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B Drosophila (Human) | VMN moieties Interaction
W385 (W103) pyridine pi-stacking
H392 (R110) nitrobenzene pi-stacking

urea hydrogen bond
Y396 (Q114) phosphate hydrogen bond
E429 (E149) ribose hydrogen bond
L432 (L152) ribose hydrogen bond
R437 (R157) phosphate hydrogen bond
H473 (H190) ribose hydrogen bond
K476 (K193) phosphate hydrogen bond
N640 (K361) nitro hydrogen bond




