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1.Installation

1. Installation
1.1. Windows

Prerequisites: Windows 7, Windows 8 or Windows 10 — all in 64bit mode,
the 32bit version is deprecated
TmoleX 4.4 (version 2018) uses Java version 8 and newer OpenGL routines.
If you are not able to visualize molecules, please consider to update your graphics card

driver.

The Windows version of TmoleX is distributed as a single executable file, called TmoleX44Win64.exe. To

install TmoleX, simply double-click on TmoleX44Win64.exe and follow the installation instructions.
After installation, TmoleX is available in your Windows Start Menu or as an icon on your desktop.

Please Note :

TurBoMOLE 7.3 for Windows is included in the TmoleX package. You will not have to install it additionally.

Some features of TURBOMOLE that are based on classical Unix scripts are not yet ported to Windows:

® Numerical second derivatives (script NumForce)
® automatic BSSE calculations (program jobbsse)

® parallel RI-DFT using hybrid functionals

The TurBOMOLE version for Windows(64bit) includes serial and parallel 64-bit executables. Intel MPI is

included in the installer, parallel jobs should run out-of-the-box.

Take care that the Windows firewall and your anti-virus software
allow the processes to communicate with each other.

So please add the Turbomole binaries ridft mpi.exe

rdgrad mpi.exe to the firewall white list.
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1.Installation

1.2. Linux

Prerequisites: Linux distribution based on Kernel 2.6.x and newer for the serial version of Turbomole,

GLIBC 2.11 or newer for the parallel version.

The Linux version of TmoleX is distributed as a single file called TmoleX_44Linux.bin Please make sure that
the file has execute permissions (chmod a+rx TmoleX_44Linux.bin) before starting it, then follow the

instructions on screen.

The full version of TURBOMOLE 7.3 is included in the TmoleX package.

Features that are not supported by TmoleX can be used by the command line version. After the installation
of TmoleX, TURBOMOLE can be used from the command line as usual. Just set STURBODIR to the
TURBOMOLE directory of the TmoleX installation, and extend the PATH to $TURBODIR/scripts and
STURBODIR/bin/ sysname" (the binary directory).

Or, alternatively, a shell can be started by TmoleX with the correct settings by using the right-mouse menu in

the project list (see below).
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1.Installation

1.3. Mac OS

Prerequisites: Mac OS X 10.6 and newer

The Mac OS version of TmoleX is distributed as a single file called TmoleX44MacOS.dmg. To install

TmoleX, simply double-click on TmoleX44MacOS.dmg and follow the installation instructions.

After  installation, @ TmoleX is available in the chosen folder (by default in
/Application/COSMOIlogic/TmoleX18).

Features that are not supported by TmoleX can be used by the command line version. After the installation
of TmoleX, TURBOMOLE can be used from the command line as usual. Just set STURBODIR to the
TURBOMOLE directory of the TmoleX installation, and extend the PATH to $TURBODIR/scripts and

STURBODIR/bin/ sysname" (the binary directory).
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1.Installation

1.4. Online Updates

TmoleX 4.4 includes an online update system and is able to automatically perform updates. This can be
initiated manually by checking for updates in the help menu. But TmoleX is also able to check for updates
itself. How often or if at all it should connect to COSMOilogic's update server can be chosen during the
installation of TmoleX:

TmoleX updates
Chedk

Check for updates: | Weekly

install4j
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2. A quick tour

2. A quick tour

2.1. Starting the program

Starting TmoleX for the first time, you will get into the Welcome panel:

[§ Projectiist

Welcome to TmoleX

Version 4.4.0

New to TmoleX?  We recommend to watch the video introduction first.

How to start: Click on 'New Project’ and select a directory on your local system
to start with TmoleX. Default wil be a new directory
called TmoleX_Project in your home folder.

Please choose one of the following options:

| New Project |

| .2 Open Project |

| Gnline Videos 'How To' |

| TmoleX Documentation |

Manage Job(s) |

To start with TmoleX, create a new project by klicking on | New Project

Alternatively open an existing project (from former TmoleX versions) or watch the introductive online videos

first.
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2. A quick tour

All projects will require a new directory on your hard disk — where this directory shall be located and which

name it shall have is asked in the window that pops up:

| £ | Create/Choose new project directory
LookIn: | | TmoleX v @ [BE
| .jchempaint Im Links
k= Contacts b Music
| COSMOlogic L Pictures

| COsSMOlogicAppData  Ja Saved Games
| COSMOlogicAppDatall [ Searches

| COsSMOthermX12 [[moleXProject |
Ml Desktop B Videos

I Documents

la Downloads

|« Favorites

File Name: C:\Users\TmoleX\TmoleXProject

Files of Type: v

s

§ Select |LCan-::e| |

The default directory is called TmoleXProject in your home folder. Just click on Select to accept the default or

generate a new directory and choose this one. You are now ready to perform your first Turbomole job:

Fle Edt Templates Resits Extas Tools Hel
= "o Open 30 Molecular Buid) Job loal:|  0f4 | 0 M dfor TmoleX: | 185,3/259,6 MB System: | 0,0/17087,9 MB
[ o = [ "™ Open 3 Molecuar Buider obsrumning local:| 0/4 | remote: | ] lemory used for TmoleX: | 185,3/259,6M8 | System: | 0,0/17087,
¥ [ Projectuist ! Start Job >
¥ [ TmoleXProject 6 (| SIS T =
B job_notRun_1 g e _>,J
JCnnrds&Svm.| Multiple Coordinates |
o
\ =% mport Coordnate Fie Il “s”® Open 30 Molecular Buider I @Y Draw J M) SMIES oD | Units A w
Atomic Symmetry Internal coordinates
Number of atoms 0 -
e C1 Constraints | Value Start End Stepsize
Max, tolerance 0.01 84| AutodstectSymmetry |
New Atom | ) [Ree
New point group a1 Apply New Point Group |
Delete Selected Atoms | -
MNumber Element x y z Fixed cartesian Fixed internal
periodics
=
off
order:
Qo |
Lo
Continue >>
Manage Job(s) | .
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2. A quick tour

2.2. An illustrative example: Part 1

This section will guide you through the process of performing a DFT energy calculation and a ground state

geometry optimization of a molecule, for which input coordinates exist, e.g. benzene.

Option 1: Read in a coordinate containing file. The buttons

e ]

<-—or —»> == Import Coordinate File |

in the tool bar and the main window or the menu 'Import Coordinate File' in the pull-down menu 'File' will
open a file browser. Select the coordinate file and load the molecular structure of benzene into TmoleX
(first change to your home directory and from there to
COSMOlogicAppData/TmoleX18/building_blocks/rings/).

4 Open Coordinate-File @

LookIn: | | rings - o B

L benzene.sdf

|4 benzimidazole.sdf

|4 borazine.sdf

|4 imidazole.sdf [}
|4 indole.sdf

|4 pyrazole.sdf

|4 pyrrole.sdf

|4 pyrrolidine.sdf

|4 thiophene.sdf

File Name: benzene.sdf

Files of Type: | all coordinate files A

| Open || Cancel |

- .'.‘ of
Option 2: click on 'Open 3D Molecular Builder' | & Open 30 Molecular Builder

and double-click on the benzene entry on the right side which is also located in the rings section.

| Building bk:-cksl Atoms |

4 misc

* 4 pah

¥ | rings
. | benzimidazole,sdf
. borazine,sdf
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2. A quick tour

2.3. The tool bar

P
il o E '," Open 30 Molecular Builder Jobs running local:| 0/8 remote: 0| ‘ Memory used for  TmoleX: _ System: | 0.0/17087.9 MB

The tools in the tool bar act only on the job that you are currently working on, i.e. which is opened in the

project list.

Create new job within the current project.
Create new batch job within the current project.

P Read or import coordinates (besides TURBOMOLE also many different formats).

Save/Export current coordinates in various formats.
E Save current job to disk.

Open the directory of the current job in the default file browser of your OS.

Open molecular viewer. Can also be used to build new molecules.

Jobsrunning  locak|  0/4 | remote:| 0 | TmoleX can run jobs on your local machine as well as on remote

systems. It also includes a simple queuing-system. By clicking on
either the local or the remote button a list of running jobs will

open.

Memory used for TmoleX: 103.4{124.1 MB | System: | 0.0/6296.2 MB The memory usage of TmoleX itself and the jObS

that are running on your local system is displayed here — click on

the TmoleX button (the yellow one in this example) to free unused

memory (starts Java garbage collector)
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2. A quick tour

2.4. The sections

TmoleX is structured as an interactive TURBOMOLE input program, similar to the 'define' program, which
generates the input on the command line.

@ On the left you will find a list of open projects and jobs of each project,

@ on the top the general task menu (Geometry, Atomic Attributes, Molecular Attributes, etc.)

@ in the main frame the data assigned to the chosen task.

File Edit Templates Results Extras Tools Help

[‘ Jal gl L
Dl - o E a 'Y =n 3D Molecular Builder Jobs running local:|  0f8 | remote: | 0 | Memory used for Tmola!:_ System: | 0.0/17087.9MB

Projectlis
¥ [ TmoleXProject
B job_notRun_1

Atomic Attributes

e

| : Import Coordinate File I '=f' Open 30 Molecular Builder I @' Drawd ¥ sMuEsto3D | Units A v

Atomic Symmetry Internal coordinates

Number of atoms 12 Q)
Currentpointgroup €1 Constraints Value

Max. tolerance 0.01 au | Autodetect Symmetry
Apply New Point Group

New Atom
Delete Selected Atoms

New paint group c1

Number Element Fixed cartesian Fixed internal

periodic:
&
off

R R N

SR

(I
Lo
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2. A quick tour

The input is divided into four different sections:

The kind of job or property that shall be calculated can be set in the Start Job panel:

—| Start Job '—}-

Results after a successful run can be viewed and further investigated in the Results panel:

- Results

You should follow the menu structure in the main frame from left to right. The traffic light

colors are indicating which steps have been accomplished and for which steps input is

needed.

Color code

Red: No valid data is available. User action required.
Yellow: Default settings available — unchecked by user so far,
Green: The data is correct or user did already visit this section.

Grey: Section is currently not available (like Results for a job which did not run yet)
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2. A quick tour

2.5. An illustrative example: Part 2

2,51 Geometry panel
After reading in the coordinates, you are in the |[__Geometry | section. Here, you can choose the

symmetry, create internal coordinates, add atoms, or modify the structure.

File Edit Templates Results Extras Tools Help
o) e "
Dl - E - % Open 3D Molecular Builder Jobs running local:| of8 | remote:| 0O | Memory used for TmoleX: _ System: | 0.0/17087.9 MB

¥ [§ Projectlist !
¥ | TmoleXProject o

B job_notRun_1

Atomic Attributes

3 Resus

J Coords & Sym. |

{ Kf Import Coordinate File Jl .=," Open 3D Molecular Builder Jl @’ Draw 2D J W sMIES 3D | Units (A v

Atomic Symmetry Internal coordinates

Number of atoms 12
Current point group c1 Constraints Value Start End Stepsize

Max. tolerance 0.01 8 Autodetect Symmetry

New Atom
Mew point group c1 Apply Mew Point Group
Delete Selected Atoms
Number Element X ¥ z Fixed cartesian Fixed internal
1 C -1.0916 -0.6749 0 L
2 C 0.2118 -1.3828 0 L periodic:
3 (s 1.3034 -0.5079 0 L _’
4 o 1.0916 0.8749 0 L E
5 C -0.2119 13827 1] L off
6 C -1.3035 0.5078 0 L
7 H -1.9433 -1.5576 0 L
8 H 0.3773 -2.4618 0 L
9 H 2.3206 -0.9041 0
= order:
10 H 1.9433 1.5576 0 L
1 H 0.3773 24618 ] L L@ |
12 H -2.3206 0.9042 0 B [L]

Continue >3

Manage Job(s)
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2. A quick tour

252 Basis set panel

The basis set is being defined in the'[ Atomic Attributes ]' panel:

Fle Edit Templates Results Extras Tools Help

el g m, :
D - & E =, % Open 30 Molecular Builder Jobs running local:| 0f8 | remote:| 0 | Memory used for TmoleX: _ System: | 0.0/17087.9 MB
.

v [ Projectiist —»—  Resuls

¥ [ TmoleXProject '

B job_notRun_1

| Basis Sets |

Basis Functions 102 Mumber  Element  Basis set ECP Mass Mudear charge Basis functions
Basis Set for all Atoms 1 c def-5v(F) 12,0110 [ 15
deFSVP) - 2 C defSV(P) 12,0110 6 15
— 3 C def-SV(P) 12,0110 6 15
Basis for elements 4 c def-SU(P) 12.0110 6 15
T 5 c def-5V(P) 12,0110 6 15
LHdEW—vJ [ c def-5V(F) 12,0110 [ 15
s 7 H defSV(P) 10073 1 2
C e — 8 H deFSVP) 1.0079 1 2
g H def-5V(P) 1.0073 1 2
10 H def5v(P) 10079 1 2
1 H defSV(P) 10073 1 2
12 H defSV(P) 1.0079 1 2

Basis for individual Atoms

Select items from table
or graphic viewer

Choose Basis Sets
<< Previous Continue >3

Manage Job(s)

The basis set is def-SV(P) by default for all atoms. You have the possibility to select one basis for all atoms,

basis sets for given elements, or basis sets for individual selected atoms.

Hint:

If you are not familiar with the modern Karlsruhe/Ahlrichs type basis sets but with old

Pople type basis sets only:

6-31G* is of similar quality than def-SV(P),
6-31G** -- def-SVP, and
6-311G** - def-TZVP.
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2. A quick tour

The drop-down selection 'Basis Set for all Atoms' contains just the Karlsruhe family of basis sets since those

are available throughout the periodic table.

4

Basis Functions 102

Basis Set for all Atoms

| def-5V(F) - |

def2-5v(P)
|
- def2-5VF )

| def2-TzvP ‘
def2-TZWFPP
def2-QzvP
def2-QZVPP
def2-5VPD

def2-TZVPD

For heavy elements a basis set which is optimized for two-component ECPs and two-component

calculations:

dhf-5V(P)-2c

dhf-5vP-2c
look at the automatically loaded ECPs Au |dhfTZvP-2c W |

P ——— by clicking on —Pp dhf-ecp-2c
dhf-QZvP-2c
dhf-QZVPP-2c

-

Selecting one of those will enable the relativistic Two component treatment’ options in the Method section

later on.
NOTE: If you miss some basis sets which are present in the basis set library or if you have added own basis

sets to the basis set library, add them to the file basis_set names.txt which can be found in the TmoleX
directory ( <Install-path>/COSMOIlogic/TmoleX18/TmoleX/ ).
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2. A quick tour

2.5.3 Molecular start orbitals panel

For any TURBOMOLE calculation an initial set of molecular orbitals is required. This is done with an extended

Huckel calculation in the _ panel. If you do not (yet) have valid start orbitals, the button

will remain red.

File Edit Templates Results Extras Tools Help
Pl e L. - . . . . .
D ; & E y ®," Open 3D Molecular Builder Jobs running local:| o/8 | remote:| 0 || Memoryused for TmoleX: _| System:  0.0/17087.9 MB
i

v [ Projectlist
¥ [ TmoleXProject

N
B job_notRun_1 Choose Job Template B Charge: Use frominput v ————|  Apply Job Template

| motecul |
ular Orbitals | Diagram |

< Molecular charge | o . Energy[Hartree] Energy[eV] Deg.

Occ. HOMOLUMO

Multiplicity Automatic (R

Frozen orbitals for MP2/CC

|| Freezing point [Hartree]

Continue =3

<= Previous

Manage Job(s)

Click on 'Generate MOs'

Do not forget to set the molecular total charge before generating orbitals for IONS!!

The generation takes only a (very) short time to compute and the initial molecular orbital are displayed.

Page 18 /97




2. A quick tour

File Edit Templates Results Extras Tools Help

A g
s (e ‘9" Open 30 Molecular Builder Jobs running local:| o0/8 | remote:| 0 | | Memory used for TmoleX: l;l System: | 0.0/17087.9 MB

[ '

v [ Projectlist
¥ | TmoleXProject Y

. job_notRun_1 Choose Job Template Charge: Use frominput » —
| Molecular Orbitals | A

Molecular Orbitals ( | Table | Diagram |

Molecular charge g Spin " Energy[Hartree] Energy[ev]
Multiplicity Singlet 21 ab 0.4338 -11.8051
20 ab
19 ab
18 ab
17 ab
16 ab
15 ab
14 ab

13 ab

Fermi settings 12 ab
ab
ab
ab
ab
ab
ab
ab
ab
ab
ab
ab

o
A

HOMO/LUMO
HOMO

r
i

-0.4338 -11.8054 HOMO - 1

- restricted -

Fully occupied (31 HOMO -2

-0.4819 -13.1133
HOMO -3
HOMO - 4
HOMO -5
HOMO -6
HOMO -7
HOMO -8

0.4819 -13.1134
-0.5090 -13.8498
-0.5204 -14.1605
-0.5204 -14.1607
-0.5655 -15.3880
-0.5835

Fartly occupied 'l}

Generate MOs || Delete MOs

-0.6165 HOMO -9

HOMO - 10

-
=

) -0.6813
.| Fermi
HOMO - 11

-0.6813
HOMO - 12
HOMO - 13
HOMO - 14
HOMO - 15
HOMO - 16

0.8226
0.8226
-0.9185
-11.3231
-11.3324

Frozen orbitals for MP2/CC

| Freezing point [Hartree]

-11.3324 HOMO - 17

-11.3358 HOMO - 18

-11.3358 HOMO - 19

BB EEREEPEEEREEEESEE S
L TR T N T N I S T O N I N )

H MW os oD oW o@m oW B

-11.3362 HOMO - 20

<< Previous Continue =

Manage Job(s)

The default for the multiplicity is aufomatic — TmoleX will generate molecular orbitals by doing an Extended
Huckel Guess and fills in the electrons according to the orbital energies. It will recognize closed and open

shell cases and switches to restricted (RHF) or unrestricted (UHF) settings.

Note that you have to generate new orbitals if you change the multiplicity. In this case, i.e. multiplicity not set

to automatic, will always result in unrestricted calculations!

In this panel you can also freeze core orbitals for correlated calculations or switch on Fermi smearing.
Switch from Table to Diagram to see the orbital occupation graphics. Use the left mouse button to set a
freezing point for frozen core approximation settings, and the right mouse button to zoom in (or click once to

zoom out).

Page 19/97
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254 Level of theory: Select method

In the mJ panel you can choose the level of theory, activate COSMO, select auxiliary basis sets, and

advanced SCF settings can be changed.

File Edit Templates Results Extras Tools Help

A g
Falt g "™ Open 3D Molecular Builder Jobsrumning  local:|  0/8 remote: | 0 | || Memory used for TmoleX: L;l System: | 0.0/17087.3 MB

L e '

¥ [ ProjectList
¥ [ TmoleXProject

. job_notRun_1 Choose Job Template Charge: Use frominput w ———  Apply Job Template

< | Level of Theory | SF Canvergence | Solvation |
.'V Auxiliary basis sets for RI-J

Element | Basis set | Auiliary basis set

DFT w | [ userI
c def-SV(P) | defsufp)

DFT settings H def-SV(P) | def sv(p)
Functional | gpgs

Gridsize | 3

COSMO

|| Activate Filename |job_notRyun_1

Two component treatment

<< Previous | Continue >> |

Manage Job(s)

The level of theory for your calculation can be set here. Currently nine different methods are available within
TmoleX:
* Hartree-Fock

e DFT (with or without RI-J), RI-DFT is the default if you start a new session of TmoleX

* DFT + Disp DFT with empirical dispersion correction (with or without RI-J)

e DFT periodic boundary conditions 1D, 2D, 3D periodic RI-DFT calculations
s MP2 conventional RI-MP2 or PNO-MP2
» CC2

«  ADC(2) (MP2)

* CCSD conventional RI-CCSD or PNO-CCSD

* CCSD(T) conventional RI-CCSD(T), PNO-CCSD(T0) or PNO-CCSD(T)

Spin-scaled (SCS, SOS) MP2 or CC2 calculation can also be used as sub-options to the MP2 and CC2
level.
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Settings for SCF convergence and special COSMO selections (recommended only for expert users) can also

be found in the method section.

, |_Geomery |—»— Atomic Atrbutes  }—3——  Molectlar
|—>>— Choose Job Template * — Charge

Level of Theory{{ SCF Convergence [JSolvation |

SCF convergence para

Energy convergence 10 -6l [Hariree]
Density convergence Example: 1.00-8

Max. number of SCF iterations 3p

A
DIIS damping
Start 0.700
Min (last) 0.100
Step 0.050

Energy and/or density convergence criteria can be entered in this panel. A density convergence criteria is
useful for properties and methods that need a very accurate density like post-Hatree-Fock methods or

TDDFT.

Note that the format of the parameters is different: The exponent has to be entered for the energy

convergence while the density convergence threshold is a total number like 1d-8 (use d instead of e like
1e-8, because TURBOMOLE reads them in as double precision number). This difference is due to the fact that
the two corresponding TURBOMOLE keywords, $scfconv and $denconv in the control file are have to be

given exactly like this — so TmoleX here tries to help to understand the default TURBOMOLE input.
Changing the default DIIS damping settings might be needed for complicated electronic structures like

transition metal compounds. If the energy does not converge within many SCF iterations, the DIIS damping

factors should be increased. See the TURBOMOLE manual for details about DIIS.
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255 Start Job: Select kind of job and start it

In the L.Staridob | panel, a single point energy calculation can be started.

Fle Edit Templates Results Extras Tools Help
B el pel oA - .
I_t‘ - & E = s, Open 3D Molecular Builder Jobs running local:|  0/7 | remote: 0 | Memory used for  TmoleX: _| System: | 0,0/17087,9 MB
¥ [ rrojecttist ! Results
¥ [ TmoleXProject_12 L sy s
Choose Job Template | 3 — Charge: Use frominput ¥ ——  Apply Job Template
J Start Calculation ‘
Job typ Method
Level DFT
Geometry Optimization Ve
Functional b-p
Spectra & Excited States vl
Single Point | Ener round state
= 4 o ) Basisset  def-SW{P)  Symmetry C1
Single Point P i
LR ’ Convergence Parameter
Population Analyses | Energy 107 Density
Potential Energy Scan(PES)
Transition State Search SN
Memory used for MB
Templates 500.0
Disk a ME for HF
Batch processing
MNo. of CPUs 1
(7] Delete scratch files after run
Save and Run
)¥ Run (local) J
L save J
| Run (network) J
<< Previous
& Manage Job(z) |

'Run (local)' will start the calculation in the present directory.
'Save' writes the complete input to disk for further use on the command line or later usage if needed. Saving
the job to a directory will also add a script call start-job to the selected directory which can be used to start

the job on the command line.

'Run (network)' starts the calculation on a remote Linux/Unix computer, see chapter 9.
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Click through the Job type options to see what kind of jobs are supported by TmoleX.

File Results Extras Tools

Edit Templates

e s
‘f; "‘; '9" Open 3D Molesylar Builder Jobs running local:|  0f8 | remote: | 0 || Memoryused for TmoleX: lgl System: | 0.0/17087.9 MB

v [§ Projectiist
¥ [ TmoleXProject L e el

B job_notRun_1 Job Template

‘ | Method

Level
Geometry Optimization Evel DFT
Functional b-p

Charge: Use from input  ———  Apply Job Template

| Start Calculation |

Job type

| Spectra & Excited States b | BRI e et Tt

| R
Single Point VCD - Vibrational drcular dichroism }
UVVis and CD(vertical exdtations) Basis set def-SV(P) ymmetry C1
Single Point Properties s
NMR shieldings Convergence Parameter
Potential Energy Scan{PES) Raman & vibrational frequendies Energy 10 Density

Optical rotations | dynamic polarizability
Static polarizability

»
»
Transition State Search B
»
»

TerEnE Use resources
Batch processing Memory used for 500, MEB
Disk ] ME for HF
Frequency analysis
No. of CPUs 1
O all frequencies _ Lowest eigenvalues
. [] Delete scratch files after run
Mo. of frequendies
Save and Run
| Numerically
| Run (local) |

Currently supported on Linux systems only

| Save

\
| Run (network) \ |

| << Previous \

\

Depending on the job type, different options for the chosen job are displayed in the Options section. The

Manage Job(s) |

Method section briefly summarizes the settings done in the four menus before (method, symmetry, basis set,

etc.).

Finally, the 'Use resources' part can be used to set (maximum) amount of memory (RAM) and disk space for
the calculation. If and how important those settings are depends on the method and job type. For ground
state single-point energies and geometry optimizations at Hartree-Fock or DFT level, neither more memory
nor more disk space will speed up the calculation significantly. For vibrational frequencies (IR and Raman
spectra), post-Hartree-Fock methods or excited state calculations, more memory can improve efficiency a

lot.
Please note that the given memory value is not the total amount of RAM the program will use, just the parts

that can be adjusted. Hence, do not enter more than roughly 80% of your total memory here to avoid huge

performance problems!
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256 Results

Whenever a calculation is finished, you can find a summary in 'Results'. The output files and a viewer (see.

next chapter) can be opened from here.

e =

v | ProjectList
¥ [ TmoleXProject_12

job_GEO_1

Fle Edt Templates Results Extras Tools Help

“o”* Open 20 Molecuiar Buider

Choose Job Template

Job Results | Scan job result

Jobs running

local:| 07|

remote: |

0]

Memory used for Tmolex: | 174,4/221,2MB | Sys# 2

Manage Job(s)

Type of Calculation Geometry Optimization

Geometry Convergence Criteria

Status mos
HOMO-LUMO gap

Status geometry

Converged

Converged

L
5138 eV

SCF Convergence

Convergence

wsity Plot |

nts

$convinfo
energy change
geom_ gradient :

Energy

= actual value =
actual value =

-0.6150E-07 threshold =
0.1673E-04 thresheld =

0.1000E-05
0.1000E-02

total energy =

-232_07657502707

kinetic enezgy =
potentizl energy =

229.29029539177
-461.36687101885

Population Prgperties |

Dipole Manjents |

@ am (atoms in) Molecules) |

Gradients
eycle = 1 SCF energy = -232_0757937330
cycle = z SCF energy = -232_ 0765546154
cycle = 3 SCF enezgy = -232.0765749656
eycle = 4 SCF energy = -232_0765750271

| << Previous

What next

Important:

Check the Status of the molecular orbitals and the status of the geometry optimization!

In case that the orbitals (MOs) are not converged, restart the job — perhaps more SCF iterations or

higher DIIS damping is required (see Method section)

If the geometry is not converged, restart the optimization allowing more geometry cycles.

Also make sure that the HOMO-LUMO gap is positive. Otherwise you have a hole in the occupation

(which might be what you want, but usually this should not be the case), and you did not get the

proper ground state of the electronic structure.
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2.6. Job Administration

File Edit Templates Results Extras Tools Help

Pt oty Pty p
[ i E = '®. " Open 3D Molecular Builder Jobs running local:| 18 | remote:| 0 | Memory used for TmoleX: !‘ System: | 500.0/17087.9 MB

v [ Projectlist

i
¥ B TmoleXProject L [ e e e e

¢ job_GEO_1 ‘ Choose Job Temnlabe } Charge: Use flom input ¥ e Apply Job Template

job_GEO choose Project kype gives ‘Sta\r’[/Stop for
indicates a in ProjectList to a very short timings and the
geometry get a list of all description of status if job is
optimization jobs the most still running
important
settings

While the job is running and if you select the project itself in the project list on the left, the lower part of the

TmoleX window will show the current status of the selected job (there is just one job on the example above).

Click on the name of the Project in the ProjectList and use the right mouse menu in the 'Jobs' section to
close (remove just from the list, let all files on disk), stop (stop running jobs, let files on disk), delete (delete
job from the list and delete the files from disk) jobs. 'View Job directory' will open the default file browser on
your system with the directory where the selected job is running or was running. 'View run status' can be

chosen for running jobs.

File Edit Templates Results Extraz Tools Help

ol LN B o
L - == F= ®_ " Open 30 Molecular Builder

v [ Projectlist !
¥ [ TmoleXProject '
m - |

Stop this Job | Jobs
View Job Directory
View Project Directory = SZE
1 job_GEQ_1

Open Shell

Delete this Job
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The progress and status of all calculation belonging to your project, which are currently running or ran
before, can be accessed via the “Job-Administration” by clicking on the project name itself instead of a job
within the project. After starting a first job, you can instantly set up and even launch a new one. For

performance considerations you will however prefer running only one job at a time in most cases.

Note: TmoleX does not yet cover all possible kinds of calculations and input options that TuRBOMOLE

offers. If you need additional options but want to use TmoleX, you can manually edit the control file. Please

refer to the T URBOMOLE manual for further information.

Internal simple queuing system

Set the number of cores of your machine in the Extras — Settings menu. Then, TmoleX will take care of the

number of jobs you are starting:

Jobs running local: 1/4 remote: 0 | Memory used for TmoleX: | 96511717 MB | System: | 500.0/6296.2 MB

The green section is related to the memory usage. First by TmoleX itself (click on the button to start Java's
garbage collector to give free unused memory) and then by the jobs which are running (estimated from your

memory settings when starting those jobs).

The grey section shows the number of local and remote jobs. Note that only jobs from open projects are
shown — closing a project with running jobs will is not recommended as TmoleX will loose the connection and

might not be able to correctly reopen them!
Whenever the number of running local jobs is exceeded, TmoleX will start the next job only after another one

has finished. Several jobs can be started that way without blocking your system. The jobs that are scheduled

for running are shown with an own icon in the job list.
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3.The 3D visualization

3. The 3D visualization

3.1. The 3D builder

To open the molecular builder click on either the button in the tool bar or the button in the Geometry panel of
TmoleX:

File Edit Templates Results Extras Tools HEI)/

D Ij‘ f"fx 'I‘D E e, | A . . . .
D - = L: e Open 30 Molecular Builder Jobs running local: | 0fs remote; 0

. . L]
v [ Projectiist Atomic Attributes — Malecul
¥ [ TmoleXProject L 0 N eyyeyeyeyepeyeyeyeepepepepeyeyepesey ey
& job_GEO_1 Choose Job Template  p ———— Charge: Use
B job_notRun_2
J Coords & Sym. |
(o]
l =7 Import Coordinate File “ ‘o™ Open 30 Molecular Buider “ @' Draw 20 J
Atomic Symmetry
Number of atoms 0
Current point group (]
Max. tolerance 0.01 U | Autodetect Symmetry
New Atom
Mew point group Ci Apply New Point Group
Delete Selected Atoms

The molecule builder can be used most conveniently by starting from building blocks and modifying these.
Double-click on a building block to import it in the builder.

Fie View Edit Tools lay Type  Window  Help

E QO %oum QDR® AIM [\ Grocients | % v o | A% 1ot coords ['e™ puider SR, vl ewer | B scon | 7] perioic
k ] moleXProject_12, job_notRun_2 — 0% | jumber of atoms 12 Numberofbonds 12 Charge 0.0
fl ¥ cone 78.11 gjmol
=
Objects | <nothing selected> -
Quickstart guide
=
select (chift-click
W Tor mu select) Use right mouse menu to
20k - substitus with fragment
atom(s) - change element

- ssturate vith hydrogens

e bond - change band kength
- freezefscan
tovo bonds - change angles
b bem . || - MEESUTE -l

0 [ el

Buil:ﬁnghlocks| Atoms \

'
A

» ) hydrocarbons
> misc

A/ nudeobases
‘?} pah
v rings
saf

" benzimidazole sdf
' borazine.sdf

| imidazole.sdf

* indole. sdf
 pyrazole.sdf
 pyrrole.sdf

| pyrrolidine.sdf

| thiophene.sdf

{ e J

left-mouse button: Click or drag to select | right-mouse button: rotate, MMB: move, wheel: zoom
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3.The 3D visualization

3.1.1 Navigation

Left mouse button or Ll or q on the keyboard: Select

Right mouse button or % : Rotate view
Middle mouse button or @é : Move
Scroll wheel or > : Zoom

Fle View Edit TIg = i Help

?ﬂ I% ﬂ@ AIM |¥ Gradients .JF' Vib. Modes L&Int. Coords I::' Builder : Orbital Viewer % Scan ‘,::][j Periodic

TmoleXProject_12, job_notRun_2 — B % |4 umber of atoms 12 Number of bonds 12 Charge 0.0
C6He 78.11 gfmol

Objects | «nothing selected>

Quickstart guide

sslact (shift-click

for mul select) Use right mouse menu to

- substitue with fragment
ztom(s) - change element
- szturate with hydrogens

- change bond length
- freeze/scan

‘ - change angles

one bond

twio bonds

el b e || T MEESUTE

] Building blocks | Atoms |

‘g hydrocarbons
‘G misc

‘g nudeobases
W pah

1 rings

,‘ benzimidazole. sdf
,‘_.‘ borazine,sdf

| imidazole.sdf

,‘ indole.sdf

,‘._\ pyrazole.sdf

. pyrrole.sdf

.‘ pyrrolidine. sdf
,‘ thiophene. sdf

3 ose

left-mouse button: Click or drag to select | right-mouse button: rotate, MMB: move, wheel: zoom
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3.2. Building blocks: Pre-stored structures

There are different ways to add molecules and fragments which build up a structure.

Double-click or drag-and-drop molecules from the Molecules section on the right to the window:

| |addmmrﬁmus |pa'|nHDD| [hatkey: d)

hd

] TmoleXProject, job_notRun_2 _0Ox

| Building blocks | Atoms |

r 119 Molecule

¥ .‘19 alcohols
| 1butanel sdf
| 2-propenal.sdf
| ethanol.sdf
| geraniol.sdf
| glycidol. sdf

P methanol.sdf

[ S N N

| tert-butanol.sdf

Ak amina 23

A/ bidentate

,ﬂ carbonyls

10 halogens

Al hydrocarbons -

ryryYyyvyw vy

SMILES

©0000 | & o= J

The molecules in the right part of the window are by default taken from the building blocks directory of the

TmoleX installation. This can be changed to a user-defined directory in the Tools — Visual settings menu:

Fle View Edit |Tools = DisplayType Window | General | Molecule | Labels | COSMO caviies | Properties | Path | Grid | Misc |
Building blocks
Py e e Export imagefvideo  |¥ .
L 3 . Database ¢\ Jsers| user \COSMOlogicAppData{TmoleX 17\puilding_blocks Browse
| k ! g 5can depth 24
i —

The files are stored in standard sdf format, and a second file with the same name but .sdf.fr ending is being

generated which contains the connecting atom number(s) and the substitutive name.
3.2.1 Generate and store your own building blocks

To save your own building blocks to the list, just use the 'Add to building block library' icon: Ell

The right side of the TmoleX builder will change accordingly.
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Fle View Edit Tools DisplayType Window Help

E e == ®| ol QD rs|e e |-.wb. Vodes | Internal Coords  [e2™ Bulder g Orbital Vicuier 7] Periocic
k ] TmoleXProject, job_GEO_2 — B3 % | Number of atoms 6 Number of bonds 5 Charge 0.0

1) -

Objects | <multiple selected> - | 7

Building block tool

Substitutive name

Please select one or up to three link atoms.

unkatom’ Hi4

Link atom 2:

Link atom 3:

Save to Building Block Callection

{

J Building blocks | Atoms |

B el DR

¥ | Molecuie
> alcohols
>y amino_adds
» |/ bidentate
» i carbonyls
» ) halogens
» ‘Q hydrocarbons
> misc
» . pah
>l rings
» ) small_common

00000 $ o= J

Il Fragment tool: choose three atoms to create one fragment. | right-mouse button: rotate, MMB: maove, wheel: zoom J

A substitutive name (the molecule you want to store without the link atoms(s)) can be entered. To select one
or several link atoms, please just click on them to add to the link atom list or re-select them to remove them
from the list. The 'Save to Building Block Collection’ button will then open a default file saving window where
you can store the file and possibly generate new directories in the building block section.

3.3. Import structure

Instead of building a molecule from scratch, an existing molecule in different formats (sdf, ml2, xyz, cosmo,

...) can be imported using the File/Open menu entry within the visualizer.

| File | View Edit Tools Display Type

= Save/Export Coordinates
Save Changes and Close

Close

This structure can then be used for modification or being saved in the user data base as described above.
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3.4. Use SMILES code

Most organic compounds can be described with the SMILES notation
(see https://en.wikipedia.org/wiki/Simplified_molecular-input_line-entry system)

and there are several web sites which provide SMILES code for a large number of structures like
ChemSpider (http://www.chemspider.com/).

If you have a SMILES code, there are two ways to add it to the 3D builder:

1. directly in TmoleX in the geometry part of the input generation, just add the SMILES code to the field
shown below and click on | J} sunesto | :

‘ ?'nlmpart Coordinate File Il 'g"' Open 3D Molecular Builder || @ Draw 2D | Ente]" or paste you}" SMILES here ils A W

2. orin the Builder if the Molecules section is selected, add it to the SMILES field and click on the
button:

| Molecules | Atoms |

L Molecule

& alcohols

W amino_acids
& carbonyls

& hydrocarbons
k! misc

sk pah

+k rings

¥y Y Y yYyyvyvyrwys

& small_common

2
worenter it here <i SMILES -,)

*- Close
| ]

The difference is that clicking on the | 333 smueswwa | in TmoleX will replace whatever you already had as

structure in the Builder, while adding SMILES to the Builder itself will act as adding one of the fragments or
structures of the fragment library.

The SMILES to 3D conversion is done using RDKit (http://www.rdkit.org/).

SMILES can also be processed in a list, see chapter 8.
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3.5. The 2D Builder

If you start the 2D builder, click on & oawd o open a new window of JChemPaint

File Edit View Atom Bond Tools R-groups Templates

Help

s e = S e = s = B N ]

v Insert

v B

NIEHEE

Le)rj[odnrsdEdculed LR]|<l=

& [Oeloloo>) [

Zoomfactor: 100%

Draw Bond H || ”
Actual SMILES ' Get SMILES %] Close

Get SMILES and dose

Draw your structure in JChemPaint and click on 'Get SMILES' or 'Get SMILES and close' to copy and paste
the resulting SMILES of your painting into TmoleX and the 3D builder (if open).

Detailed information about JChemPaint can be found on https:/jchempaint.qgithub.io/

Fle Edt Vew Atm Bond Took R-groups Tempates

[llsE] (S]] el S Gl ] =

* TmoleX 4.1.0 - TmoleXProject

Fle Edt Templates Resits Extras Toos Help

local: | 0/2

ory used for TmoleX: | 71.5/119.3MB | System: | 0.0/17087.5M8

[0 s P omoudeainider |

1 %

g Coodsasym. |

job_SP_6 =)
] —=- == Import Coordinate Fie

Internal coordinates

A DD | HIC-ONEZ(-ONIC(E(-0)0ICOSCL2H)

Constrants

aU | Autodetect Symmetry

[rvesromrr——

EEEEE EmEE

WWWNWNWMWWWE@

]

Fie View Edt Toos DisplayType Window Hep

E Q@ %% sm Qe

Value Start End

Stepsize ‘

bbb |

Add Atom Or Change Element () H 0,5, (10Hs impic) ” H

‘Zoomfactor: 172%

Actual SMILES

[X|Cose || GetsMiESanddose |

(FONICC=00XCOOSCMD | estsmes ||

2. Get SMILES

Molecules | Atoms |

v i Moleale
> i deohols

» ) amino_acds
> carbonyls
> hydrocarbons

> rings
> smal_common

HIC(=ONCZC(=ONIC(C(=0)0)C(OOSC12(H) | _SMES |

o cose J

00000 |

Click or drag to select | right-mouse button: rotate, MVB: move, wheel: zoom |

[ Manage Job(s)
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3.6. Easy building: Paint tool

A quite handy way to build is the paint tool
Fie View Edit

$- @

k[

| -

which can be chosen by clicking on the ﬁ button or hitting the D key on the keyboard.

In the paint modus, select an atom or a molecule from the Molecules/Atoms section in the builder:

| Buildingblocks | Atoms |
|=e|d[f]

Hybridization

|sp3 (tetrahedral) v| X—H

+ .
toadda C or to add a nitro
add -NO2

This will change your cursor to the element symbol:

group, resp.

Click on the background to add the atom or molecule or click on an existing atom to replace it with the
selected atom/fragment.

Click on the
hydrogen
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3.7. Build complex molecules by merging fragments

a) Load two molecules, select one atom from each of two different fragments:

BondfAtom Style
Labels
Edit additional label

Invert selection

Measure distance

Translate

Rotate

Scale

Substitute with
Create bond

Merge overlapping atoms
Add atom at center
Create fragment

Create group

Copy
Cut
Delete

MA A

b). Use the right mouse button and select the Merge option. TmoleX will join the two fragments and re-

arrange the resulting structure such that the overlap of the atoms is minimal:
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To merge two fragments which are not just connected by one bond, a

more powerful option is to merge overlapping atoms.

a) read in two benzene

b) move one fragment close to the second one. This can be done in two ways:

i) select one of the two benzene by double-clicking on one atom and then select the translate tool

(or hit w on the keyboard)

Hold left mouse button and move the fragments such that they overlap (switch to another direction

and/or use the 'along view' button to move in the direction of the monitor system of coordinates).

. AoundView || PnotatCoM |
R Yo | View,
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ii)create a bond between two atoms, select it and change its length to zero

»
|
- »

I N O s m>

Bond properties

BondiAtom Style : ‘ I Length (&) 2751 %

- . LaPeIs -
o T fem=is ) " | Guesslength || ihedral Angle

l . | [Freeze Length || Scan Length ]

® ;L:;hte : | [ Freeze Torsion || Scan Torsion ]
Scale 3
Merge overlapping atoms
Add atom at center
Create group

iii}) and even easier: Select two bonds of the two benzene rings and select 'Merge bonds'
The moved fragment should look like this: The zero-bond length method leads to:
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Double-click on the background (or hit the Esc key or use the left mouse button) to get to selection mode.
Draw a box around the overlapping part and select 'Merge overlapping atoms' from the right-mouse button

menu:

Bond/fAtom Style
Labels »
Edit additional label

Invert selection

I Sy Translate »
Rotate »
Scale 13

Ring conformation
Merge overlapping atoms
Add attm at center

Create fragment

Create group

Copy
Cut
Delete

The trick to set a bond length to zero works only in cases where the selected bond is not part of a ring!
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3.7.1 Building step by step 1

Change to selection mode (q or ESC key or arrow button on the left side) if you are not already in this mode.

Select an atom:

TmoleXProject_12, job_notRun_3 — 0% | number of atoms 6 Mumber ofbonds 5 Charge 0.0

CHAD 32.04 gfmol

Objects | AtomH (4) |

Atom properties

Element |H v

Edit J

Charge 0

Hybridization | custom v|

l Saturate J l Arrange J l Delete J

] Building blocks | Atoms |

v ﬂ_g Molecule
A d_ﬂ alcohols
1| butanol.sdf
| 2-propenol.sdf
| ethanol.sdf
| geraniolsdf
1 il edf

IR

On the right side the properties of the selected item (atom, bond, measure, etc.) are shown.
For objects which are hard to select with the mouse, the Objects chooser can help since it contains all

displayed objects, including measurements and constraints.

Atom properties
Element H Ml Edit J
X 11274 A
y 05254 A
z 0.8984 A
Charge 0
Hybridisation | custom v/
| Saturate || Arrange || Delete |

Most entries can be changed in the fields.
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Change the Element from H to C and also the Hybridisation to sp3(tetrahedral):

Atom properties

Element e > | Edit |
x 1172 A
y 0.525% A
z 08ms A
Charge 0
Hybridization Im"t"‘“ ,.I
[ strale [ orcbond
sp (linear)
sp2 (trigonal)

| Building blocks AE_ sp2 {lone pair)
[ " sp3 (lone pair)

¥ ,1.; Malecule
v ,1; alcohols
. 1butanol.sd sp3d (trigonal-bipyre
.‘ Z-propenol.e 5p3d2 (octahedral) B
1| ethanal.sdf

sp3 (tetrahedral) }

Next, click on | Saurae  to add missing hydrogens to the selected atom according to the given hybridisation.
NOTE: The saturate button does just add hydrogens to atoms with user-defined hybridisation settings. It
does not place them in a chemical correct way. Use the 'Arrange' button next to 'Saturate’ to let TmoleX

guess a more reasonable arrangement of the added hydrogens.

TmoleXProject, job_notRun_2 — B9 3¢ | jumber of atoms Mumber of bonds 8 Charge 0.0

Objects | Atom C (4) b
Atom properties
Element c | [ Edit J
x 11272 A
¥ 055 % A
z oam= A
Charge [1]
Hybridization | 5P3 (tetrahedral) bl
| satrate || Arrange (et

J Building blocks | Atoms |

v ﬂ_g Molecule
v “_g alcohols
| 1butanol.sdf

| 2-propenol.sdf
| ethanol.sdf

| geraniol.sdf

| alycidal.sdf

| isooropanol.sdf

LA 4 a4 a
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3.7.2 Change bond length

Now the bond length to the newly created methyl group is set to a default single-bonded C-C length, but can
be changed by selecting the bond. Either enter a new value or let TmoleX guess the length according to vdW

radii:

[
Objects Bond [ Atom/z(l)) ]- [Atom % )] =
Bond properties %
Type | single M

Length (A) 1.54 4

l Guess Length || Guess Dihedral Angle |

| o Freezl’g Length || Scan Length J

| [] Freeze Torsion Il Scan Torsion J

The length and also many other things can be done by using the context menu of the right mouse button:
Hint: If you want to change a bond length (or an angle or torsion) and there are no bonds to select, simply

add a new bond between two selected atoms using the right mouse menu.

Bond/Atom Style 4
Label b
Edit additional label

Measure torsion
Scanffreeze length
Scanl/freeze torsion

Guess dihedral angle .
Change torsion

Add atom at center

Delete
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3.7.3 Change torsion

To change the dihedral angle, click on the middle bond or select three bonds (holding shift key will add
selections) which define the angle and then either use the button on the left that will show up or again the

right mouse menu:

IT |:| TmoleXProject, job_notRun_36

Bond/fAtom Style 3
Label »
Edit additional label

Measure torsion

Scan/ffreeze length

Scan/freeze torsion

Guess length
Guess dihedral angle

e

Add atom at center

Delete

The torsion around which the molecule will be rotated is being shown. Use the left mouse button to change
the angle — moving to right or up will increase the value, moving the mouse to the left or down will decrease
the angle. The value of the angle can be entered directly on the right side, and one can also choose if the

smaller or the bigger fragment is being moved.

TmoleXProject, job_notRun_3 — & X |* Number of atoms 9 Number of bonds 8

Objects <multiple selected> M|
angle
Angle 115.14=
O smal fragment (_ big fragment
| Molecules | Atoms |
[+ 47 mokecuie £
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374 Change bond angle

To change a bond angle, select two adjacent bonds (shift-click for the second one) and either click on the
button on the left side or use the right mouse button to change the value:

=
/]

TmoleXProject, job_notRun_36 — B3 % | wumber of atoms 9 Number ofbonds 8 Charge 0.0

Objects | <multiple selected> - |

Bond properties

Type | single -
Length (&) 1545
L Guess Length Jl Guess Dihedral Angle J
L [] Freeze Bond Angle Jl Scan Bond Angle J
Measure Angle

Bond/Atom Style
Labels
Edit additional label

| Building blocks |Atnrns|
Jso|d|f]

Invert selection

Measure bond angle

Translate
Rotate
Scale

Scanffreeze bond angle

CEETEEN

Be
Mg
Ca
S
Bz

Fr | Ra
Swap bonds Hybridization
Copy | sP3 (tetrahedral) T X=—H )
Cut =

Delete

AfnAN i Close I

The properties of the angle are shown and can either be changed by clicking on the left mouse button and
dragging the mouse or by editing the field:
Like for torsional angles, the small and big fragment option decides which part of the molecule is being

moved.

W

TmoleXProject, job_notRun_36 0| Number of atoms @ Number ofbonds 8 Charge 0.0

Objects | <multiple selected: v

Change bond angle

guEEREERE g
e ALTT Angle 12,59 =

o small fragment | big fragment

| Building blocks |Atmns|
Jseld]f

20 " e DD N>

IR RN LN
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3.7.5 Building step by step 2

Instead of changing an atom to a different element, to change hybridisation and use the saturate option, an
atom can also be replaced by a pre-stored fragment.

WIZI

TmoleXProject_12, job_notRun_3

— 3 X |1 Number of atoms 9 MNumber of bory
j b C2H60 46.0
Objects | Atom H ()
Bond/Atom Style Atom properties
Label Hemenk H
Edit additional label ;
x
K
,OR Translate ¥
e Select bond partners z
> Substitute with alcohols Charge
Change element i - N
== amino_acdds Hybridization | custom
Coordination bidentate —_—
Saturate Arral
EI Arrange carbonyls l J l
L Saturate halogens
-R

Create fragment

hydrocarbons | Building blocks | Atnmsl
Add to fragment — = (

|se|d|f]
Paste nudeobases (

Q | H
Copy

[T} Bz
Cut
Na Mg
Delete
K Ca
Rb Se
Cs Ba
Fr I Ra

Attach custom atom

ooooo Open to edit .*.

Select an atom, use the right mouse button and click on 'Substitute with'.

Note: The fragments that are shown are the molecules of the user data base (or the default pre-stored
molecules after installation as shown here). When choosing Attach, the connecting atom — which was
marked as such when saving the structure to your fragment data base — will directly be substituted.

*

s
o

4
L

YT

The builder will automatically switch to the
dihedral mode. Use the left mouse button
to rotate around the new bond. To get
back to the selection mode, double-click
on the background, hit the Esc key or use

the _!J button.

pnt

b

c“‘
‘.

+*

-
e
-
-
-
-
-
-
-
=
-
]
=
-
-
-
»
-
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Alternatively any other atom can be used as connecting atom:

Objects Atom H (7)

Atom properties
Bond/Atom Style
Label Bement v
Edit additional label x -1.116
Translate ¥ -0.394
select bond partners Z -1.286
Substitute with b mmaer | 0
Change element » | amino_acids P 2-propenol > ybridisation | custom
Coordlnate_ » | carbonyls b | -ethoxy v s “ —
As connecting atom hydrocarbons # ~geranyl »
Arrange misc » | giyadol N
SRR pah Bl -O-sopropyl » [IFTEo
Paste rings P | _methoxy *
Copy smal_common ¥ | _otert-butyl » Open 8 edit
Cut dicohols
Delete . 1-butanol.sdf

11 2-nronenal sdf

Choosing 'Attach with custom atom' will open the structure of the fragment in an own window.

—0Ox

Just click with the left mouse button on the atom (one of the hydrogens in this case) to select the
connecting atom.
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3.8. Pre-optimization

There are three options to pre-optimize a guess structure:

* Unselect all objects by clicking on the background

Use the right mouse button and select:

Show fragment modi

Add atom

Add molecule

Center molecule

Saturate all !

Re-compute bonds

Set building block name

Set substitutive name

Select al
Paste

A simple rearrangement which minimizes the overlap of the van-der-Waals radii of all atoms

* UFF - a universal force field as implemented in TursomoLE can be used by clicking on the FF button:
e
* The recommended way is to use MOPACY7, which is included in the default installation of TmoleX.

n

MO FAL]

The MOPACY7 button will open a new window with several options.

Settings - Mopac

Method [AMl

Job Geometry optimization

_|UHF Charge: 0

| ReadRestrictions || Showrunstatus |

Run without output Run and show output

Ready to start Mopac optimization.

AM1, PM3, MNDO, MNDO/3 are the available methods (they all are parametrized for a certain
number of elements). AM1/COSMO is the default setting for COSMOtherm input files at BP-SVP
level (first do a geometry optimization at this level and then a single-point DFT calculation with
COSMO and SVP basis set). Unrestricted calculations can be done with UHF, guess structures for

transition states can also be searched. A molecular charge has to be entered to calculate ions.
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3.9. Labels and Measurements

Labels for atoms and bonds as well as measures of lengths and angles can be switched on or off for the
complete structure or individually for each object.

* Display labels for all atoms or bonds

In the 3D viewer select Tools — Settings and switch to the Labels section:

COSMO cavities | Properties [ Path [ Grid [ Misc |

General | Molecule Labels |_

Atoms

Show label

Show label

Load Defaults

For atoms the atom number, the element symbol, the charge and additional text (which can be
entered by the user with the right mouse button menu within the viewer window) can be displayed.
Depending on the background colour and the colour of bonds and atoms the labels can be hard to
read. The background settings here refer to the background of the text field only.
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* To display labels of one or several atoms/bonds only, use the right mouse menu:
Own text can be entered in the second item of the right mouse menu. To add or remove labels for
several atoms or bonds, just select several items and then use the right mouse button for the
selection.

‘ ® | BondiAtom Style b

]
Edit additional label [ Numiber

Translate »| © Charge

o L
Select bond partners 2GR

Substitute with
Change element

& Coordinate

L e As connecting atom
Arrange
Saturate

* Measures can be added with the right mouse menu, what is measured depends on what you have
selected:

o select two atoms: measure distance

Bond/atom Style
Labels
Edit additional label

Invert selection

EErET——

Translate
Rotate

Scale

Substitute with
Create bond
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o select two bonds: measure angle

BondiAtom Style
Labels
Edit additional label

Invert selection

Translate

Rotate

Scale

Scan/freeze bond angle

Change bond angle

Swap bonds

o select three bonds: measure torsion...

Measures can be selected and deleted with the Measures pull down list:

Objects  Measure: 3.87A o

Measure Measure: 3.87A ~ | Delete |
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3.10. Moving, Rotating, Scaling

It is often helpful to move or rotate parts of the molecule to a new position. This can be done within TmoleX
with several powerful possibilities, but the usage is not self-explaining. So here are the options:

* Select several atoms,

hold shift key and select the atom around which the rotation shall be done. The last atom that is

selected will be by default the centre of the rotation! Use the right mouse menu or the button

@ or the key 'e' to switch to rotation mode.

iiD

TmoleXProject, job_notRun_38

A [ fel D EI@

Rotation of the selected atoms can be done using x,y,z axis as rotation axis. In addition to that, the
yellow circle indicates the rotation around the axis that is perpendicular to your screen — at the

moment you activate the rotation mode. Use the right mouse button to rotate the view, the middle
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mouse button to move the camera and the scroll wheel for zoom. Those mouse movements will not

change the coordinates, just the view.

To rotate around x,y, z, or the initial view direction, use the left mouse button and drag the mouse.

Rotate tool

X 0= PivotX 1.263 =
¥ 0= PivotY 0.788 =
z 0= PivotZ 0,208 =
View 0=
Around View Pivot at COM

Use the coloured buttons on the right side of the window to switch the rotation axis, or click directly
on the coloured circles.

The 'around view' button will reset the yellow 'view' rotation axis to your current viewing direction.
Note that rotating the view with the right mouse button does not change the rotation axis!

The 'Pivot at COM' changes the centre of the rotation to the centre of mass of the selected atoms.
Rotation angles can be entered (in degrees) to the corresponding X,Z,Y, View fields. The center of

rotation, i.e. the pivot, can also be entered manually if needed.

Note that the selected atoms which will be rotated do not have to be connected.
Moving atoms or fragments is very similar to the rotation procedure described above. Select the

atoms that shall be moved and use the right mouse menu (Translate), or the button @ , Or press

the key 'w'.

Hints:
o Double-click on an atom to select the whole fragment (all atoms that are connected by bonds).

o There is an option 'Select bond partners' in the right mouse menu which extends the selection

around each already selected atom to its next (bonded) neighbours.
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File View Edit Tools Display Type Window Help

f‘;g'\v e e %l %l oﬁl ;@: - 9}: mﬂm R;‘Sl GB Gradients | Vib. Modes | Internal Coords 3:' Builder :Orb\tal Viewer

L TmoleXProject, job_notRun_38 — B3 X [ number of atoms 12 Number ofbonds 10 Charge 0.0

=
Scan ‘,T__[! Periodic

Objects | emuitiple selected > v

SN\ >

Translate tool

x 0.31%
¥ LI2%
z 0.36 %
i
aok l Along View J
. e e

i [ el

J Building blocks | Atoms |

> 1@ carbonyls

> 19 halogens

» 4 hydrocarbons
> 1@ misc

> 1@ pah

> ,G rings

v ﬂ_ﬂ small_common

| cha.sdf

1
A

| h2s.sdf
{ hen.sdf
{ I nh3.sdf

T nitrn edf Al »

00000 & o J

left-mouse button: Click a handle and drag to translate the selection | right-mouse button: rotate, MMB: move, wheel: zoom | ‘

Again, change the direction of movement either by clicking on the coloured buttons on the right side,

or by clicking on the coloured arrows.

Note:

o Holding the left mouse button and moving the mouse to the right or up will move along the
positive direction (plus x,y,z values), and moving the mouse down or to the left will decrease the
coordinates — no matter from which direction you are looking at the structure! This can
sometimes lead to the fact that moving, for example, the mouse to the left will move the fragment

to the right (because you are looking at the structure from 'behind').

o Again, in addition to the absolute directions x,y,z, you can move the selected atoms along the
direction that corresponds to the 2D coordinates of your screen: Right/Left and Up/Down. Click

on 'along view' to reset the Right and Up direction to your current view on the structure.

* Finally, the scale tool ﬁ (key 'r') scales or resizes relative distances between atoms. Add a

benzene ring, select it, and use this tool to see what it does.
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3.11. The gradient viewer

Once you have completed a geometry optimization, you can open the gradient viewer from the results panel.

File FEdt Templates Resuts Extras Tools Help
s e W
[ & & E p ‘8. Gpen 3D Molecular Buider Jobsrumning  local:|  0/7 | remote:| 0 | Memory used for  TmoleX: System: | 0,0/17087,9 M8
¥ [ Projectlist ! EN
¥ [ TmoleXProject_12 L B sy OO sy s SO ey
Choose Job Template 3 J_ Charge: Use from input  ————|  Apply Job Template
| Job Results | scanjobresult | Job Comparison | ResultsMultiple Jobs | ComparisonMovie |
=
Type of Calculation Geometry Optimization Status mos Converged SCF Con: il ‘
- ;
HOMO-LUMO gap 5139 eV L - | /Density Plot |
Status geometry Converged 1 Convergence J [ |\ Gradients J
Geometry Convergence Criteria A i
$convinfo Props
energy change : actual velue = -0.6§150E-07 threshold =  0.1000E-0S
geom. gradient : actual wvalue = 0.1678E-04 threshold = 0.1000E-02 L Population Properties J
| Dipole Moments |
[ @ AM (Atoms in Molecules) J
Energy MR Shicldings
total energy =  -232.07657502707
kinetic energy = 225 23029595177
potential emergy = —461.36687101885 Gpen Fies
L J
L J
Gradients
cycle = 1 SCF energy = -233_0757537330  |dE/duyz| = 0.018756
cycle = z  S5CF energy = -232.076554619¢  |dE/dxyz| = 0.003181
cycle = 3 SCF energy = -232_.0765749656  |dE/dxyz| = 0.000196
cycle = 4 SCF energy = =232 0765750271 IdE/dxyz| = 0.000045
What next
| Start new job with current data as input |
<< Previous
Manage Job(s) |
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The total energies for the optimization steps can be viewed here. Click on a circle to visualize that step.

File View Edit Tools Display Type Window Help

F".ﬁ e e %l% oé;l ;gﬂ;,: - o- 2 RIS| GB I Gradients Vib. Modes Internal Coords .E:. Builder =Orbimlmewer Scan ',::[_—jPeriodic
kL

TmoleXProject, job_GEO_1 (gradient) x| Numﬁsr ofatoms 15 Mumber ofbonds 14  Charge 0.0

CObje | Gradient
Gradient

Arrows

AN

Arrow scale

Energy

&
[s]
EJIL3

-233.452

-233.454

-233.456

-233.458

8
P
=

-233.460

2

-233.462

-233.464

-233.466

-233.468

-233.470

-233.472

12 32 4 5 6 7 8 9 10 11 12

|| Calculate bonds

\%0 0000 & G o b

left-mouse button: Click or drag to select | right-mouse button: rotate, MME: move,

The different geometry can also be viewed as a movie by using the play buttons or moving the slider. The
smaller < and > go stepwise back and forth. It is also possible to click on one of the circle in the graphics on

the right which plots the total energy vs the geometry cycle.

The 'Calculate bonds' check can be set to re-check the bonds with respect to the atom distances in each

step.
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3.12. Surface plots

Once you have converged molecular orbitals, TURBOMOLE offers the possibility to write different properties on
a grid for a visual post-processing. This is reproduced in TmoleX interactively starting from 'Orbital/Density
Plot'.

File Edit Templates Results Extras Tooks Help
o
D [‘D eals R E “a™* Gpen 3D Molecular Buider Jobsrunning  local:| 07 | remote:| 0 | || Memory used for TmoleX: _ System: | 0,0/17087,9 MB |
D ' > —
¥ P TmoleX 2 £ =
 job_GEO_1 Choose Job Template ———{Charge: Use frominput  ——  Apply Job Template
| Job Results |
I ' s
Type of Calculation Geometry Optimization Status mos Converged SCF Convergence L= Y
-
HOMO-LUMO gap 5139 eV L ‘s Orbital Density Plot |
Status geometry Converged [ Convergence J L |\ Gradients J
‘Geometry Convergence Criteria
$convinfo Thermo ties
energy change : actual value = -0.6150E-07 threshold = 0.1000E-05
geom. gradient - actual value = 0_1679E-04 threshold = 0.1000E-02 L Population Properties J
| Dipale Moments J
| @ AIM (Atoms in Molecules) J
Energy
total energy = -232_ 07657502707
kinetie energy =  229.23028589177
potential emergy = -461.36637101885 Open Files
L J
L J
Gradients
eycle = 1 SCF energy = -232_ 0757937330  |dE/duyz| = 0.018788
cycle = z 5CF energy = -232.0765546194  |dE/dxyz| = 0.003181
eycle = z SCF energy = -232 0765749656  |dE/duys| = 0 000186
cycle = 4 5CF energy = -232.0765750271  |dE/dxyz| = 0.000045
What next
| startnewjob with current data asinput |
<< Previous
Manage Job(s) J
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The new window which opens allows you to generate 3D data for visualization as well as to start the 3D

viewer with previously or newly generated data:

Choose Molecular Orbital(s)

Sel, Mo i ! Energy[Hartree] Deg.

o
A
[=%

HOMO/LUMO

69 ab 0.005&
63 ab -0.0253
67 ab -0.0339
66 ab -0.0525
65 ab -0.0615
64 ab -0.2039
63 ab -0.2256
62 ab -0.2310
61 ab -0.2436
&0 ab -0.2533

LUMO + 4
LUMO +3
LUMO + 2
LUMO +1
LUMO
HOMO
HOMO -1
HOMO -2
HOMO -3

Bkl e

ST S T T SR CH = = = = =]

HOMO - 4

Choose Density and Electrostatic Properties

Sel, Flot-propertyname Flot-filename high-res
Ground state, total density td
1st derivative of total density t1
2nd derivative of total density t2
Lapladian of total density

i
Kinetic energy density t
Electrostatic potential tp
Electric field tf
tg
tp

Gradient of electric field

e 1 B 1 I i i K
e [ i 1 G 4 G i K

Electrostatic potential color-coded on density isos. ..

| View allin ene Calculate selected View selected

The upper section is the list of molecular orbitals, the lower section is for electrostatic and density derived

properties.

For each of the properties there are two options: 'quick’ and a 'high-res'. The first one is to generate the data
on a coarse grid to keep the time for generating the 3D files low. This is useful to quickly check the shape
and position of orbitals, densities, etc. The second option generates the data on a finer grid, generating
smoother surfaces, but can require significantly more CPU time to generate the data. This is recommended

for graphics aimed for publication.
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There are three possibilities to generate 3D data:

1. directly click on one of the buttons wF | and TmoleX will directly start to generate the data.

2. set checks in the first column for each orbital and property you want to visualize and then click on

¥ Calculate selected |
x
Choose Molecular Orbital(s)

Sel, No Spin Sym. Energy[Hartree] Deg. Occ. HOMO /LUMO quick high-res

N 59 ab % 00056 1 0 LUMO +4 I “

[ ] 68 ab 68a -0.0253 1 ] LUMO +3 2 | 3

N 87 ab &§7a -0.0339 1 0 LUMO +2 R

= 66 ab 66a -0.0525 1 0 LUMO +1 @ | &

™= &5 ab 65a -0.0615 1 ] LUMO S

] &4 ab &4a -0.2039 1 2 HOMO B3 | &3 |

= 63 ab 63a -0,2256 1 2 HOMO - 1 @ | &

N 52 ab &2a -0.2310 1 2 HOMO -2 S

N 61 ab Gla -0.2436 1 2 HOMO - 3 @ &

[ ] &0 ab 60a -0,2533 1 2 HOMO - 4 2 | 3 o

Choose Density and Electrostatic Properties
sel, Plot-propertyname Plot-filename quick high-res
] Ground state, total density w | [ I\ E) J
] ist derivative of total density t | 3 J. Eo J
| 2nd derivative of total density t2 ! 3 I, b |
N Laplacian of total density i | &5 J. E) J
_| Kinetic energy density it | -@' I '\Q‘ |
N Electrostatic potential o ! w5t J. 3 J
N Electric field tf | B J. 3 J
_| Gradient of electric field tg . 3% 1§ 3 |
| Electrostatic potential color-coded on density isos... tp_td ! @ I -@- |
|| view al in one Colauste selected . I view selected Il Close |

3. asusual, a right mouse menu is available. Simply select one or several lines in the tables and click

on the right mouse button.
X

Choose Molecular Orbital(s)

Sel. No Spin Sym. Energy[Hartree] Dea. Occ. HOMO/LUMO quick high-res

N 69 ab 693 0.0056 1 0 LUMO +4 g | & |°

O &8 ab 683 -0.0253 1 0 LUMG +3 & 8

N 7 ab 67a 0.0339 1 i LUMO +2 & @

(] 6 ab 663 -0.0525 1 [i] LUMO + 1 & &

(] 65 ab 65a -0.0615 1 [i] LUMO & &

U &d =b e % Calculate quick | g z FENY = & |

. 63 ab 632 Caleulate | = = GILE=D (- N

N 52 ab 62 | view | 1 2 HOMO -2 PR

O 61 ab 61a | view oy | 1 2 HOMO -3 EIEE

C &0 ab 60a 1 2 HOMO - 4 N -

Choose Density and Electrostatic Properties
Sel. Plot-propertyname Plot-filename quick high-res
W Ground state, total density td | 3 I B |
u 1st derivative of total density t | 3 I B |
o 2nd derivative of total density 2 | 3k I 2 |
u Lapladian of total density [ | 3 I 2 J
C Kinetic energy density tt [ % I & J
O Electrostatic potential tp | 3 I & J
O Electric field I | & I 2 J
O Gradient of electric field tg | o I 2 J
N Electrostatic potential color-coded on density isos...  to_td | b Il 3 J
| view allin one ( Calculate selected I View selected J( Close
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If you choose several options like orbitals, densities, electrostatic potential, etc., each property will have its
own progress bar. All properties which require solving integrals like electrostatic properties, densities and
their derivatives are quite expensive. Especially for larger molecules, generating 3D plot files can take

(much) longer than the single-point calculation or a geometry optimization!

When the calculation is finished, the orbitals or properties can be selected for visualization. Several
properties can be displayed in the same window. Check the memory usage of TmoleX from time to time
when using this option!

Just click directly on the buttons which have now a green check to show that 3D data is already available for

visualization:

) LUMO +3 [~
) LUMO +2 (I -
] LUMO + 1 -
) LUMO L v |« |
2 HOMO | . | o J
! HOMO - 1 J%J

? HOMO - 2 | @m J
! HoMo-3 | | k|
! HOMO - 4 A< T -

Alternatively, use the right mouse button or the selection column and the 'View selected' button.

Fle View Edit Tools DisplayType Window Help
= @@ @ | ¥ M ris|ce  cradients | b vodes | ntemal Coords |87 Buider [®= orbital vViewer
- B @] x| ate T mEm Ui -
‘ - 47a HOMO(high-res), job_GEO_2(plot), TmoleXProject — &3 X | number of atoms 21 Number ofbonds 21 Charge €
4 =
A Obijects | <nothing selected > - |
sb 473 0233 1 2 HOMO
Display isosurface +/- v |
Max [<0,4747517] 0oz =
il
204 gl
& Min [>0.0] 0121
3
ﬁ
-
00000 & o= J

I\ Done i J
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There are a lot of options and possibilities when visualizing 3D surfaces. The most important things are:

* while it can be annoying that the full 3D grid is being calculated, which can be very time consuming,

TmoleX can now use this data to generate the 2D surface for a given iso-value on-the-fly.

Use the slider or the field for the iso-value to change the threshold.

* The 'Display' options are:

o

o

isosurface — use one iso-value to plot the surface at this value

cloud — plot each point of the 3D grid which is within the Min and Max value. The colours of the
points depend on the Min-Max range.

Isoplot — plot a plane (or an arbitrary surface which can be given as implicit equation like
x"2+y72+z72-4. Avoid blanks and let the mouse pointer rest over the field to get some help)
coloured with the value of the chosen property. Colour depends on the Min-Max range. If you
see nothing, not enough, or not enough colours, change Min and/or Max value.

Isoplot again — click 'on isosurface' and a file chooser will open. Click on e.g. td.plt (total density)
and set an iso-value below. This will result in a 2D surface which represents the iso-value of the
density and the colour on the surface is given by the value of the chosen property at that points.
Typical example: open electrostatic potential, use the isoplot option, choose td.plt for the total
density and set an iso-value. This will give a typical picture of a electrostatic potential on an
density-isosurface.

Isosurface +/- — plots two iso-densities: one at the positive value and one at the negative value.

A typical molecular orbital picture.
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3.The 3D visualization

Vector plots

Vector fields can be visualized too, the best way to get an idea of the field depends on the property. Most

options are similar to those described above.

Objects |<pothing selected>

electric field

I T =
Min [»3.4574TT7E-4] 03]
Continuity h-UUUE
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4.Properties

4. Properties

4.1. Vibrational frequencies

If you have an optimized geometry, you might want to follow it up by a frequency calculation, either in order

to check, if you are in minimum, or because you are interested in the IR spectrum.

File Edit Templates Results Extras Tools Help

A e
D L "’: 1‘; [F= ‘g"‘ Open 3D Molecular Builder Jobs running local:| 0/8 | remote:| 0 | Memory used for TmoleX: ';' System: | 0.0/17087.3 MB
L S L S
¥ [§ Projectiist
¥ [ TmoleXProject 4 P e ey A ey e e
 job_GEO_1 Choose Job Template 13 |—— Charge: Use frominput + ———  Apply Job Template
: —
| Start Calculation |
Job type SEIT
Geometry Optimization | S DFT
Functional b-p
D CRASTE ST M TR G vibrational frequencies 7RI
Single Point VCD - Vibrational drcular dichroism
UV Vis and CD{vertical exdtations) Basisset  def-SV(P)  Symmetry ci
Single Point Properties "
P e shieldings Convergence Parameter
Potential Energy Scan(PES) B | Raman & vibrational frequencies Ereray 106 Density
Optical rotations / dynamic polarizabili
Transition State Search | ° bepr=ez &
Static polarizability
Templates
Batch processing P
Use resources
Frequency analysis Memory used for so0.0 MB
() Al frequencies _ Lowest eigenvalues Disk o MB for HF
Mo, of frequendies 1 No. of CPUs 1
senerate Hessian for trans [ Delete scratch files after run
| Numerically
Currently supported on Linux systems only
Save and Run
| Run (local) |
| Save |
| Run (network) |
<< Previous |
Manage Job(s) | -

Choose 'IR & vibrational frequencies' in the 'Start Job' panel and click on Run.
In addition to analytic 2" derivatives, TURBOMOLE is also able to perform 2™ numerical derivatives for all
properties which have an analytic gradient implemented. For post-Hartree-Fock calculations, the numerical

option is chosen by default.

NOTE: 2™ numerical derivatives can not be performed with the Windows version of TmoleX. Please submit

such jobs to (remote) Linux systems.
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4.Properties

To visualize the vibrational frequencies and/or to distort the structure along a vibrational mode, start the 3D

Viewer by clicking on the 'Vibrations' button.

L TmoteX 44,0 - TmoleXProject_12 = B
Fle Edt Templates Resdts Extras Tools Help
() [ &5 65 H o ¥ omomwkarnits | worenwg k| 07 | a0 ey e |
v [ Projectlist i
¥ [ TmokeXProject_12 !
/i Choose Job Template ) ——{Charge: Use fiom input Apply Job Template
Job Results |
Type of Calaultion Single Point Calculation Sttusmos  Converged Upenivicwes;
HOMOLUMO gap. 5139 eV S orbitaDensiy lot
Status geometry  Not performed Convergence |\ Gradients
Energy L # Vibrations
zero point VIBRATIONAL emergy @ 0.0S78164 Harcres e e
SCr-energy : -232.0765750 L Temodenciprtes )
SCF + E(vib0) H -231.9787586 Population Properties
Dipole Moments.
@ A (atoms in Molecules)
VR Shieldings
P view .cosmoFie
Density of states (DOS)
Open Files
Vibrational Modes l Output J
Vibrational Spectrun: 3 e
mode  symetry  wve number IR imsensity  selection zules GRS B
cmt (1) km/mol = Ramen [ UV spectum
1 -0.00 0.00000 = -
z -0.00 000000 = = [l o specrum
i ’zﬂz zzz§z§ B . [l Ranen Spectrum
5 0.00 0.00000 - - 3] IR Spectrum
6 0.00 0.00000 = -
? a 40172 000002 vEs  vEs [l Vo spectrum
8 - 10247 0.00008 s s —
3 a 60068 000000 vEs  vEs e
T a mE  maw = G
2 - 274 0.00020 w s |__ Startrew obith crent datzasinput | _|
_ <<Previous.
L Manage Job(s) |
. . f '
Select a specific mode and click 'play'.
TmoleXProject, job_SP_16 (vibrations) — @ x |1 Number of atoms 28 Mumber of bonds 29
Objects | yibration v
Vibration
no. [ frequen... IR inten... IR R
16 none 0.00 0.00000 - - p—
7 a 33.70 2.00645 YES YES
8 a 43.81 2.19129 YES YES
9 a 56.45 1.34525 YES YES
10 a 86.82 0.69893 YES YES
11 a 105.33 4.43697 YES YES
12 a 128.16 11.12331 YES YES
13 a 164.48 10.12321 YES YES
14 a 168.29 4.25712 YES YES
15 a 209,686 5.53138 YES YES
18 a 230,09 0.33617 YES YES
17 a 24117 0.12354 YES YES
13 a 276.95 3.12643 YES YES
15 a 285.59 3.19482 YES YES
20 a 301.80 6.23396 YES YES
21 a 31126 4.97524 YES YES
22 a 327.85 1.50033 YES YES
23 a 33742 12.18861 YES YES -
Flay Stop
Arrow scale 50 % Arrows | | visible
Amplitude 1% Frames 245
|| Calculate bonds

Select one or several modes first. Use the play buttons and/or the slider to see the vibration.
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4.Properties

Use the |

IR Spectrum

4.2. IR spectrum

| to open the IR spectrum:

File

| Graphics | Table original data | Table calc.envelope function

Unit 1fem -

Std. deviation 60.0
-294.7179
3825.7143
0.0

Sampling points 4790

D Broadened by

[ Line spectra

Calculate minmax |
Visual settings
Width line {Line spectra)

_ | Gaussian OLorerﬂzian

Intensity (km/mol)

il L

500 1,000 1,500 2,000 2,500 32,000 3,500
1/cm

Standard deviation for the broadening Gaussians or Lorentzains, a frequency shift, number of sampling

points, etc. can be entered. The tables with the original data (line spectrum) and calculated data (points that

define the broadened lines) can be used to copy and paste the data to a spread sheet or a statistics

program.
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4.Properties

4.3. Nuclear magnetic shielding

For the calculation of nuclear shieldings choose this job type and simply run it.

J Start Calculation |

Jaob type

Geometry Optimization

Spectra & Exdted States IR & vibrational frequendies

VCD - Vibrational dreular dichroism

UV Vis and CD(vertical excitations)

Single Point
Single Point Properties

Potential Energy Scan{PES) Raman & vibrational frequendes
Optical rotations [ dynamic polarizability

Static polarizability

Transition State Search

Templates

v v v W Vv Vv w ¥

Batch processing

In the 'Results' panel you can see the shielding constants in a text window.

Fle Edt Templates Resuts Extras Took Help ! !

Lo B N o) E
D Uk} = b (5 "8 " Open 30 Moleaular Buider ‘ Jobsruming  locali| 07 | remote:| 0 | H Memory used for Tmulexz_‘ System: | 0,0/17087,9 VB ‘
v [ Projectiist
R - - e e s RSN sy oI s
o 1ob_GEO_1 e frominput w —|  Apply Job Template
' job_SP_4
job 5P 5 Job Results |
=
Type of Calculation Single Point Calculation Statlis mos Converged SCF Convergence | Open Viewer
-
HoMO-LUMO gap 3.667 eV | s Orbital/Density Plat J
Status geametry  Not performed e
Energy
total energy = —-432 09261243783 Th
kinetic energy 487.6279013343% l
potentizl ensrgy " 475 - -
[ @ AM (Atoms in Molecues) J
[ MR Shieldings I
‘Open Files
NMR Shieldings | |
$nmr dft shielding constants =3 [ |
1 o 1 118_18864570 234.09135404 -268_2216234¢
2z o 1 —43.18473456 486.53047289 -450.077z2404
3 o 1 —-66_32182468 577.20788084 -455_36983337
4 n 1 214.26064B871 B7.08043319 -96.50540783
5 n 1 145.39212565 137.19381178 -180.1606228¢
(3 c 1 131.65720861 13_06632580 -123.792558532
7 c 1 142.54318372 44.55883034 -115.21539449
8 c 1 19 _B66236390 133_48977009 -239_86687901
3 c 1 32.43974454 134.8085567¢ -220.643905043
10 h 1 27.52278787 5.41648685 -6.13214082
11 h 1 30.05625938 €.2571B066 -2.72832274
1z h 1 2B.74759802 1.99666841 -4.17438371 What next
13 h 1 31_40823726 1341274852 1.565358357
14 h 1 14.42553513 0.57358334 [ SmrtnawjanAimmrrantdamasmput =
oo s T I I I
L ssPeis
Manage Job(e) |

Copy and paste the values to a spread sheet for further usage. Note that to get the NMR shifts, you have to
do a calculation also on the reference molecule (like TMS for carbon) with the same method and basis set.

The NMR shieldings can also be displayed as labels in the viewer, click on 'NMR Shieldings' to open this

view.
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4.4. UV/Vis and CD spectra (TD-DFT)

A TD-DFT calculation is set up like a normal DFT calculation. Then choose 'Excited States' in the job

selection

Geometry Optimization

Spectra & Excited States IR & vibrational frequendies
VCD - Vibrational dircular dichroism
UV Vis and CD{vertical exctations)

MMR. shieldings

Single Point

Single Foint Properties

Potential Energy Scan({PES) Raman & vibrational frequendes
Optical rotations [ dynamic polarizability

Static polarizability

Transition State Search

v v ¥V v v ¥V

Templates
Batch processing |
This opens a new option section for the job. Select singlet or triplet, either full (RPA) TDDFT or using the

Tamm-Dancoff (TDA) approximation, the number of excitations, and run it.

Excited states

O Singlet Triplet RPA-Random Phase Approx. w
Unit | nm -
Al IRREPs  Mumber of excited states per IRREP: 5

[ select IRREPs

for current symmetry: cl

IRREP ( A
Mo. of exdtations 5
MNeeded for uv +Co

The spectra can be opened with the CD or UV/Vis Spectrum button.

Open Files

, Output

| Energy

|_ UV Vis Spectrum J
|_ CD Spectrum J

o

|
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5. Constrained optimization and Scan jobs

5. Constrained optimization and Scan jobs

5.1. Defining fixed internal coordinates

TmoleX allows to define internal coordinates. Bonds, bond angles and torsions can be fixed within the

builder.

To define a constraint, select one, two or three bonds:

* select one bond, click on the right mouse and choose Scan/freeze length:

.’.

-

Bond/Atom Style
Label
Edit additional label

Measure torsion

Scan/freeze length

Guess length
Guess dihedral angle

Change torsion
Add atom at center

Delete

On the right the options for freezing a bond length are show:

To delete constraints, select here and
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Objects  Constraint [stre] C8-C9 - . delete.

Constraints | Constraint [stre] C3-C8 v || Delete |
Constraint
Length (A) 1.5343466 To scan along the coordinate, activate the
|| Mark for scan check box and set minimum, maximum
Start 1.534 Current .

the step width (not the number of steps!)

End 1.534 Current
Step size i]




5.1.Defining fixed internal coordinates

Select two adjacent bonds, click on the right mouse button and use the Scan/freeze bond angle

] TmoleXProject, job 5

-
Bond/Atom Style
Labels

Edit additional label

Invert selection

Measure bond angle

Translate
Rotate
Scale

Change bond angle

Swap bonds

Copy
Cut
Delete

option:
Again, on the right side you will get the same options for scan jobs as shown above.

Select one or three bonds to freeze a torsion. If you just select one, TmoleX will take just one of the
possible torsional angles. If you use the 'Change torsion' or the corresponding button on the left side
of the window, the value of the internal coordinate is shown and can be changed as usual with
dragging the mouse while keeping the left mouse button pressed.

Bond/Atom Style
Labels 4
Edit additional label

Invert selection

Measure torsion

Translate
Rotate

Change torsion

Copy
Cut
Delete
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5.2.Use internal coordinates

5.2. Use internal coordinates

TmoleX will automatically generate a list of internal redundant coordinates if you accept that when being
asked for. If you use constraints or scan jobs, internal redundant coordinate usage must be activated when
starting a geometry optimization!

Be careful with linear combinations (several lines of definitions for one internal coordinate) — while they can
be fixed, this is usually not what one really wants!

There is a possibility to visualize the set of internal redundant from within the Geometry panel.

5.3. Start constrained optimization

A constrained search is automatically done if a usual geometry optimization job is started while having
internal (or Cartesian) coordinates fixed. TmoleX will show a message in the panel whenever such jobs are
started:

File Edit Templates Results Extras Tools Help

Fal  Jal

. i E 'g" Cpen 3D Molecular Builder Jobs running local: | ofs | | | Memory used for TmoleX: | 365.3/495.5MB | System: | 0.0/17087.9 MB

v ‘E Pru:i:cﬁ;is;P o , —)—,_ Atomic Attributes 1 | Method |
molexProje rrar
+ job_GEOQ_1 Choose Job Template P — Charge: Use frominput v ——  Apply Job Template
 job_GEOQ_2 - - ————
" job_SP_3 | start Calculation |
j j.::_zi_: Job type Method

o Level
Geometry Optimization |- Ground state s D

Functional b-p

Spectra &Exdited States
Single Point
Basisset def-SV(P)  Symmetry C1

Single Point Froperties
[of

Potential Energy Scan(PES) Energy 10—6 Densi
Transition State Search Caution: constraint geometry!

You have fixed internal coordinates.

Templates

Batch processing Use resources
Memory used for

Options Disk ME for HE

Convergence criteria
No. of CPUs 1

Energy 6 107 Hartree
. [ Delete scratch files after run
Gradient norm 3 |dE/dxyz| = m'[]Hartraeonhr

Max. no. of cydes 50 s d R
ave an un

Indude weight derivatives | Run (local)

Save

| Run {network)

<< Previous

Manage Job(s)

If you have frozen bonds, angles or torsions, make sure to use internal redundant coordinates, otherwise
your settings will be ignored! As long as you have constraints defined it is not possible to run an optimization
without internal coordinates.

Constrains are always applied in this section, no matter if ground or excited states calculations are done,
minimum search (geometry optimization), potential energy scans, or transition state searches are started.
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5.2.Use internal coordinates

5.4. Scan along an internal coordinate

The potential energy scan (PES) method can be applied if internal coordinates are defined, and at least one

of them is defined as fixed. Scan will run a couple of geometry optimizations for a range of values of an

internal coordinate.

Note that all fixed internal coordinates will be kept fixed, not just the one that you have defined to be
scanned along! For a one-dimensional scan job, only one internal coordinate should be defined as fixed.

Fle Edit Templates Results Extras Tools Help

P g
i / E

“a”™ Open 3D Molecular Builder

System: | 0.0/17087.9 MB

I —

.

Create New Constraints by Selecting Band(s)

v H Pt T e —-—
¥ [ TmoleXProject J e A e
+* job_GEO_1 Choose Job Template P | ———— Charge: Use frominput ¥ ———— Apply Job Template
" job_GEO_2 .
o job_SP_3 | start calculation |
ob_SP_4
:job_SP_E Seoias i
Geometry Optimization J- Level DFT
Functional  b-p
Spectra & Exdted States
Single Point
Basis set def-Sv(P) Symmetry C1
Single Point Properties -
Convergence Parameter
Potential Energy Scan(PES) | Ground state Energy 10° Density
Transition State Search
Templates P
Batch processing
Potential Energy Scan (PES) Options
List of all fixed constraints:
Constraints Value Start End Stepsize Use resources
Constraint [stre] C12-M13 0 3.468 0.5 Memory used for soo.0 | MB
Disk a MB for HF
No. of CPUs 1

[T Delete scratch files after run

Unrelaxed scan (no gedmetry optimization)
Use current structure fonall.
() This will cause TmoleX to §enerate start structures for all
steps of the scan directly from the current structure.
Options
Canvergence riteria
Energy 107 Hartree

Gradient norm

Max. no. of cydles

<< Previous

Manage Job(s) |

|dEfdxyz] = 10" I Hartree/Bohr

Indude weight derivatives |

O Relaxed scan (geometry aptimization at each paint)
Generate each start structure from previous step.

This will cause TmoleX to generate just the first structure,
then take the optimized coordinates for the next steps later on.

Save and Run

| Run (local)

| Save

Run (network)

The list of fixed internal coordinates is shown in the PES scan Options section. To define a new fixed internal

coordinates, use the Create New Constraints by Seecting Bond(s)

button. This is not needed if you did that in the builder

already.

The different options how the start geometries are generated are described in the panel itself. Unrelaxed
scans and relaxed scans are possible (single-point or geometry optimization calculations will be done).

We recommend to use the 'Use current structure for all' option, because if one of the steps fail, the remaining

jobs will have problems too otherwise.
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5.2.Use internal coordinates

The job can then be started as usual, also as a remote calculation. A typical result is shown here:

x x
File Edit Templates Results Extras Tools Help
ey | "8 Open 30 Molecular Builder Jobsrunning  local:| 08 | remoter| o | | vemory used for Trotex: ([ EESHESOINENY  Svstem: | 0.0/17087.9
= | o ks s —— e > e
¥ [ TmoleXProject 4
o iob_GEO_1 Choose Job Template P Charge: Usefrominput w — | Apply Job Template
 iob_GEO_2 _— —
o iob_SP_3 | | Scan job resuit | I | |
o job_SP_4
i Unit Hartree w | Open Scan M s: Excel @)
ey artee w || Openscanmove || saveasexcel | Ha If OE
job_notRun_5
| | v P job_SCAN_11 Value
= Sean drectory zero e Energy 1540057
o scan_0001 scan_0000 120 -154.9058E0 1540058
EE BT scan_0001 130 -154.9059E0 1549058
</ EE LT scan_0002 140 -154.9063E0 il
o004 -
=l scan_0003 150 -154,308820 154.9060
< =l 154.9061
—— scan_0004 160 -154.9074E0 -154.
& scan_0007 scan_0005 170 -154.9078E0 -154.9062
scan_0008 scan_0005 1580 -154.9079E0 -154.9063
o scan_0009 scan_0007 189 asesorED | oo /
scan_0010 scan_0008 200 -154.8074E0 1o 000 \
4 sanoon e e w e | \
scan R
scan_0010 2 -154.90630 154.8066
sczn_0011 230 -154,9059€0 -154.9067
scan_0012 290 -154.9058E0 -154.9068 _/
- \ /
154.9069 \ / =
-154.9070 \ /
-154.9071 \ /
\ /
-154.9072 \ /
-154.9073 \
-154,9074
-154.9075
-154.9076
-154.9077
-154.9078
-154.9079
-154,9080
-154.9081
120 130 140 150 160 170 180 190 200 210 220 230 240
| << Previous
Manage Job(s) |

The final optimized structures are stored for each of the scan points in a multi-coord file — similar to the

gradient view. This can be viewed like a movie with the button 2PN Scan Movie

5.5. Scan along several internal coordinates

The number of internal coordinates which can be used for scans is only limited by technical issues. If, for
example, the number of constraints is — relative to the number of degrees of freedom — very high, TmoleX
might not be able to generate all intermediate structures of all combinations due to steric reasons.

It is also possible to combine constraints (like fixing an angle to a certain value) with scans. If the number of
internal scan-coordinates is larger than one, TmoleX will not show a graph of the result but just the table with
the values of each internal coordinate and the total energy in the last column. This table can be exported to a
spread sheet program or other data analysis tools.
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6.Periodic boundary conditions

6. Periodic boundary conditions

To enable periodic boundary conditions, just choose the appropriate level from the Method panel:

Fle Edit Templates Results Extras Tools Help
| 7_’“ \";n 'g" Open 3D Molecular Builder Jobs running local:| 0/ | remote:| 0 || Memoryusedfor Tmolex: g System: | 0.0/17087.9 MB
¥ [ Projectiist ! =
¥ [ TmoleXProject b -
 job_GEO_1 Choose Job Template P —— Charge: Use frominput v ——  Apply Job Template
o job_GEO_2 .
o job_SP_3 JLeveIofTheor” SCF Convergence | Salvation |
o job_SP_4 = Ausiliary basis sets for RI-J
job_SP_5
4 ::hinu;}unj lDFI' vJ [ Use Rt Element | Basisset | Auxiliary basis set
» |5, job_SCAN_11 — - C pob-TZVP | \niversal =
— ]
—r | M pobTIVP oner .
o o rorve s
MP2
oz
S anc) p2)
ocsD File
acsD(T) =
This opens a bunch of options.
| Level of'.l'heorv| SCF Convergence | Solvation |
Level
DFT periodic boundary conditions w | || UseRI
DFT settings
Functional PBE -
Gridsize m3 -
Dispersion [one = Select periodicity: 1D, 2D or 3D
Periodic boundary conditions
Perindicity 3D - bulk slid A/v/
Unit Cell parameters 1
a 5.3587 a 90.0 degree ¢
b '6.8989 B 0.0 degree
: (= v 500 s To use k-points, just enable the checkl
o a P
wit A~ | Guess cel parameters | and tell Tmo}eX how many k points
you want in each direction in k
k point mesh Space.
[7] enable ‘msampling points along redprocal lattice vectors
ki 8 k2 8 k3 8
[T Band Structure Flot Band structure plots show the value of band (orbital) energies for values

of k along lines connecting symmetry points.

5 can be spedified by providing their start and end points
as well as the num ints along the line.

Start values in reciprocal space End values in rediprocal space

(fractional) (fractional)
ki k2 k3 ki k2 k3 No.Of points
-+
Metals

For a later band structure plot, enable
the check here and set the path in
reciprocal space (from — to )
Check your text book for location of
symmetry points like L, K, ...

For metals a sufficient number of k-points are required as well as Gaussian smearing. for details see [Kresse ef al]
Gaussian smearing:

o Unit eV w  Hint: according to Aresse ef al use 0.3 - 1.0 eV

Spin Mumber of unpaired electrons {apfional]).
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6.Periodic boundary conditions

Alternatively, the cell parameters can also be modified in the Builder by clicking on the 'Periodic' button.

File View Edit Tools Display Type Window Help
¥ ) . o, - % I
% 0% ﬂ - % ﬂ R/S| GB Gradients |-.\h.lv1odes Internal Coords  ||'8.™ Builder gy Orbital Viewer Scan ﬁjPeno&l:
kL TmoleXProject, job_notRun_13 (periodic boundary) — © % | Number of atoms 9 Number of bonds 8 Charge 0.0
a)
Objects Periodic boundary ~| 7
Periodic boundary conditions
Periodidty | 30 - bulk solid -
Unit Cell parameters
‘U‘ a 5.3587 a 90,0 degree
AR
b 6.3939 g 90.0 degree
M,
c 5.6623 ¥y 90.0 degree
>
unit A - Guess cell parameters
./. Replication (for visualization purposes)
EI min max
C a0 0 The unit cellis 0..0, 0..0, 0..0
_R for a, b, and c. Enter here the
b0 a number of copies in each
direction (e.g. -1.. 1)
clo )
l Show/Update replica j
-
00000 | & oo |

I‘ left-mouse button: Click or drag to select | right-mouse button: rotate, MMBE: move, wheel: zoom | I

This will add the unit cell within the Builder.
Hint: click on the 'Center molecule' button ;o to centre the molecule in the middle of the unit cell.

Set the cell parameters and select the number of replications in each direction. TmoleX will open a new
viewer with the number of replications of the unit cell. This structure can be exported as picture or coordinate
file.

x

Fie View Edit Tools DisplayType Window Help
Internal Coords I:g,’- Buider g Orbital Viewer

P e
E QO %% sl @8 sl swes
— © X |4 Number of atoms 32 Number ofbonds 40 Charge 0.0
s

Vib. Modes

scan i) Periodic

[=]

TmoleXProject, nanotube.

N

Objects | periodic boundary. -

: = BEE® 72 ~0

Periodic boundary

Periodicity | 1D -wire -/
Unit Cell parameters.

.D. a 4919 a s00 degree
20K
b |6.8989 B [90.0 degree
c|[se623 v 500 degree

Unit (A | Guess cell parameters

Replication (for visualization purposes)

i I el

i max

alo The unit celis 0..0, 0..0, 0..0
for 2, b, and c. Enter here the

pfo rumber of copies n each
direction (e.g. -1.. 1)

'
A

clo 0

L Show/Jpdate replica

N J
R

left-mouse button: Click or drag to select | right-mouse button: rotate, MMB: move, wheel: zoom L
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6.Periodic boundary conditions

6.1. Import of cif files

TmoleX can import cif files (Crystallographic Information File) using the File menu:

| File | Edit Templates Results Extras T

Mew Project C
Mew Job Strg+N
Mew Batch Job Strg+B I

Show Administration

! QOpen Project Strg+P
Open Job/Control File
Open Scan/Batch Job
Import Control File

pa

Import Coordinate File Strg+
vy Add Molecule !

Save/Export Geometries »
E Save Job to

Close nanotube
Close TmoleXProject
Close all Projects

Exit

The coordinates and the cell parameters are imported and the builder is opened to visually check the
settings. Note that the cif file format is very versatile and TmoleX supports only a limited number of known
keywords.

One of the following keywords must be present in the cif file:

symmetry_equiv_pos_as_xyz

or

space_group_symop_operation_xyz
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7.Job Templates

7. Job Templates
7.1. Define job templates

TmoleX gives you the possibility to save the most important settings of your jobs like basis set, method or job
type to a template. This helps to reduce the time needed for an input preparation if the same kind of job has
to be performed for a set of molecules.

To read, modify or create a job template, choose 'Templates' from the TmoleX menu:

£

L]

Fie Tocks Use File menu to read in existing template to
M modify or apply.
) Create new job template
Job-Type GEQ .] p .
Method [ Level of Theory [DFT
COsSMO Off . .
Perod ofF Click on [Efto add a job to the workflow.
Symmetry cheds Off
Basis set def-SV(P)
Charge Use from input
Multiplicity Automatic (RHF/UHF)
Freeze orbitals -3.99999999F8
Fermi smearing Off
Settings - Turbomole MOPAC pre-optimization only possible in
[ 30b-Type | Method | Geometry | Bassset | rargeMos | first job. Use the Tools menu to activate.
. Make sure not to switch on the symmetry
Geometry Optimization ) Ground state . . .
Spectra 8 Excid States check in the following Turbomole jobs.
Single Point

Single Point Properties }

Geometry Optimization Options

: The settings here are the same as in the
Energy 6 107 Hartree .
) . different TmoleX panels.
Gradient norm 3 |dEfdxyz| = 10 []Harh'ea,fﬁohr
Max. no. of cydes 50
D Use internal redundant coordinates Include weight derivatives Optimize cell parameters
E Save the template or

apply asave  apply it without saving.

At this point, TmoleX does not check for consistency of different settings. So please do first a usual job, run
it, and check if the combinations are possible.

Defining multiple jobs in one job template will tell TmoleX to run them one after the other, using the
coordinates of the preceding step.

H Use final coordinates i Use final coordinates P Use final coordinates,
job 1 ajcoor B | job2 2/ coor p |job3 oo nalesgy E

A typical work flow would be:

RI-DFT geometry optimization with small basis set — frequency analysis — geometry optimization with

larger basis set — CD + UV/Vis spectra at DFT level— single point energy calculation with post-Hartree-
Fock method.

The template will have to be named when saving and can be found in the pull-down menu afterwards.
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7.2. Apply job templates
To use a template, just choose a saved template from either the template tool bar

—  Choose Job Template 3 e Chirge: Use from input ¥ e Apply Job Template |\

or from the menu 'Templates'. TmoleX will alter the settings accordingly, generate start orbitals, and brings
you directly to the start-job panel.

The molecular charge can be either those of the template (if the Charge pull-down menu is let empty) or
whatever the user chooses in the tool bar.

Generate a new job, read in or build a molecule. Then select a template (set the charge or use the default)
and click on ¢ Apply JobTemplate | TmoleX will prepare the input and jump to the start job panel:

job 1 job 2 Use resources
OPT+FREQ.xml Memory used for 500.0 MB
Job-Name Job1 Job2
Symmetry check on on Disk 0 ME for HF
Basis functions def-SV(P) def-SV(P) No. of CPUs 1
Charge used from input used from input _
Muttiplicity Automatic (RHF/UHF) Automatic (RHF/UHF) || Bz a R TEsa e
Freeze off off
Level of theory DFT+Disp DFT-D3 Bl-damping (Grimme et al, 2011) b-p  DFT+Disp DFT-D3 Bl-damping (G...
Cosmo off off
Job-Type GEO FREQ

Save and Run

Run (local)

Save

Run (network)

The job can either be started on the local system or submitted to a remote machine using the Run(network)
button.

While the job is running, the icons in the job tree will change. The job status during the run can also be
displayed and visualized:

Here the first job, a geometry optimization, is running. The status of this job is therefore printed as Energy vs.
the geometry cycle.
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7.3. Results of job templates

Multi-template jobs will create sub-directories for each individual job. Selecting an individual job will present
the results of this step as for a usual non-template job. Selecting the template itself in the job tree will give a
summary as table:

File Edit Templates Results Extras Tools Help
el g [ =
[ &5 & | & e oven 3 Moleaar Buider Jobsruming  local:|  O/8 | remote:| 0 | Memory used for ToleY: ([ JHSSGMSEMMEN)  Svstem: |0.0/17057.5MB
v [ Projectiist ! to = vethod
¥ [ TmoleXProject W e e e ———
o job_GEO_1 —— Apply Job Template
o job_GEO_2 . .
" job_SP_3 | JobResults | Scar sult ! = on e
j J":—SP—‘* job_0000 job_0001
job SP_ 5
¥ [/ job_SCAN_11 ) _
# scan_0000 Project-Name TmoleXProject TmoleXProject
/ scan_0001 Job-Name job_0000 job_0001
& scan_0002
 scan_0003 & structure /\0 /\0
scan_0004
j 'nms Number of atoms 9 9
scan_|
 scan_0006 Basis functions def-SV{F) def-5V(P)
& scan_0007 Charge 0.0 0.0
' scan_0008 Multiplicity Singlet Singlet
+ scan_0009 Freeze off off
' scan_0010 Level of theory DFT-+Disp b-p none DFT-+Disp b-p none
scan_0011
5 _00]2 COsMO off off
scan_|
v P oPTeFREQ 18 Energy H -154,914498 -154,914438
# job_0000 Dipole moment /D 1611724
' job_0001 Zero point vib energy H 0.077384
Manage Job({s)

This example is ethanol, the job template was OPT+FREQ from the predefined list of job templates.
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8. Batch processing

The job templates described in the previous chapter can easily be applied to any kind of structure, the user
does not have to take care of anything else but to read in the coordinates or build a molecule, set the charge
or accept the defaults, apply the template and start the job.

To open a new batch job, just use the File — New Batch Job entry in the menu or click on the button in

the tool bar. TmoleX will generate a new job, the geometry menu of this job is shown:

Fle FEdit Templates Resuts FExtras Tooks Help

fall pe "
- (= s

Memory used for TmoleX: | 140.0/192.4MB | System: | 0.0/17087.9MB

Jobsrunning  local:| 0/ | remoter| 0 |

¥ [ Projectiist

v

TmoleXProject
 job_GEO_1
" job_GEO_2
& job_SP_3

_—

Hultiple Coordinates |

>

o job_5P_4

o iob_SP_5 |

» |2 job_scAn_11

v | OPT4FREQ_16
 job_D000

'!’; Add Molecule | Add SWILES | MM acdstme || D) Add Ustof SMILES o™ Delete Moleaile

Number Name Charge Image(cick to view/moify) Periodic

& job_0001

[ Bxbrotny |

Manage Job(s)

8.1. Read in and use several molecules

Batch jobs apply predefined job templates to a list of molecules. The molecules have to be read in from file
by using the | ‘s Add Molecule | button. This opens a file browser which also allows to read in file formats which

contain multiple structures like sdf. Multiple selections within the file browser are of course also possible.

Alternatively, SMILES can be entered in the 'Add SMILES' text field and added by |} addsvue  or by hitting
the <Enter> key.

To import or use a list of SMILES, please use the | 3 addLstofsuies | putton to open a simple text editor where

you can either enter or copy&paste your SMILES codes and the name of the molecules (lines that start with
# are remarks and will be ignored). The first column is the SMILES code and the second one the name of the
molecule.
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Fle Edit Templates Resuts Extras Tools Help

Jobs running

Dhesesde ¥

local:| 0B | remote:| 0 | “

Memory used for TmoleX: | 140.0/192.4MB |  System: | 0.0/17087.9M8 ‘

v [§ Projecttist
v [ TmolexProject

o Job_GEO_1
' job_GEO_2

o job_5P_3

o job_SP_4
' job_SP_5

| M) add sMILE Il D)) Add List of SMILES I ‘=,’;ne\emmmem\e J

» |7 job_SCAN_11

v |7 oPT+REQ_16
 job_0000
' job_0001

| r—

” s,
< o}, Add Moleae | Add S

Number Name

Look In:

| . batch-jobs

Charge Image(dick to view/modify) Periodic

|| aniline.cosmo

8] aniline.xyz

|| ethylamine. cosma
|| ethylamine. xyz

File Name:

Files of Type:

amines. sdf

all coordinate files

|| methylamine. cosma
8] methylamine.xyz

|| propylamine.cosmo
@] propylamine.xyz

-

7

Cancel

Open

Manage Job(s) J

Fle Edt Templtes Resfts Extas Toos rielp
OhEEE He " owe o buide ‘ Jobsruming  localr| 0/8 | remote: | 0| H Memory used for Tmn\_ System: | 0.0/17087.5 18
v B et T T A SN T
¥ [ TnokeXProject G
 ioh GEO_1 Chaose Job Template » | Charge: Use fromnput v |——— App{yl’emp‘at& ,_>)1
 job_GEO_2 = r A
+ job_5P_3 Coords & Sym. il i | l
o iob_SP_4 . - - .
o Job_sP_5 ,,’; AddMolecule | Add SMILES ) Add sMiLe ) D)) Add List of SMILES I '8/ Delete Moleale J
» |5 job_scan_11
- I; OPT4FREQ_16 Number Name Charge Image(dick w/fmodify) Periodic
v B
+ job_0000
 job_0001
[ @eomny [ —— 0 ot
methylamine o
ethylamine
propylamine
aniine
4 ethylamine 0 7 off
5 propylamine 0 7| off
3 aniine 0 7| off

Maniage Job(s) )

The charge may or may not be imported correctly, so check and eventually change the charges in the

table!

The multiplicity can also be changed, but it is recommended not to do that since TmoleX will use the
TuRBOMOLE default it determines from a Hiickel calculation.

lons are shown in different background colours, a quick look on the table should to sufficient to identify non-

neutral compounds.

Double-click on a graphical representation of the molecules to open the builder.
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Generate batch jobs from existing jobs

Another possibility to generate a new batch job and to read in structures is to select a list of finished jobs in
your project and job tree and click on the right mouse button.

v |§ Projectlist
¥ [ TmoleXProject
& job_GEO_1

job_SP_: JubRﬁuHs

Type of Calculation Geome

/1, job_SP_T8VT
" job_SP_19

Geometry Convergence

fconvinfo
energy change

[TRT]
w

/Job GEO 24 geom. gradient

job_SP_25
' job_SP_25
" job_SP_27
» [, cosmo-BP-TZvP_23
" job_SP_30
> l =‘, funtionals_33 Energy
i I:TEWPLATE—EA total energy =

job_0ooo

" job_D001 kinetic energy =

" job_0002 potential energy =
v [} TEMPLATE 37

" job_0000

" job_0001
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8.2. Apply templates for batch jobs

Once you have a complete list of molecules to perform calculations on, select a job template from the tool
bar.

Important: The charge field can either have numeric entries which will assign the given charge to all
molecules, or it can be set to 'Use from input' — in this case the charges that are displayed in the
table will be used. The default, which applies when no charge is imported from the coordinate
files and you did not set a charge by hand, is zero.

| —— — _— —_— ——
. GEO-OPT-guick 3 : Charge: Use from input + .!.H)J

All settings for basis set, method, job type, etc. can not be changed in batch jobs since they are defined in
the job template. In this example the charge field is a yellow default, so TmoleX will use the charges printed
in the table. Otherwise they are overwritten.

Before starting a batch job, you have to click on -[JiSSSSETEREEEN - to assign all settings of the template to your

individual jobs. Possible errors or problems can thus be detected before the whole batch is started or sent to
a remote system. This process can take some time, depending on the number and size of the molecules as
well as the number of steps defined in your template.

| .+ — _ + +
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,
OFT+FREQ » Charge: Use from input ¥ e——

Progress orbital generation 36%

Stop Calculation

After applying the job template, a short overview is printed in the Start Job section:

Batch processing | Batch-Job-Template

Use resources

Job 1

Job 2

Memory used for ¥ ME
OPT+FREQ. xml S
Job-Mame Job1 Job2 - 0 MB for HF
Symmetry check on on Mo. of CPUs i
Basis functions def-5V(F) def-5V(F) [ Delete saratch fles after run

Charge used from input used from input
Multiplicity Automatic (RHF/UHF) Automatic (RHF/UHF)
Freeze off off

Fermi off off

Level of theory

DFT +Disp b-p DFT-D3 {Grimme et &l, 2010)

DFT +Disp b-p DFT-D3 {Grimme et al, 2010)

Save and Run

COsMO off off
Periodic off off Run (local)
Job-Type GEQ FREQ Save

Run (network)
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8.3. Run local or remote batch jobs

After a job template has been applied and TmoleX has finished to generate the input files of all steps and for
all molecules in the list, the complete set of calculations can be simply started as you would start a usual job.
So either use the Run (local) button to use the system TmoleX is running on, or the  Run (network)

button to submit everything to a remote system.

While the job is running the icons in the job list on the left side of your TmoleX window will show their current
status.

- N iobiE.ATCHiﬁ 7 job_SP_7 SP,DFT/RLB-P,charge 0,c1,def-SV(P),N... Jun 4, 2014 10:21:5... Jun 4, 2014 10:22:04... Local
» [z 'I'_mo\eXPr_OJECt_meth\ 8 job_SP_8 SP,DFT/RIB-P,charge 0,c1,def-SV(P),E... Jun 4, 2014 10:26:4... Jun 4, 2014 10:26:53...  Local
» |* TmolexProject_ethyiz 10 job_SCAN_9 GEO,DFT/RLB-P,charge 0,c1,def-SV(P),...  Jun4,2014 10:38:3...  Jun4, 2014 10:40:46.. Local
LN TmoleXProject_propy 12 job_SCAN_11 GEO,DFT/RLB-P,charge 0,C1,def-SV(P),... Jun 4, 2014 10:43:1... Jun 4, 2014 10:47:00... Local
LN TmoleXProject_aniine 14 job_TEMPLATE_14  OPT+FREQ.xml Jun 4, 2014 10:57:5... Jun 4, 2014 10:59:38... Local
15 job_BATCH_15 COSMO-BP-SVP.xml Jun 4, 2014 11:10:2... Jun 4, 2014 11:18:00... Local

17 job_BATCH_17 OPT+FREQ.xml Jun 4, 2014 11:39:1... Running 10.0.0.250

On remote systems the resulting files will only be copied back after all steps have finished to avoid too much
traffic on the network. TmoleX, however, checks from time to time which job is currently running and whether
or not the whole batch is complete. For single jobs which are finished but not yet transferred back to your

local desktop machine, the icon switches to "Z..

P

b job_BATCH_17

v @ TmoleXProject_metl

" job_0...
" job_0...
v @ TmoleXProject_ethy
. job_0...
. job_0...

v |% TmoleXProject_propy
job_0000
job_0001

¥ |°| TmoleXProject_aniine
job_0000 e
job_0001

W e Leonn
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Using many cores or CPUs on your local system

As you can see in the screen shot printed above, several different jobs can run at the same time when a
batch job is being used. To be able to use several CPUs on your system, you have to tell TmoleX how many
of them you allow the program to use on your local machine.

To do that, just select the Extra — Preferences entry in the menu and you will get a new window:

e L e @& s

General Appearance Jobs Processing Results Remote Jobs

System

CPUs of machine 8 CPUs to use 7

Total physical memory size 17087.9 MB Max. memory for TmoleX and 3DViewer 1024

MNOTE: Changes of the maximum memory settings for application will be effective after restart only!
[:] Show memory usage

| Check memary

| Defaults | | Sawe || Cancel |

Set the number of available processes here, but it is recommended not to use all available cores to let at
least one of them free for being utilized by TmoleX and your operating system.

When starting the job, just set the number of CPUs in the Start job panel directly:

Use resources

Memory used for  5ap.0 MB
Disk 0 MB for HF

Mo. of CPUs i E 7 E |

[ Delete scratch files after run
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Using many cores or CPUs on remote systems

Similar to the local system settings, you can also set the number of CPUs on remote systems using the Extra

menu:

& Results | Extras | Tools Help

e 1 Viewer Settings :
[~ E i ilar Builder

Preferences S

emote Systems

B g

this will open:

E" Add new Machine E Save Machine E Save Machine as El Import Machine ET Export Machine (Mote: runs only on Linux/Unix systems)

4| Machine P Group Name  User Work directory | TURBOMOLE direc... Use CPU Utilized CPUs RAM(ME) Queue
L3

v SFEdUStE' n3g4@duster duster SGE-cluster 334 [scrfen3gd4)..  fusr/app/TURBO... -1 0 0
394@duste
v Ji EJ f‘:lt TEE tmolex @inux14 linux 14 Default tmolex  /home/tmol... feoftware/TURED... -1 ] ] |
eraul
e tmolex@10.0.0.208  10.0.0.208  Default tmolex  fhomeftmol...  fsoftware/TURBO... 1 0 o o

1 tmolex@linux14
| tmolex@10.0.0.208

There is the entry:

* Use CPU - the total number of CPUs TmoleX is allowed to run on that system (for all jobs).
The default is -1 which is equivalent to unlimited.

E‘ Add new Machine E Save Machine E Save Machine as El Import Machine ET Export Machine (Mote: runs only on Linux/Unix systems)

v i Remote machines 4| Machine izl Group Name  User Work directory ~ TURBOMOLE direc... ~ Use CPU Utilized CPUs RAM(ME)  Queue
¥ { SGE duster ' n3mamcuster duster SGEduster | 394 fswfen394L..  jusrfapp/TUREO... -1 0 0
1394 te
. s ;"It g tmolex@inux14 linux 14 Default tmolex  fhomeftmol...  fsoftware/TUREO... -1 0 0 O
1§ Defaul o 4n AN no
17 tmolex@inux14 tmolex@10.0.0.2% Default tmolex  /homeftmol... fsaftware/TURBQ... -1 ] 0 O
| tmolex@10.0.0.208
* Add Mactiine
Copy Machine
Delete Machine
Export Machine
Import Machine

To see how many jobs are already running on the remote system, use the right mouse button menu and click
on 'Check workload'. This will call 'top' on the remote system and show the results:
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current ~ 5 min. average ~ 15 min. average available CPUs

0.01 0.05 0.08 unknown

D Show expert information

top - 12:38:00 up 494 da)%, 22:46, 7 users, load average: 0.01, 0.05, 0.08 =
Tasks: 189 total, 1 running, 188 sleeping, 0 stopped, 0 zombie
Cpu(s): 13.7%us, O0.6%3y, 0.8%ni, 84.6%id, 0.2%wa, 0.0%hi, 0.0%si, 0.0%s3t
Mem: 32207M total, 31964M used, 243M free, 261M buffers
Swap: 65538M total, 862M used, 646T76M free, 29219M cached
PID USER PR NI VIRT RES SHR 3 %CPU EMEM TIME+ COMMAND
1 root 20 0 10540 32 16 5 0 0.0 4:27.71 init
2 root 20 1] [i] [i] 035 0 0.0 0:05.61 kthreadd
3 root 20 a a a -1 0 0.0 5§:35.03 ksoftirgd/0
& root RT 1] a a 05 0 0.0 12:44.06 migration/0
7 root RT [1] 1] 1] 05 0 0.0 1:39.27 watchdeg/0
8 root RT a a a 05 0 0.0 14:52.08 migration/1 -

In the first line, the load, i.e. the number of running (time consuming) processes is shown. If you did set the
number of total CPUs on the remote system as described on the last page, it is also shown here as 'available
CPUSs'.

The three entires are:

* current - number of CPUs in use right now
e ~5min.ago - number of CPUs in use approximately 5 minutes ago
* ~15min.ago - number of CPUs in use approximately 15 minutes ago

This gives quite a helpful hint how occupied the system already is and whether or not some new jobs have
been started recently or how many old jobs stopped in the last 15 minutes.

If you activate the 'Show expert information' check box, you will see the detailed output of 'top' — which users
run which jobs on the machine, how much CPU time and how much memory they use. In the example given
here, only the user tmolex is running jobs (entries with significant %CPU values).
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8.4. Visualize and export results of batch jobs

The results of finished batch jobs are given as tables in the Results section. Each sub-job has an own tab in

THe | —— — — —>——
v TmoleXProject U s
+ job_GEO_1 Choose Job Template B Charge: Use frominput v — Apply Job Template
o job_GEO_2 L
& job_S5P_3 | Results Multiple Jobs
 job_SP_4 ‘Job_oooo{lfiob_oo01
& job_SP_5 =
» | Job_SCAN 11 Bass functions  gef SV(P) Freeze None
» |, OPT4REQ_16 §
7 g Levelof theory  pFT+0isp Functional [
 job_SP_19
\Epotfes ) (sestes )
» |~ cydobutane f ] .
< !:" e Molecule Mumber of atoms Charge Multiplicity Energy H nt /D Zero paint vib energy H
» lf,tyduhexane cydobutane 12 0.0 Singlet -157.094657 1]
> |f, cydooctane cydoheptane 21 0.0 Singlet 0.00528
" job_SP_21 cydohexane 18 0.0 Singlet 0.000044
+ job_GEO_22 cydooctane 24 0.0 Singlet 0.045536
& job_SP_23
&/ job_GEO_24

The resulting table can be saved as spread sheet. The Export Files button allows to save COSMO, energy or
coordinates files of different format:

& Save |E|

saveIn: | | TmoleX

[Z *.cosmo COSMO files

[ Geometry files(*.xyz, *.sdf, *.ml2, *.pdb)

File Name: C:\Users\TmoleX\Documents\TmoleX

Files of Type: | *.xyz geometry fies

| Save || Cancel |

COSMO and energy files are usually only needed for the COSMOtherm program. TmoleX will save all files of
the given type to the chosen directory.
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9. Remote jobs

TmoleX as well as the client version of TmoleX which is freely available from COSMOIlogic web site is able to
start jobs on remote Linux/Unix machines using a secure shell.

9.1. Security information

To determine if you do want to use this feature and worry about security, here is a short outline of the
procedure used by TmoleX to access to remote systems.

* ssh and scp are used to start jobs and to copy the files from one system to another.
We use a locally modified version of PUTTY (http://www.chiark.greenend.org.uk/~sgtatham/putty/)
PuTTY is copyright 1997-2009 Simon Tatham.

Portions copyright Robert de Bath, Joris van Rantwijk, Delian Delchev, Andreas Schultz, Jeroen
Massar, Wez Furlong, Nicolas Barry, Justin Bradford, Ben Harris, Malcolm Smith, Ahmad
Khalifa, Markus Kuhn, Colin Watson, and CORE SDI S.A.

Permission is hereby granted, free of charge, to any person obtaining a copy of this software
and associated documentation files (the "Software"), to deal in the Software without restriction,
including without limitation the rights to use, copy, modify, merge, publish, distribute,
sublicense, and/or sell copies of the Software, and to permit persons to whom the Software is
furnished to do so, subject to the following conditions:

The above copyright notice and this permission notice shall be included in all copies or
substantial portions of the Software.

THE SOFTWARE IS PROVIDED "AS IS", WITHOUT WARRANTY OF ANY KIND, EXPRESS
OR IMPLIED, INCLUDING BUT NOT LIMITED TO THE WARRANTIES OF
MERCHANTABILITY, FITNESS FOR A PARTICULAR PURPOSE AND NONINFRINGEMENT.
IN NO EVENT SHALL SIMON TATHAM BE LIABLE FOR ANY CLAIM, DAMAGES OR OTHER
LIABILITY, WHETHER IN AN ACTION OF CONTRACT, TORT OR OTHERWISE, ARISING
FROM, OUT OF OR IN CONNECTION WITH THE SOFTWARE OR THE USE OR OTHER
DEALINGS IN THE SOFTWARE.

* PuTTY uses its own repository for public ssh keys, so ssh connections that do not require a
password on your local machine at the command line might not work if OpenSSH or any other ssh
program is used. Run ssh from the TmoleX directory to check that manually.

* jobs can be killed while they run on a remote system. For that purpose, a kill-job script is being
stored in the directory where the job is running. This script does kill all processes that are running in
the directory the script itself is located — but this will only work on systems where a /proc directory is
present (usually all Linux systems and most Unix systems either).

* Passwords entered in the password field will not be saved to disk. Hence, they have to be entered
each time TmoleX has been started, but kept in memory as long as TmoleX runs.
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9.2. Add new remote machine

When starting a remote job for the first time, or when you want to add several external machines, several
things have to be set, TmoleX needs to know in order to be able to run TURBOMOLE there.

To start a job on a remote machine, or to set or change settings, click on Run (network) in the 'Start Job'
panel.

Save and Run

Run (local) |

save |

Run (network) |

TmoleX will first save the input file to a local disk under the usual naming scheme, and then open a new
window that looks like this one:

E’ Add new Machine E Save Machine E Save Machine as El Import Machine ET Export Machine (Mote: runs only on Linux/Unix systems)

¥ || Remote machines 1 —
0 Machine/IP
Default 3
o | Clear /AddMew |
User —
Copy Machine
Password == ==
| Import Machine |
Group name Default _— -
Identification user @machine
| Delete Machine |
Expert settings S
Work directory
TURBOMOLE directory
Mumber of CPUs for job(s) |1 Check remote system every 1 min  TURBOMOLE version | unkown -
Status of remote system  Currently no running jobs from this of TmoleX17
max. avail CPUs unknawn number of CPUs in use
Use gueuing system
| Close

General informations about a remote system are:
1. The name or the IP address of a remote machine (Machine/IP field)
2. User name on that machine
3. Password to log in

Those three fields have to be filled in first. To check if the settings are correct, and if a connection can be
established, click on  Check Password Settings . TmoleX will try to log in and determine the home directory of

the user which has been given in the User field.

If the connection has been successful, the home directory will be added to the 'Work Directory' field.
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4. Work directory tells TmoleX in which path on the remote machine the job shall run — a fast local disk
should be chosen here.

5. TURBOMOLE directory has to be set to the TURBOMOLE installation directory on the target system.

The default behaviour of ssh when starting remote jobs without an explicit shell or terminal is such

that not all settings on the remote system are sourced. So it is very likely that your TURBOMOLE
settings (like $TURBODIR, $PATH, etc) are not available in such a case.

It is therefore unavoidable to set the PATH to the TURBOMOLE directory on the remote system by
hand.

6. The number of CPUs can be left unchanged.

Note that this field is not to tell TmoleX how many CPUs or cores are available in general, but how
many CPUs shall be used for the calculation of each job!

7. Note that all jobs are started on the remote system with nohup. TmoleX does not get a notice when
the job has finished, so it has to check actively whether the job is still running or not. The frequency
for those checks can be given in minutes.

8. The TursomoLE version on the remote machine is needed to determine which program is used for
post-Hartree-Fock calculations. Since version 7.0 CCSD and CCSD(T) jobs are done by the program
ccsdfl2 and not by ricc2 any more as it was in previous versions. Some methods like DFT-D4 or
PNO-CCSD(T) are only available in newer versions (at least 7.3).

9. The queueing system option can be used to submit remote jobs to a queue which is accessible on
the remote machine.

After settings 1-5 are complete, click on [ save Machine . The 'ldentification’ is used as name in the list of
known remote systems given in the tree on the left side of the window.

Configuring a remote system such that number crunching programs like TURBOMOLE can utilize the hardware
resources correctly is not a trivial task. Most Linux/Unix systems restrict the permissions for memory or disk
space for each individual user for security reasons. TmoleX is able to submit a script which checks for the
most important settings to a remote system. If machine name or IP address, user name, password and
TURBOMOLE installation directory are set, the button Check remote system can start this process.
TmoleX will show the results in an own output window. Search for ERROR messages in case a remote
system is not able to run serial or parallel TURBOMOLE jobs. The TURBOMOLE manual contains a section
which helps to install the command line version on Linux/Unix machines.

If you are not able to figure out what to change in order to use a remote system, please contact the

Turbomole Support Team (turbomole@cosmologic.de).

Expert settings:

Identification user @machine

|:| Expert settings Add login parameter ssh s0p no password

You can add individual options to the ssh and scp commands and/or use passwordless ssh (if it is enabled
with putty — otherwise you could copy your own ssh and scp binaries to the TmoleX/extapps/putty directory).
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9.3. Start a remote job

Starting jobs can be done by choosing a machine in the list of saved systems:

¥ || Remote machines
¥ | Default

B molex@10.0.0.205

1

E’ Add new Machine E Save Machine E Save Machine as El Import Machine ET Export Machine (Hote: runs only on Linux/Unix systems)

| Delete Machine |

Maching/IP 10.0.0.205

User tmolex

Password CEiss

Group name Default

Identification tmolex@10.0.0.205
__| Expert settings

| Clear /AddNew |
| CopyMachine |

e e |

| SaveMacine |

| Check Password Settings Il Check workload Il Test remote system

Work directory /home ftmolex;TmaleX _lobs

TURBOMOLE directory Jsoftware/TURBOMOLE_72/TUBOMOLE

Number of CPUs for jobfs) 1 Check remote system every 1 min  TURBOMOLE version | V7.2 and newer

Status of remate system  Currently no running jobs from this session of TmoleX17

max. avail CPUs unknown number of CPUs in use

__| Use queuing system

Close

A simple click on 'Start' will start the job on the chosen system.

The job list shows on which machine a calculation has been started or is still running. The right mouse button
menu in this list allows to kill a job also on a remote machine.

 aniine 12 job_SCAN_11  GEO,DFT/RLB-P,charge 0,C1,def-SV...  Jun4,2014 10:43...
» [}, job_BATCH 17 14 job_TEMPLAT... ~ OPT+FREQ.xml Jun 4,2014 10:57...
? job_GEO_18 15 job_BATCH_15  COSMO-BP-SVP.xm Jun 4,2014 11:10...
17 job BATCH 17 OPT+FREQ.xml Jun4,2014 11:39...

18 job_GEO_18 GEO,DFT/RLB-P,charge 0,C1,def-SV...  Jun4,2014 12:15.. Running

Jun4, 2014 10:47...
Jun 4, 2014 10:58...
Jun 4, 2014 11:18...
Jun4, 2014 11:49...

Local
Local
Local
10.0.0.250
10.0.0.205

Note that the Stop time is not the end of the job itself, but the time when TmoleX noticed that the job has

finished!
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9.4. Using a queuing-system on a remote cluster

E" Add new Machine E Save Machine E Save Machine as El Import Machine ET Export Machine (MNote: runs only on Linux/Unix systems)

¥ | Remote machines
¥ | Default
| | tmolex@10.0.0,205 User tmalex

P tmolex@10.0.0.207 Copy Machine
Password ErEEEs -~

Machine,TP 10.0.0.207
Clear [ Add New

Import Machine
Group name Default
- Save Machine
Identification tmolex@10.0.0.207

Delete Machine

| Expert settings

| Check Password Settings /| Check workload Test remote system

Work directory fhomeftmalex/TmoleX_Jobs
TURBOMOLE directory [zoftware/TURBOMOLE _72/TUBOMOLE

Mumber of CPUs for job(s) 1 Chedkremote system every 1 min  TURBOMOLE version | V7.2 and newer w

Status of remote system  Currently no running jobs from this session of TmoleX17

max. avail CPUs unknaown number of CPUs in use

é
: [:] Use gueuing system ’
Seript before job execution {without #!/bin/sh)

Submit with | ggub #8 -owd|

Check status | ggtat

automatically:

[7] add PARA_aRCH=MPI Script after job execution

[] add PARNODES =number of CPUs

Currently PBS, LSF and SGE are successfully tested. Activate the queue option in the remote job start
panel:

To be able to support as many queuing systems as possible, the number of options is kept very small.

1. Submit with — this is the command that is used on the given remote system to submit a job to the
queue. Here you can give just the name but also options.

For PBS and SGE like queuing systems
gsub

is the default. For LSF it should be:

bsub <

For unsupported queuing systems it is possible to write a script on the remote cluster that sets the
number of CPUs and the list of nodes that shall be used for the job and submits the start script to the
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queue. The name (and probably the path) to this self-written script can then be entered in this field.

Check status — this is the command that is called on the remote system if the 'View run status' option
from the right-mouse menu of the Job administration is chosen.

The output of the status command is shown directly underneath the job list.

Script before job execution (without #!/bin/sh)

This is the field where a usual script that is used to submit jobs to a queue can be entered.

Example for PBS: Example for SGE/Univa Grid Engine:
#PBS -S /bin/bash #$ -S /bin/bash

#Name of your run : #$ -N TmoleX-job

#PBS -N TmoleX-job # Export environment:

#Number of nodes to run on: #$ -V

#PBS -1 nodes=1 # make sure to be in the right
# # directory:

# Export environment: #$ -cwd

#PBS -V

cd $PBS_O WORKDIR

This is a PBS/SGE example for a serial run.

There are several things one has to take care of. TmoleX will use the given entry and include it in its
own settings:

1. donotgivea #!/bin/... line here, TmoleX adds its own commands in sh format, so TmoleX
will add a first line containing #! /bin/sh to the final script.

2. Make sure to change the directory to where the input files are copied:

PBS:
cd $PBS_O WORKDIR

SGE :
#$ —-cwd

LSF:

cd $LS_SUBCWD

must be somewhere in your own script.

3. Ask your queuing system for the right number of CPUs — this has to match the 'Number of CPUs'
field of the TmoleX setting. Depending on the queuing-system, it will not allow a different number
than what the script will start.

$PARNODES is set by TmoleX, so if you set it in this field, it will be overwritten.

4. $TURBODIR is being set by TmoleX, so you do not have to enter it again here.
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5. The commands to start the TURBOMOLE jobs are of course added by TmoleX automatically.

4. Parallel settings

TURBOMOLE contains two different parallelization schemes. SMP runs almost all jobs in parallel on a
multi-core, multi-CPU or NUMA system. MPI on the other hand is able to utilize several different
nodes for one job, but the number of parallelized modules is smaller than in the SMP version.

TmoleX by default sets SMP for parallel remote jobs which are submitted to a remote system without
using the queuing system option, and MPI| whenever the queuing system option is activated. The
number of (total) CPUs is also set automatically.

In some cases a queuing system requires different settings than TmoleX applies by default. The two
options
[£] add PARA_ARCH=SMP/MPI [£] add PARNODES=number of CPUs

help to overwrite those defaults. If you uncheck one of the two or both options, make sure to add the
environment variables PARA_ARCH and PARNODES by hand if needed.

Note that you have to tell your queuing system about the number of CPUs you want to use.

PBS: SGE:
#PBS -1 select=4:ncpus=8 #$ -pe mpi 32

The default in PBS is to set the number of nodes with 'select="' and the number of CPUs per node by
'ncpus=". In this example, 4 nodes with a total number of 32 CPUs will be used. So set PARNODES
to 32.

For SGE like queuing systems one has to tell SGE which parallel environment (-pe) one wants to
use. The name for the PE depends on your local SGE installation, so please check existing SGE
submit scripts or ask you system administrator.
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5. Script after job execution

The script that is being submitted to the queue can be extended with the entries in this field. Useful if
you want to do some post-processing on the remote machine.

Say you are running a geometry optimization and submit the following script to the queue:
= 4 7:

. -
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2. Combine Results

To combine and collect results from different jobs, select different jobs from the job tree by holding <Shift> or
<Control> key and clicking on the jobs, then use the right mouse button and select 'export results";

v B Projectlist | E——
¥ [= TmoleXProject !
« job_GEO_1 i :
« job_GEO_5
v | Job Results | sc
« job_SP_7
+ job_SP_8 Type of Calculatior
v |3 job_SCAN 9
+ scan_0000
4 scan_0001 |
+ scan_0002
' scan_0003
' scan_0004 zero point VIBRAT
+ scan_0005 SCF-energy
 scan_0006 SCF + E(vib0)
» [ job_SCAN_11
v | job_TEMPLATE_14
+ job_0000
4 iob_0001]
v [, job_BATCH_15
+ methylamine

Energy

'/ Vibrational Modes
+ propylamine 27 a
+ aniine 23 a
v [, job_BATCH_17 24 a
» |, TmolexProject_m 25 a
I; i 26 a

» |5 Tmolexprg
» |7 TmoleXPrd Generate new Batch Job

+ job_GEO_18 En -
job_GEO_19 31 3
32 a

TmoleX will generate a table with the most important data.

] [ S

Save as Excel
¥ B Projectiist E job_0000 job_0001 job_oo01 job_spP_7
¥ = TmoleXProject
Job_GEO_1 Project-Name TmoleXProject TmoleXProject TmoleXProject TmoleXProject
job_GEOQ_5 Job-Name job_0000 job_0001 job_0001 job_SP_7

v | job_SCAN_11

job_SP_6
[T job_spP_7 N
|job_sP_8 2D structure
» |% job_SCAN 9
o
N
10 14 12

scan_0000
scan_0001 Number of atoms 12
scan_0002 Basis functions def-Sv(P) def-Sv(P) def-Sv(P) def-SV(P)
scan_0003 Charge 0.0 0.0 0.0 0.0
sc:an:UDD4 Muttiplicity Singlet Singlet Singlet Singlet
Freeze off off off off

SRS Level of theory DFT+Disp DFT-D3 ...  DFT+Disp DFT-D3... DFT+Disp DFT-D3 ... DFT bp
scan_0006 Cosmo off off off off
scan_0007 Energy -135.062168 -287.413943 -194.204778 -232.075794
scan_0008 Dipole moment 1.351271
wan nnna = Zero point vib ener... 0.113743 0.104456

4 »

Additional results can be added to the table by selecting the jobs on the left side in the project list.
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3. Project and Job management

Individual Turbomole jobs are collected in TmoleX projects which contain information about the job types,
start- and end times of finished jobs, and the machine where the jobs have been running (either the local
machine or the name or IP address of the remote system).

A job must always run within a given project since the project directory is the location where the job is being
created as sub-directory.

3.1. Location on disk

Each project has its own project file (project-name.xml) and its own directory structure:

TmoleX projects Job Administration Directory structure
Project 1 TmoleXproject 1
job 1 job_SP_1
job 2 job_GEOQO_2
job 3 job_SP_3
Project 2 TmoleXproject 2
job 1 job_GEO_1
job 2 job SP 2

To open the system-own file explorer at the location on your disc where the project or the jobs are stored,
just right-click on the name of the job or project and select 'View job directory':

 job_0001

Close

' job_0000 ‘

View Job Directory

s

View Project Directory

Open Shell
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32. Renaming Jobs

When starting a job, it can be given an individual name when TmoleX asks you where to save the job
(default is the project directory). But it is also possible to rename the job after it has finished. To do that, just
use (again) the right-mouse menu of a job:
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 job_0000
' job_0001

Close

View Job Directory
View Praoject Directory
Open Shell

Refresh Job

Delete this Job

3.3. Order of Jobs and Projects

To change the order of the jobs (and projects), just drag-and-drop a job to a new position. Multiple selections
are allowed:

" job_sSP_3
' job_SP_4

» |7, job_sCAN_11
» !, OPT4FREQ 15

drag & drop jobs

" job_GED_22
job_SP 23
job_GED_24

job_SP_25

" job_SP_25

.#inh 5P 77

Explore the other right-mouse menu entries to more or to make a
copy of jobs - to the same project or to an existing and opened
project or to a new project which will be generated.

34. Use command line

Once you have created a complete input for Turbomole, or if you have a finished job, it is possible to open a
shell (xterm under Linux, terminal under MacOS, cmd.exe under Windows):
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o job_SP_23 ‘ ”
 job e 3 Cose
J job_SP 1 Stop this Job
& job_SP_i View Job Directory

» [, cOSMOA  view Project Directory
< 0 -

- i -
I_"" funtionaj Refresh Job

» [, TEMPLAT _

v I=. TFmp a7 ReEname thiz Job

It will open a shell in the directory of that job and with the Turbomole settings:

¥ B Projectlist
¥ [ TmoleXProject 2 L e gy

Chaose Job Tem b

huniar@localhost:~/TmoleXProject_2/job_SP_1 X

[huniar@localhost job_SP_11% ls
auxbasis baziz control coord energy  ertor,output mos  ridft,out
[huniar@localhost job_SP_1]%

$TURBODIR and the $PATH (or %PATH% under Windows) are already set, so any Turbomole module can
be called from this shell. If whatever you do does produce new results and data, the files can be re-read by

selecting:

i

v [ Projectlist
¥ [ TroleXProject_2
W job 5P 1

o ey

Close

Stop this Job

View Job Directory
View Project Directory
Cpen Shell

Refresh Job

Rename this Job 5
Delete this Job

Switch to the Results panel to visualize and use the new data.
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