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An Example Annotation
USER ATOMDEPTH 1 1.2
USER ATOMDEPTH 2 2.0

USER ATOMDEPTH 1000 2.7
USER XROTATION —90.0 0.0 90.0

USER YROTATION 0.0 180.0
USER RDATA 14.5 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

USER RDATA 14.0 99.8 99.7 100.0 99.4 98.2 100.0 100.0 100.0 100.0 100.0 100.0 100.0
USER RDATA 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

ATOM 1 C ACEA 23 24288 17.826 14.313 1.0095.10 1OVA 378
ATOM 2 O ACEA 23 24.917 18.906 14.298 1.0059.40 10VA 379
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{a) Atomdepth= 1.0 {b) Atomdepth=20 (¢} Atomdepth= 3.0 (d) Atom depth =
4.0

{e) Atomdepth = §,0 (f) Alomdepth=6,0 (2 Atomdepth=7.0 (h) Atom depth=

&

{i} Atom depth=9,0 () Atom depth= 10,0 (k) Atom depth= {}j Atomdepth=
11,0 150
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{(a) view angle = Q (byview angle =45 (¢) viewangle =90 (&) view angle= {e) view angle = 180
deg, atom depth=2.0 deg, atom depth deg, atom depth 135 deg, stom depth  deg, atom depth =2,0
=20 =2.0 =20
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