCTTGAAGCTGTAGTGAAGGAACTTTACAATAAAAGTGGTAGCAAAAAACAGCCGCTAATTCTCTTGCACAAGAAACGGGTCAATGCGCTTTTAGAAAACCCGAATCACCGGAATCTTGTGGAAGAATGGATTAATAACAATGTCCTGTATGCGACTCCACCAGGTTCCAATGATGATTGGTATTGGCTCTACGCTGCTGCTAAACTCAAGTGTTTACTTGTGACTAATGATGAGATGAGAGATCACATTTTTGAACTATTAAGTAACAGTTTCTTCCAAAAATGGAAAGAAAGACATCAAGTTCGGTTTACCTTTGTGAAAGGCTGTCTCAAGCTTGAAATGCCACCTCCTTTTTCAGTTGTGATCCAGGAATCGGAGAAAGGATCATGGCACGTTCCAATCACGAGTCAAGACAAGGAGGAATCTTTAAGAAGTTGGATGTGCATTACAAGGCAGAGTTCATAGATGCAGGCATGCAAGCTTGGCGTAATCATGGTACCGGCGAATTTCTTATGATTTATGATTTTTATTATTAAATAAGTTATAAAAAAAATAAGTGTATACAAATTTTAAAGTGACTCTTAGGTTTTAAAACGAAAATTCTTATTCTTGAGTAACTCTTTCCTGTAGGTCAGGTTGCTTTCTCAGGTATAGCATGAGGTCGCTCTTATTGACCACACCTCTACCGGCATGCCGAGCAAATGCCTGCAAATCGCTCCCCATTTCACCCAATTGTAGATATGCTAACTCCAGCAATGAGTTGATGAATCTCGGTGTGTATTTTATGTCCTCAGAGGACAACACCTGTTGTAATCGAGCTCGACAACCCTTAATATAACTTCGTATAATGTATGCTATACGAAGTTATTAGGTGATATCAGATCCACTAGTGGCCTCAATCGTAGGACGTCATTAGTGGCGAACCCGATACCGATTACTGCTGCTGTTCCAGCCCATATCCAACTTCCAATTTAATCTTTCTTTTTTAATTTTCACTTATTTGCGATAATCACTAGTGCGGCCGCCTGCAGGTCGACCATATGGGAGAGCTCCCAACGCGTTGGATGCATAGCTTGAGTATTCTATAGTGTCACCTAAATAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGATGCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGAAATTGTAAGCGTTAATATTTTGTTAAAATTCGCGTTAAATTTTTGTTAAATCAGCTCATTTTTTAACCAATAGGCCGAAATCGGCAAAATCCCTTATAAATCAAAAGAATAGACCGAGATAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCAACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTTTGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGTCCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGGGCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCTGGCGAAAGGGGGATGTGCTGCAAGGCGATTAAGTTGGGTAACGCCAGGGTTTTCCCAGTCACGACGTTGTAAAACGACGGCCAGTGAATTGTAATACGACTCACTATA
//




		Save the ‘bridging’ .gb intermediate file and close it.


		Optional: At this point, you can run a Python script [https://github.com/fomightez/UGENE_help/blob/master/fixing_UGENE_annotations_4_Serial_Cloner.py] to modify the annotation names in the ‘bridging’ .gb intermediate file to facilitate the conversion of the UGENE annotations into Serial Cloner features. (Very soon you’ll have the option to paste the text of the ‘bridging’ .gb intermediate file into a webserver to do the modification.) This step can save you editing the feature names at the end of step #4 below.








Step 3: Bring the sequence and annotations into Serial Cloner



		Right click the combined .gb and select to open it in Serial Cloner.


		It will give a message that you imported a NCBI-formatted Genbank file.


		Your full sequence should be there. As a verification of the process thus far, it is advised you confirm the length matches.


		Toggle on circular option in the Sequence tab if the sequence is a plasmid.








Step 4: Enable the imported annotated features to show in Serial Cloner and Fix names


You most likely will not need to adjust the features to show if your UGENE .gb file had already contained both annotations and the sequence. For whatever reason files already containing the sequence, seem to default to enabling show on the individual features.



		Go to the Features tab and click Edit in the bottom right corner of the features window so you can toggle on Show.


		Toggle on Show in the bottom left so all the features will show in Serial Cloner tools. The will become bold text when show is enabled. (Sadly, you have to do them one by one. I have not found a way to selected all of them at once.)


		Adjust the names of the features as you see fit. (Serial Cloner is taking the first part of the text that was in the notes and appending it to the type of feature and so the names may not be as you’d like upon import. I have developed a Python script [https://github.com/fomightez/UGENE_help/blob/master/fixing_UGENE_annotations_4_Serial_Cloner.py] to automatically adjust this ahead of time by altering the .gb bridging file just prior to the current step #3. I also plan to host a webserver version of this helpful aid soon. Please look into one of these options if you find you are doing this tedious adjustment a lot.)








Step 5: Save as Serial Cloner ‘.xdna’ format and clean up



		Save the file so you can open it in Serial Cloner later without needing to repeat all these steps. It is advised that you save it in a manner to clearly distinguishable from the UGENE files, optionally even in a separate folder.
Helpful tip: The saved file will end in the Serial cloner .xdna extension, and so if you have extensions viewable it should still be distinguishable even if the file name or folder doesn’t clearly indicate.


		Now you can make and print Graph Maps or Seq. Maps using the tool bar buttons in Serial Cloner and the imported features will be visible.


		You should delete the intermediate, ‘bridging file’ at this point to avoid confusion later.








Additional notes


There is a separate Serial Cloner Genbank format that Serial Cloner can save and import. This format includes color and other information in the features list. You could optionally take advantage of this ability and add related code if you want at step #2. I considered made a Python script [https://github.com/fomightez/UGENE_help/blob/master/fixing_UGENE_annotations_4_Serial_Cloner.py] to do at least one of these optional steps and considered developig more. Overall though the process as described here is relatively straightforward and seems acceptable for now.
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