
Manual

Spec INTI Editor V3

SpecINTI editor lets you launch specINTI from a graphical interface. It includes a text editor for 
editing and saving configuration files, an observation file generator, image fits and spectral profile 
display, and a thumbnail presentation of results in png format. Also included are an interactive tool to 
help calculate instrument response and a search criteria help function.

Installation
Unzip the specinti_editor file.

For MacOs, see the procedure at the end of this document for authorizing execution of an unsigned 
application.
signed application.

!! Copy your _configuration folder instead of the default _configuration folder - make sure you don't 
overwrite it.

General presentation
On launch, the window below appears. It consists of an area of tabs and a panel on the right with two 
blocks (docks), Parameters and Console.

Subscribe to DeepL Pro to translate larger documents.
Visit www.DeepL.com/pro for more information.

https://www.deepl.com/pro?cta=edit-document&pdf=1
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The window can be enlarged. The two docks can be independently enlarged, placed on the left, at the 
bottom.

The console can be detached as an independent window. To dock floating panels, double-click on their 
title bar.

The interface style depends on the system interface style. In the case below, Windows11 Dark mode.

The application remembers your interface layout for the next launch.

Language management
To change the default language from French to English, click on the 'Fr' button, then restart the 
application.

Version check
If you have an Internet connection, the application checks the current version number on the
website. If the version is different, the version color changes to red.

Principle of specinti
The specinti processing pipeline is based on two files: the configuration file, which describes the 
processing parameters, and the observations file, which allows you to batch process one or more 
objects from your night.

Specinti_editor is the interface that facilitates the writing of these two files.
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If you wish to change the default autosave behavior of the observation file, for example to use an observation file from 
another program, you will need to manually edit the specinti_ini.yaml file by changing the 'autosave_obs' parameter from 
True to False.

Configuration / Observations
The size of the Configuration and Observations zones is adjustable. Move your mouse between the 
Configuration and Observations areas, in the region of the three dots, to see the cursor change.

On the left panel :

- Access to configuration files in the _configuration directory for simple text editing.

- Access to observation files if you've entered a directory in the
observations tab.

To start processing, click on Go !
The Go! button launches the configuration script selected in the Configuration tab.

Please note: the "Go!" button saves changes to the Observations file. It is currently not 
possible to manually modify the name of the observation file in the configuration file; it will 
be automatically replaced by the current observation file.

The Exit button is used to terminate the application, saving the application parameters.

The console displays real-time information during processing.

You can save the contents of the console by clicking on the "Save" button.
The "console.txt" file will be saved in the observations directory or the
application directory if the observation directory is not defined.

To delete the contents of the console, click on "Delete".
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Configurations
The list of configuration files in the "_configuration" folder in the application
directory is displayed at top right, in alphabetical order.

If you wish to add a file to this directory, without exiting the application, click on the
"Refresh" button to update the file list.

Click on the desired configuration file. The file is displayed as text in the
area on the right. It can be edited simply as a text file. Comments begin with a "#".

When the software itself updates certain keywords, their color changes to green.

To save a modified file, simply enter its new name and click on the
"Save" button.

Configuration tips
You can search for a word in the text of the configuration file using the "Search" button and the 
associated text box.

You can also navigate to a specific line number using the "Line" button and the associated text box.

Remarks
This section is a wizard for reading and generating an observation file. - The
yaml file will be saved in the observations directory.

Select the observations directory with the Browse button. It is important to
not a file.

The list of files with .yaml extension present in this directory is displayed on the right, with the 
exception of yaml files beginning with '_', which are in fact configuration files linked to an object 
generated by specinti after processing.

Please note: SpecINTI generates .yaml files which copy the configuration used during processing. 
These files begin with the prefix "_" and should not be confused with observation files.

All fields can be edited manually. You can start from an existing file.

The power of the generator lies in the "Autofill" function - this function automatically fills in the 
fields, filling in only the list of objects and the names of the offset, dark and flat master images.

To achieve this, we recommend following a naming rule, the various elements of which are defined below:
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Simply fill in the prefixes and postfixes of your image names, as well as the separator character 
from the object name to the image file name.

• Image file postfix : indicates the separating character(s) between the root name and 
the image number in the sequence. For example "-" for sequences of type "etoile-1 ", 
"etoile-2 "... "etoile n".

• Name separator: transforms the object name into your image file name.
image file name. Options are :

- None: no spaces, EW Lac becomes EWLac
- '_' underscore, EW Lac becomes EW_Lac, example image above
- Space: EW Lac becomes... EW Lac - however, it is not recommended to have spaces

names, files or directories.
• Calibration file prefix: indicates the character(s) before the root name of the calibration 

file. For example, "a" for "aetoile-1". This field remains empty if the prefix is not used in 
your standard.

• Calibration file postfix : indicates the character(s) after the root name of the calibration file.
file. For example, "_neon-" for "etoile_neon-1".

Enter the list of object names in a format compatible with Simbad.

Example: "EW Lac", "Altair", "HD 6226".

Spaces must be respected. Names must be separated by commas, followed or not by a blank.

Example: Altair, EW Lac, 60 Cyg, omi Cas

Enter the names of offset, black and flat images WITH their postfixes.

Example: "o-", "n300-", "f-"

or
"_offset", "_dark", "_flat".

The master images must be present in the observation directory.

At this point you can click on "Autofill" if your file naming standard complies with the convention 
described. The fields Image List, Number of images per object, Calibration List, number of calibration 
images, as well as the number of images for offset, black and flat images will be automatically filled in.
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images will be automatically filled in. The operations performed are as follows:

• Deletes spaces in object identifiers and replaces them with the
"Name separator" field to create the root name with its postfix.

• For each object, counts the number of images in the object sequence with the root name 
image.

• Add prefixes and postfixes to root names to create calibration file names, for 
each object.

• Counts the number of offset, black and flat images, or retains "0" if only one image is found to 
be compatible with the specINTI standard. If the number of images is "0", specINTI uses the 
image name as a master image already generated.

It is therefore important to name images at acquisition according to this convention, so that the auto-
fill function fills in all fields with a single click.

Example of acquisition names for stars:
gamcas-1, v442_and-1, HD 192685-1

Example of acquisition names for calibration images:
gamcas_neon-1, v442_and_neon-1, hd1 9265_neon-1

or with a prefix:
agamcas-1, av442and-1, ahd192685-1

Example of automatic filling after manually filling the list of object names (and master images):

If you are not using a naming standard, or if you wish to modify the name(s) or number, you can of 
course edit each field manually. For example, if a calibration image has not been made for an object, you 
can edit it to replace it with the name of another calibration file closest in time.
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You can also start from an existing observation file. To do this, click on one of the files in the list on 
the right. This can be useful for correcting an error or modifying a parameter.

Finish by entering the name of the "observations" file and click on Save to save it. It will be automatically 
saved when you start processing.

Observations tip
If changes are made to any of the fields in the observations section, the profile file name turns red. This 
indicates that the observations file will be saved with these modifications.
If this is not desirable, change the name of the file, and the name will change back to white.

Obj Nuit" button is an additional tool to help list all night objects. Its algorithm is as follows: identify 
all file names with sequence number -1 and place these file names in the object list. You then need 
to do a little tidying up to remove irrelevant file names and add a space so that the object name 
conforms to Simbad's rules as seen above.

Example on an observation folder - the algorithm finds the following names.

We eliminate Altair because it has already been processed, then Img, which was a test image, and we 
add the blanks to name the Simbad objects. Finally, we click on "Autofill".

Advanced mode
- Trans atm file list: list of atmospheric transmission files by object

- Flat offset list: flat offset in pixels for correction by object See specINTI 

documentation for use.

By default, the lists are initialized to : None. If image files are not found, their number is -1

GO !
To start processing, click on the GO! button.

The software saves the observation file and the configuration file automatically, under the names 
indicated in their respective fields.
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Console messages are displayed in the console panel. Messages are displayed throughout specinti 
processing and, since version 2.5, are displayed in real time rather than in the console or terminal of 
your PC.

At the end of processing, the processed spectra are displayed in the Gallery. You can then double-
click to open the chosen spectrum in the Spectrum tab, or display all spectra in Visual Spec.
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Image
Displays 2D fits images. Use this tab to view the quality of individual images, calculate binning 
zones automatically or view them manually, find calibration line positions and other image 
functions.

Image tips
You can zoom and move the image with the mouse and its scroll wheel. The "zoom 1:1" buttons force 
an image display without zoom factor - if you have zoomed out too far or moved the image in the 
viewing area,  right-clicking "View all" brings the image back to center.

Contrast and brightness are controlled by two thresholds, high and low, which can be adjusted with the 
mouse in the histogram area to the right of the image.

The x,y and intensity values of the pixel are displayed in the bottom left-hand area of the window when 
the mouse is hovered over.

A right mouse click brings up a context-sensitive menu in the PyQtGraph library, which lets you, for 
example
export the image as a png file.

If the image is part of a numbered sequence such as name-1, name-2 ... name-n, clicking on the <> 
buttons will automatically display the next or previous image in the sequence. The image name field is 
also editable. To accept changes to the name, confirm with "enter".

Display vertical yellow lines with Ctrl+click (or "command" for Mac) in the image, horizontal red lines 
with Alt+click (or Option for Mac). To delete them, click again on the line with Ctrl or Alt, depending 
on the type of line.

Recall the position of the last horizontal line on another image with the "Recall horizontal line" 
button.
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Shift+click records x-positions of spectral lines by moving the mouse over the position. The x-
positions are added one after the other in the 'Click Points' text box. This area can be edited.

To copy an entire text zone, press Ctrl+A, then Ctrl+C - you can then go to the
configuration tab to paste the line positions behind the appropriate keyword.

The automatic binning function is now operational. It uses specINTI's internal functions to find the 
position of the spectrum, possibly straightening the trace to a central zone by calculating the local tilt 
angle. A complementary algorithm estimates the spectrum boundaries and adjusts the sky binning 
zones on either side of the binning zone. The 'posY' values of the spectrum trace, the 'bin_size' binning 
zone size and the 'bin_zone' sky binning zone are updated.

The ">> " button transfers the bin_size and sky values to the configuration file.
For security reasons, the y-position of the spectrum is not updated.

It is also possible to edit and graphically check their dimensions and positions with the "show bin 
zone" button.

These zones can be adjusted with the mouse. Sky binning zones are shown in blue, while spectrum 
binning zones are shown in red. Click on a zone to move it. Move the mouse over one of the lines 
bordering the zones; this line turns red, then click and drag with the mouse. Values are updated in the 
corresponding fields.

Click on the Clear bin zone button to make the image display disappear.

The image file header is displayed but cannot be edited.
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Spectrum
Displays spectral profiles, fits 1D file Open the fits file 

with the Open button.

If by mistake a 2D image fits file is selected, a message will be displayed in the console. The fits file 
header is also displayed on the right.

Use the mouse wheel to zoom in and out.

To zoom in on one axis only, use the right mouse click: move to
horizontally for x-axis zooming, and vertically for y-axis zooming.

You can return to automatic scaling at any time by clicking on the "Auto scale" button, or by clicking on 
the small "A" icon in the bottom left-hand corner of the graph.

The legend and a vertical cursor are displayed by default. They can be hidden with the "legend on/off" 
and "cursor on/off" buttons.

Legend can be moved with mouse

The cursor can be moved with the mouse along the profile, displaying wavelength and intensity values.
and intensity values

When a file is opened, a chart title is formed with the header information. Changes can be made in 
the text zone. To validate changes, don't forget to press 'enter'.

Right-click in the graph area to export to png or to axis values.

To delete labels and/or selected zones, click on the "Delete labels" button.
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The "Save" button allows you to save the profile under a different name, before re
with different parameters for comparison.

It is possible to manually enter a file name or to modify it; press "enter" to validate modifications.

Some fields in the FITS header can be edited in the grid on the right. Only the following text fields are 
editable: 'OBJECT', 'OBJNAME', 'BSS_SITE', 'BSS_INST', 'OBSERVER', 'BSS_TELL', 'BSS_NORM' and you can 
save the file with these modifications.
save the file with these modifications using the "Save" button.

If several spectral profiles are displayed, you can select the profile on which you wish to take 
action. To do this, click on the desired profile. The curve will flash briefly and the profile name will 
be bolded in the legend.

The X Per profile is selected, its name is in grad in the legend and the values of the vertical cursor on the Helium line show a line value above the 
continuum, the line is in emission.

Analysis section
This section allows you to check wavelength calibration using the "verif telluriques" tool for high-
resolution spectra and the "verif balmer" tool for medium- and low-resolution spectra.

Verif Telluriques
Displays the position of telluric lines - useful for checking the wavelength calibration of a
of a high-resolution spectrum.
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Check Balmer
Display the position of balmer lines - this function is useful for verifying the wavelength
wavelength calibration of low-resolution spectra.
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Norm and Crop sections
Although these functions are provided directly in the configuration file, they can be performed 
interactively by selecting a region of the spectrum with the mouse.

To select the region, press the Ctrl+left mouse click button and move the mouse, holding the button 
down, to the end of the desired region. You can then click on the selection area and adjust the 
boundaries.

Norm
This operation takes the area selected by the mouse, calculates the average and divides the entire 
profile by this value. The selected area is then positioned around the unit value. This function is 
particularly useful (and visible) if several profiles are displayed and are not necessarily at the same 
scale.

Before and after normalization on selected area

Crop
The Crop function allows you to quickly eliminate zero pixels at the edge of the profile, a processing 
artifact.

Select the area to be preserved, then click on the "Crop" button. To preserve this operation, it is 
important to remember to save the profile with the "Save" button.
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Before and after Crop to eliminate pixels at zero right

If two spectra are displayed, the Crop operates on the selected profile.

It is possible to undo the last Crop operation.
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Gallery
Displays specINTI treatment results in thumbnail format

You can double-click a thumbnail to view it automatically in the
Spectrum tab

You must select the Vspec.exe directory to activate the option to open files processed
files processed in Visual Spec. This function is not active under Mac OS.
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Rep Instru
This tab allows you to calculate the instrumental response in a more graphical form than with
specinti scripts.

Load the profile of the observed object using the "Obj file" button.

Load the theoretical profile of the same object, which you may have retrieved from the staros-
search.org website, directly accessible via the "Staros search web" button. You only need to be 
registered to download the fits file.

The reference file must be placed in the observation directory, the same directory as the object 
profile. Personally, I call it the object's 'mel_name' to help me find it quickly.

You can also access a local reference spectrum base, for which see the "Local Data" button at the end 
of this section.

The interface automatically displays the division of the observed object profile by the theoretical profile.
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In the panel on the right, adjust any wavelength offset. Either in increments
of 0.1 with the arrows or by editing the value and then "enter".

Once you've found the right value, click on "validate" to keep only the result of the
and activate the filter modes to obtain the instrumental response.
response.

To construct the response curve, telluric lines and noise variations must be eliminated.

Two modes are available:

• the "Points" mode, recommended for high-resolution spectra

• Zones" mode for low-resolution spectra.

The difference lies in the method used to construct the response. This is done either by fitting a 
curve to points, or by filtering the profile after removing areas disturbed by spectral lines.
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Point mode

Using the mouse, place points on the dividing curve, avoiding areas with spectral lines. Once the points 
have been placed, click on the "filter" button to display the instrumental response curve in orange.

If you click on the little green line in front of the name "division" in the legend, you can hide the division 
display.
the green curve and thus better see the orange response curve.

You can delete the stitches and start placing them again using the
"button.

You can cancel and return to the pre-validation stage with the "Cancel" button.

By default, the application proposes a name consisting of the prefix rep_ followed by the 
observation date of the observed object - click on the "Save" button to save your instrumental 
response.
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Zone mode

You can zoom in to check if any wavelength adjustment is required.

Click on the "Validate" button to validate the division.
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The "Zones" mode gives access to a "clean" mode - click on the "Clean mode" button to display a 
region whose limits can be adjusted with the mouse and moved.

Once positioned on a region to be eliminated, click on the "Clean" button.
as for the spectrum tab, make a selection with the mouse using Ctrl left mouse click.

Move the area, adjusting its boundaries to eliminate other problematic regions. Once this "cleaning" 
work is complete, move on to the filtering stage.
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Use the "Crop undo" button to undo the last (and only the last) Crop operation.
Crop operation.

Choose a filter value that is neither too low nor too high. Too low and it won't eliminate large 
variations in small areas, too high and it will move the top of the profile, for example. On the left, a 
filter value of 100, on the right, a filter value of 2000.

In our example, a value of 400 seems a good compromise.

To change the filtering value, enter a new value or adjust the value with the arrows and click on the 
"filter" button again.

Local base selection
In some cases, the reference spectra in the Melchiors database are not suitable. For example, for work 
in the blue and near-UV range, their spectral coverage is not sufficient. In such cases, you may 
need to use a local database.
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For example, you can download the ISIS database, which includes the "Pickles" files: 
http://www.astrosurf.com/buil/isis/download/isis_database_v9.zip (attention http link)

Install the local database in the directory of your choice.

When opening a reference file, do not click on the "Open" button, but click on the "Local data" 
button. Browse the directory tree to the local database directory.

Select the desired file. It may be in .fits or .dat format.

Continue the process as described above.

http://www.astrosurf.com/buil/isis/download/isis_database_v9.zip
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Help
The Help tab gives access to four files extracted from the specinti website - select the help file from 
the drop-down list on the right. A text search is also available with the "search" button and its 
associated text box.

Diagram - series of annotated spectra
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Param manual - list of Specinti keywords

Functions manual - list of Specinti script functions
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Atlas - lamp spectra, sky background, solar spectrum

Specinti checklist
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MacOs execution
To execute an unsigned program on MacOs, place the file 

in a directory of your choice.

Before zipping, display a Mac terminal console and enter the command: sudo xattr -cr
/pathtofile/specinti_mac.zip

Replace /pathtofile/ with the path to your zip file

If your file is already unzipped, enter the directory path

As sudo is a supervisor command, the terminal asks for a password

Enter your Mac account password and press Enter. When you enter the password, nothing happens 
on the screen. If the result is correct, the terminal displays no error message.

You can then unzip your file or access the directory directly. The first time you launch the terminal, it 
may take a long time to load, approaching two minutes. Please be patient... this will not be the case for 
subsequent launches.


