!!index array str

 "mol1"

 "mol2"

!entry.mol1.unit.atoms table  str name  str type  int typex  int resx  int flags  int seq  int elmnt  dbl chg

 "C1" "c3" 0 1 131072 1 6 0.259700

 "H12" "h1" 0 1 131072 2 1 0.052200

 "H13" "h1" 0 1 131072 3 1 0.052200

 "H14" "h1" 0 1 131072 4 1 0.052300

 "N" "n1" 0 1 131072 5 7 -0.851400

 "C" "c1" 0 1 131072 6 6 0.435000

!entry.mol1.unit.atomspertinfo table  str pname  str ptype  int ptypex  int pelmnt  dbl pchg

 "C1" "c3" 0 -1 0.0

 "H12" "h1" 0 -1 0.0

 "H13" "h1" 0 -1 0.0

 "H14" "h1" 0 -1 0.0

 "N" "n1" 0 -1 0.0

 "C" "c1" 0 -1 0.0

!entry.mol1.unit.boundbox array dbl

 -1.000000

 0.0

 0.0

 0.0

 0.0

!entry.mol1.unit.childsequence single int

 2

!entry.mol1.unit.connect array int

 0

 0

!entry.mol1.unit.connectivity table  int atom1x  int atom2x  int flags

 1 2 1

 1 3 1

 1 4 1

 1 5 1

 5 6 3

!entry.mol1.unit.hierarchy table  str abovetype  int abovex  str belowtype  int belowx

 "U" 0 "R" 1

 "R" 1 "A" 1

 "R" 1 "A" 2

 "R" 1 "A" 3

 "R" 1 "A" 4

 "R" 1 "A" 5

 "R" 1 "A" 6

!entry.mol1.unit.name single str

 "MTL"

!entry.mol1.unit.positions table  dbl x  dbl y  dbl z

 0.0 0.001000 0.0

 1.032000 -0.267000 -0.099000

 -0.469000 -0.651000 0.706000

 -0.486000 -0.094000 -0.949000

 -0.075000 1.002000 0.338000

 -0.157000 2.099000 0.707000

!entry.mol1.unit.residueconnect table  int c1x  int c2x  int c3x  int c4x  int c5x  int c6x

 0 0 0 0 0 0

!entry.mol1.unit.residues table  str name  int seq  int childseq  int startatomx  str restype  int imagingx

 "MTL" 1 7 1 "?" 0

!entry.mol1.unit.residuesPdbSequenceNumber array int

 0

!entry.mol1.unit.solventcap array dbl

 -1.000000

 0.0

 0.0

 0.0

 0.0

!entry.mol1.unit.velocities table  dbl x  dbl y  dbl z

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

!entry.mol2.unit.atoms table  str name  str type  int typex  int resx  int flags  int seq  int elmnt  dbl chg

 "C1" "c3" 0 1 131072 1 6 0.147400

 "H12" "h1" 0 1 131072 2 1 0.042800

 "H13" "h1" 0 1 131072 3 1 0.042900

 "H14" "h1" 0 1 131072 4 1 -0.008400

 "N1" "n3" 0 1 131072 5 7 -0.919300

 "H11" "hn" 0 1 131072 6 1 0.347300

 "H2" "hn" 0 1 131072 7 1 0.347300

!entry.mol2.unit.atomspertinfo table  str pname  str ptype  int ptypex  int pelmnt  dbl pchg

 "C1" "c3" 0 -1 0.0

 "H12" "h1" 0 -1 0.0

 "H13" "h1" 0 -1 0.0

 "H14" "h1" 0 -1 0.0

 "N1" "n3" 0 -1 0.0

 "H11" "hn" 0 -1 0.0

 "H2" "hn" 0 -1 0.0

!entry.mol2.unit.boundbox array dbl

 -1.000000

 0.0

 0.0

 0.0

 0.0

!entry.mol2.unit.childsequence single int

 2

!entry.mol2.unit.connect array int

 0

 0

!entry.mol2.unit.connectivity table  int atom1x  int atom2x  int flags

 1 2 1

 1 3 1

 1 4 1

 1 5 1

 5 6 1

 5 7 1

!entry.mol2.unit.hierarchy table  str abovetype  int abovex  str belowtype  int belowx

 "U" 0 "R" 1

 "R" 1 "A" 1

 "R" 1 "A" 2

 "R" 1 "A" 3

 "R" 1 "A" 4

 "R" 1 "A" 5

 "R" 1 "A" 6

 "R" 1 "A" 7

!entry.mol2.unit.name single str

 "MTL"

!entry.mol2.unit.positions table  dbl x  dbl y  dbl z

 0.0 0.001000 0.0

 1.032000 -0.267000 -0.099000

 -0.469000 -0.651000 0.706000

 -0.486000 -0.094000 -0.949000

 -0.071000 0.955000 0.322000

 0.374000 1.570000 -0.346000

 -1.045000 1.208000 0.415000

!entry.mol2.unit.residueconnect table  int c1x  int c2x  int c3x  int c4x  int c5x  int c6x

 0 0 0 0 0 0

!entry.mol2.unit.residues table  str name  int seq  int childseq  int startatomx  str restype  int imagingx

 "MTL" 1 8 1 "?" 0

!entry.mol2.unit.residuesPdbSequenceNumber array int

 0

!entry.mol2.unit.solventcap array dbl

 -1.000000

 0.0

 0.0

 0.0

 0.0

!entry.mol2.unit.velocities table  dbl x  dbl y  dbl z

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

 0.0 0.0 0.0

