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FREDICTED: MAD-dependent protein deacetylase sirtuin-1 isoform X1 [Homo sapiens]
sequence ID: reflXP 005269718.1] Length: 708 Number of Matches: 1

Telomerase binds to 3’ flanking end of telomere a \
that is complementary to telomerase RNA %\

Range 1: 257 to 708 GenPept Graphics

Score Expect Method Identities Positives Gaps
934 bits(2414) 0.0 Compositional matrix adjust. 452/452(100%) 452/452(100%) 0/452(0%)

Query 1 MFDIEYFREDPRPFFEFAKEIYPGQFQPSLCAKFIALSDEEGELLENYTQNIDTLEGVAG &0
MFDIEYFREDPRPFFEFAKE LY FGRFQPSLCHKF IALSDEEGELLENY TQNIDTLEVAG
SJbjct 257 MFDIEYFREDFRPFFEFARKEIYPGRFQPSLCHEFIALSDEEGELLENYTQWNIDTLEQVAG 316

Bases are added using RNA as template

Query 6l IQRITIQCHGSFATASCLICKYKVDCEAVEGDIFNVVEFRCFRCPADEFLATMEFEIVEEG 120
IQRIIQCHGSFATASCLICKYKVDCEAVEGDIFNGVVEFRCFRCPADEFLATMEFEIVEEG

Sbjct I IQRITQCHGSFATASCLICKYKVDCEAVRGDI FNOVVPRCPFRCPADEFLATMEFEIVEEG

Query 121 ENLPEQFARAMKYDKDEVDLLIVIGSSLEVREFVALIPSSIPHEVEQILINREFLFHLHAFD 180
ENLPEQFHRAMKY DKDEVDLLIVIGSSLEVEFVALIPSSIFHEVEQILINREFLFHLHED
Jbjct 377 ENLPEQFHARAMEKYDKDEVDLLIV I,_EEI_-”'F{E“—.I_IEEEIE:]EfEWII_IITREEI_E:]I_:]F: 438

Telomerase relocates @ Query 181 VELLGDCOVIINELCHRLGGEYAKLCCHFVELSEITEKFPPRIQEELAYLSELFFTIFLHVS 240
VELLGDCDV I INELCHRLGGEY AKLCCN FVELSEITEKFFRTQKELAYLSELFPFTPLHVS
Sbjct 437 VELLGDCLOVIINELCHRLGGEYAKLCCHFVELSEITEKFPPRIQEELAYLSELFFTFLHVS 43946

Query 241 EDSS55PERTSEPDSSVIVILLDRARKSHDDLDVSESKGCMEERPQEVQTSENVESIAEQM 300
EDSSSPERTSFPDSSVIVILLDQARKSHNDDLOVSESKGCMEEKPQEVQT SENVESIAEQM
SJbjct 437 EDSS55FPERTSFPDSSVIVILLDRARKSHDDLDVSESKGCMEERPQEVQTSENVESIAEQM 556

Query 301 ENPDLEMVGSSTGEKNERTSVAGTIVEECWEFNEVAKEQISERLDGHQYLFLFENRYIFHAGA 360
ENPDLENVGSSTGEKNERT SVAGTVRECWENEVAKEQ I SRRLDGH QY LFLFFNRY IFHGA
Jbjct 557 ENPDLEMVGSSTGEKNERTSVAGTVEECWEFNEVAKEQISERLDGHNQYLFLFEFNRYIFHAGA 616

Second step is repeated

Query 361 EVYSDSEDCVLSS35CGSNSDSGICQSPSLEEFMEDESEIEEFYNGLEDEFPDWVFERAGGA 420
EVYSDSEDDVLS555CGSHSDSGTCQSPSLEEFMEDESEIEEFYNGLEDEPCVPERAGGA
Jbjct 617 EVYSDSEDCVLSS35CGSNSDSGICQSPSLEEFMEDESEIEEFYNGLEDEPDWVFERAGGA 676

Query 421 GFGTIDGDDRQEAINEATSVEQEVIDMNYPSHES 452
GFGTDGDDREATINEAT SVEQEVT DMNY PSHES
Sbjct &77 GFGIDGDDREAINEATSVEQEVIDMNYPSHES 708

olymerase complements
the Iagglng strand

S &S &S &S &S &S & 1

anc : Filgure 4. BLAST comparing two of the subunits of sirtuin. Aligned are
lSIRTl and SIRT?2.

‘ I
'Figure 1. Graphical lllustration of Telomerase adding nucleotides \ . The;
, of chromosomes. s and may be,

:

” | 3 ” Conclusion
:Through macro-molecular modelling simulations, disturbing or _ |l_30nucl_eoprote|n.: :
2 | 300-400 amino acid residues and, m

‘enhancing the interactions of each of the subunits we can, | _ _
‘predict which alterations may cause apoptosis or continued ‘contains seven conserved motifs.
cell activity. To do this, each subunit was analyzed at!
ecular level to see what types of regions were presentl
at role they played in the overall function of each

| TN\F

 There are regions within the DNA sequence that can bind
.specific repair and/or maintenance macro-molecules which
‘allows them to function in preserving chromosome integrity.
By disturbing, Inhibiting or enhancing sirtuin and telomerase
'function, the rate at which a cell dies can be manipulated.
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'side by side,

‘differences. 'Figure 3. Conceptual diagram showing the interactions of the different
'subunits of Telomerase.
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