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The following problems occurred while reading PDB file for sulfonamide-pdb.pdb

\warning: Ignored bad PDB record found on line 1

No incomplete side chains

Chain-initial residues that are actual N terminii:
Chain-initial residues that are not actual N termi
Chain-final residues that are actual C terminii:
Chain-final residues that are not actual C terminii:

0 hydrogen bonds

Hydrogens added

Charge model: AMBER ff14SB

IAssigning partial charges to residue (net charge +0) with gasteiger method

Running ANTECHAMBER command: C:/Users/PRABUDDHA/Desktop/Chem softwares/Chimera 1.13rc/bin/amber16/bin\antechamber -i c:\users\prabud~1\appdata\local\temp\tmp4ellOg\ante.in.mol2 -fi mol2 -o c:\users\p
0

() Welcome to antechamber 17.3: molecular input file processor.

0
() Info: Finished reading file (c:\users\prabud~1\appdata\local\temp\tmp4ellOg\ante.in.mol2).

0
() Running: "C:/Users/PRABUDDHA/Desktop/Chem softwares/Chimera 1.13rc/bin/amber16/bin/atomtype” -t ANTECHAMBER_AC.ACO -0 ANTECHAMBER_AC.AC -p gaff

() Running: "C:/Users/PRABUDDHA/Desktop/Chem softwares/Chimera 1.13rc/bin/amber16/bin/atomtype” -i ANTECHAMBER_GAS.AC -o ANTECHAMBER_GAS_AT.AC -d "C:/Users/PRABUDDHA/Desktop/Chem softw:
() /usr/bin/antechamber: Fatal Error!
() No Gasteiger parameter for atom (ID: 0, Name: N, Type: DU).

Failure running ANTECHAMBER for residue
ICheck reply log for details
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