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1. *Datktfvere taken from thalacbi website. na manual tniswess eromesttook-thifikghfvs—

genome file in fasta format as it was. Species is SDloAgtws\golfataricus.

2. 3DUI ORW )UHTXHQW - PHU LQ IRUZDUG DQG UHY FRPSOHPHQW
,QSXIl string of genomic data
2XISXW reverse complement of string and most frequent 9 and 13mers and the frequency
of said kmers.
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3DUIl  FRPSXILQJ *& VNHZ cr ¥

,QSXIl string of genomic data (same as before)

2XUSXW list of values of GC skew ((C-G)/(C+G)) at each index and a plot of that listef— —
values against the base pair number.

3DUll VLIQ FKDQJHV

,QSXW list of values of GC skew

2XWSXW indices at which the GC skew changes from positive to negative

*** this part was unsuccessful compared to the knoviumratde of where the paper sa
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Figure 1.1 borrowed from Contrussi et al.”s Identification and autonomous replication
capability of a chromosomal replication origin from the archaeon Sulfolobus solfataricus.
Solid arrow indicates the origin of replication. However, another paper identifies two
additional origins of replication that are not annotated by base pair location in that paper
and therefore are not annotated here.

Figure 1.2 Plotted output of my



genome all of the kmers were located along the strand because their distribution might
give aa ma



