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Algorithm
Diff = 10; low =
for i=1 to N |
a = angleA[i])
for j=low to N {
if (angleB[j] >= a - Diff)
break

1; high = 1

]
low = j
for j=high to N {
if (angleB[j] > a + Diff)
break
}
high = j

for k=low to high
make an edge between i and k
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