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TAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCE
c
iCTAACCCTMCCCTj Human genome has 3 b|"|0n bases ‘TAACCCTAACC
CCCTAACCCCTAACCCTAACCCTAACCCTAACCCTAACCTAACCCTAACCCTAACCCTAACCCTAA
T

uccpm'l WA R AMASATMR R AMAAATRE R AASATMER R AT R R AR R R ASASATmIER R AR R AaSAasarmE M

A If you print 100 characters per line and 50 lines per page,
2 you'll fill 600,000 pages, stacked 60 meters high. -

CTACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCCCTAACCCCTAACCCTAACCCTAAC
A
ACCCTAACCCTAACCCTAACCCCTAACCCTAACCCTARCCCTAACCCTCGCEGETACCCTCAGCCGE

G
cecacceaacrer U You read one base per second, nonstop,  .carecaca

c it will take you 100 years.

AR G A G T G G CCEECECA
G
CAGAGAGGCGCGCCGCGCCGECGCAGGCGCAGACACATGCTAGCGLGTCGEGEETGGAGGCGTGECG
G
CGCAGAGAGE

e Total: 180 gigabases in >165,000 organisms.
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