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ATOM 14
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BRANCH 14
ATOM 15
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2. Senyawa Gallic acid
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ATOM 9 HI12 non
0.00 0.00 0.210
ENDBRANCH 7 8
ENDBRANCH 4 7
BRANCH 6 10
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4. Senyawa Myricetin

MODEL 1

REMARK VINA RESULT: -10.0 0.000 0.000
REMARK 7 active torsions:

REMARK status: ('A' for Active; 'I' for Inactive)
REMARK 1 A between atoms: O 2 and C 13

REMARK 2 A between atoms: O 3 and C 15

REMARK 3 A between atoms: O 5 and C 19

REMARK 4 A between atoms: O 6 and C 21

REMARK 5 A between atoms: O 7 and C 22

REMARK 6 A between atoms: O 8 and C 23

REMARK 7 A between atoms: C 10 and C 12
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ATOM ORRC UNL d 1 16.616 6.147 29.873
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ATOM 9 C UNL d 1 5,798 5.946 27.988
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ATOM L0 qE UNL d 1 16.706 5.501 28.195
0.00 0.00 0.124 A

ATOM h UNL d L 17.123 5.602 29.143
0.00 0.00 0.091 A
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BRANCH 4 12

ATOM 12 C UNL d 1 13.053 7.854 29.026
0.00 0.00 0.028 A

ATOM 13 C UNL d 1 13.001 8.607 28.369
0.00 0.00 0.061 A

ATOM 14 C UNL d 1 12.119 9.031 28.163
0.00 0.00 0.163 A

ATOM 15 C UNL d 1 11.289 8.702 28.614
0.00 0.00 0.201 A



ATOM 16 C UNL
0.00 0.00 0.163
ATOM 17 C UNL
0.00 0.00 0.061
BRANCH 14 18

ATOM 18 O UNL
0.00 0.00 -0.503
ATOM 19 H UNL
0.00 0.00 0.292

ENDBRANCH 14 18
BRANCH 15 20

ATOM 20 O UNL
0.00 0.00 -0.501
ATOM 21 H UNL
0.00 0.00 0.292

ENDBRANCH 15 20
BRANCH 16 22

ATOM 22 O UNL
0.00 0.00 ol O PRNer
ATOM 23 il UNL
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ENDBRANCH 16 22
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BRANCH SN 20

ATOM 24 'O UNL
0.00 0.00 0 . 508
ATOM T UNL
0.00 0.00 g

ENDBRANCH Gy, &
BRANCH g 26

ATOM 26 O UNL
0.00 0.00 -0.506
ATOM 27 H UNL
0.00 0.00 0%,

ENDBRANCH 8 26
BRANCH 10 28

ATOM 28 O UNL
0.00 0.00 -0.506
ATOM 29 H UNL
0.00 0.00 0.292
ENDBRANCH 10 28
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MODEL 1

REMARK VINA RESULT: -9.5 0.000 0.000
REMARK 5 active torsions:

REMARK status: ('A' for Active; 'I' for Inactive)
REMARK 1 A between atoms: O 2 and C 11

REMARK 2 A between atoms: O 3 and C 13

REMARK 3 A between atoms: O 5 and C 15

REMARK 4 A between atoms: O 6 and C 21

REMARK 5 A between atoms: C 9 and C 12

ROOT

ATOM 1 0O UNL d 1 14.562 6.852 28.284
0.00 0.00 —0 . 4" R

ATOM 2 0 UNL d i L5 2 7.049 31.175
0.00 0.00 e s

ATOM g C UNL d 1 15.649 6.463 29.575
0.00 0.00 Ly

ATOM 4R UNL d 1 e, 390 6.397 28.611
0.00 0.00 0 o460 R

ATOM S © UNL d 1 13.993 7.373 28.920
0.00 0.00 F e

ATOM L UNL d it g 6.983 30.211
0.00 0.00 0) 2l

ATOM N UNL d i, ALY 7 . sty | S 4
0.00 0.00 0.208 A

ATOM A UNL d L LE S O§ 30
0.00 0.00 0.135 A

ATOM IR e UNL d i 15.973 5.859 27.936
0.00 0.00 0.092 A

ATOM LGN E UNL d 1 16.837 5.382 28.269
0.00 0.00 0.124 A

ATOM L UNL d 1 17.107 5.450 29.272
0.00 0.00 0.091 A

ENDROOT

BRANCH 5\

ATOM 1239 UNL d 1 13.165 7.828 28.593
0.00 0.00 o O

ATOM 13 C UNL d 1 12.296 7.333 28.577
0.00 0.00 0.015 A

ATOM 14 C UNL d 1 11.468 7.789 28.250
0.00 0.00 0.046 A

ATOM 15 C UNL d 1 11.509 8.738 27.939
0.00 0.00 0.117 A

ATOM le C UNL d 1 12.378 9.233 27.955
0.00 0.00 0.046 A

ATOM 17 C UNL d 1 13.206 8.778 28.282
0.00 0.00 0.015 A



BRANCH 15 1
ATOM 18
0.00 0.00
ATOM 19
0.00 0.00
ENDBRANCH 15
ENDBRANCH 5
BRANCH 72
ATOM 20
0.00 0.00
ATOM 21
0.00 0.00
ENDBRANCH 7
BRANCH 8 2
ATOM 22
0.00 0.00
ATOM 45
0.00 0.00
ENDBRANCH 8
BRANCH 10 2
ATOM 24
0.00 0.00
ATOM 25
0.00 0.00
ENDBRANCH 10
TORSDOF 5
ENDMDL
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ATOM 3
0.00 0.00
ATOM 4
0.00 0.00
ATOM 5
0.00 0.00
ATOM 6
0.00 0.00
ATOM 7
0.00 0.00
ATOM 8
0.00 0.00
ATOM 9
0.00 0.00
ATOM 10
0.00 0.00
ENDROOT
BRANCH 3
ATOM i
0.00 0.00
ATOM o
0.00 0.00
ATOM 13
0.00 0.00
ATOM 14
0.00 0.00
ATOM 15
0.00 0.00
ATOM iy
0.00 0.00
BRANCH 13
ATOM 17
0.00 0.00
ATOM LS
0.00 0.00
ENDBRANCH
BRANCH 14
ATOM 19
0.00 0.00
ATOM 20
0.00 0.00
ENDBRANCH
ENDBRANCH
BRANCH 2
ATOM 21
0.00 0.00

H

LS
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r ol
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e
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S
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- F
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ATOM 22
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ATOM 8
0.00 0.00
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ATOM 11
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BRANCH 8 26

ATOM 26 O UNL d
0.00 0.00 -0.506 OA
ATOM 27 H UNL d
0.00 0.00 0.292 HD

ENDBRANCH 8 26
BRANCH 10 28

ATOM 28 O UNL d
0.00 0.00 -0.506 OA
ATOM 29 H UNL d
0.00 0.00 0.292 HD
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