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Microarray study confirmed stem cell @%g arolinska
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Comparison of primary REFs and immortalized 18IM cells showed
that 4209 genes and 19 pathways were changed
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CLUSTAL W (1.82) multiple sequence alignment
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Domain architecture of S18 proteins
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Bacteria (8)
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Proteobacteria (3)
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Consensus tree of bacterial S18 protein
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Consensus tree of eukaryotic S18 proteins
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Evolutionary Trace Analysis (ETA) ﬁ%@{ Karolinska
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Direct DNA sequencing of PCR products
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Tumor DNA-Mutant Primer
Query 1 TTTGTCTGCGCCCACACGTGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 60

Leerrerrrrrrrrreer rrrerrerrrrrrerrr e e e
Sbjct 23095 TTTGTCTGCGCCCACACGGGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 23154
Query 61 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTTGTTTATG 105

Lrrerrrrrrrrrrrrrrrrrerrrrrrrrrrrrr e
Sbjct 23155 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTTGTTTATG 23199

Tumor DNA-Wild Primer
Query 1 TTTGTCTGCGCCCACACGGGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 60
RN R R R RN RN AR R RN NN A RERRRRRRNNRENEERERRRRR
Sbjct 23095 TTTGTCTGCGCCCACACGGGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 23154
Query 61 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTTGTTTATG 105
NN R R RN RN RN NN RN RN NN RRERRRE
Sbjct 23155 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTTGTTTATG 23199

Normal DNA-Mutant Primer w'r

Query 3 TTTGTCTGCGCCCACACGTGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 62

Lrrrereerrrerrerer rerrrrrrerrerrrerrerr e rrrrrrrr e
Sbjct 23095 TTTGTCTGCGCCCACACGGGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 23154

Query 63 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTT 100

PErrerr e e ettt e
Sbjct 23155 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTT 23192

Normal DNA-Wild Primer

Query TTTGTCTGCGCCCACACé!ETATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 67

Lrrrerrerrrerrereerrrrrrrrrerrerrrerrerr e rrrr e e e
Sbjct 23095 TTTGTCTGCGCCCACACGGGTATCATCTTCTATGCTCCATACACAGGTTAGCCCATCATC 23154

Query 68 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTTGTTT 109

Lrrrrrrerrrerrerrerrrrrrrrrerrerrrerrerrd
Sbjct 23155 CCTGCACCACCAGAGAGCTTTTCCTTGTGGCATGCCTTGTTT 23196
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« S18 family of proteins are evolutionarily important proteins and
the current study helps to know the evolutionaily history and
pattern of duplications of S18 proteins during evolution.

« The Gly132 polymorphism might be an important biomarker for
colon adenocarcinoma; therefore, it must be further investigated.

 The amino acids identified in ETA should be further investigated
to identifty the physiological role of these proteins which is
majorily unknown.
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