Conservation:
4i5i A SIRT1
3zgv_A SIRTZ
4fvt A SIRT3
3riy A SIRTS
3zg6_ A SIRTE

2h59 A Sir2TM
lyc2 B Sir2Af2

lszc A yHSTZ
Consensus aa:

consensus ss:

Conservation:
4i5i A SIRTI1
3zgv_A SIRTZ
4fvt A SIRT3
3riy A SIRTS
3zg6 A SIRTE

2h59 A Sir2TM
lyc2 B Sir2Af2

lszc A yHSTZ
Consensus aa:

consensus ss:

Conservation:
4i5i A SIRTI
3zgv_A SIRTZ
4fvt A SIRT3
3riy A SIRTS
3zg6_A SIRTE

2h59 A Sir2TM
lyc2 B Sir2Af2

lszc A yHST2
Cconsensus aa:

consensus ss:
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----------------------------- NTIEDAVKLLQE--CKKIIVLTGAGVSVSCEIPDBRSR-DG
----------------------- RLL-DELTLEGVARYMQSERCRRVICLVGAGISTSAGIPDFRSPSTG
———————————————————————————— KLSLQDVAELIRARACQRVVVMVGAGISTPSEIPDERSPGSG
---------------------- SFTARPSSSMADFRKFFAK--AKHIVIISGAGVSAESGVEEFRGA-GG
MNYAAGLSPYADKGKCGLPEIFDPPEELERKVWELARLVWQ--SSSVVFHTGAGI STASGIPDERGP-HG
----------------------------- MKMKEFLDLLNE--SRLTVTLTGAGISTPS

56 6 7 9 7 655
279| IYARLAVDFPDLPDPQAMFDIEYFRKDPRPFFKFAKEI--YPGQFQPSLCHKFIALSDKEG----KLLRN
103| LYDNLE--KYHLPYPEAIFEISYFKKHPEPFFALAKEL--YPGQFKPTICHYFMRLLKDKG----LLLRC
164| LYSNLQ--QYDLPYPEAIFELPFFFHNPKPFFTLAKEL--YPGNYKPNVTHYFLRLLHDKG----LLLRL
76| YWRKW-------- QAQILATPLAFAHNPSRVWEF YHYRREVMGSKEPNAGHRAIAECETRLGKQGRRVVV
68 \YWWIME------=—=—=—-———- ERGL-------- APKFDTTFESARPTQTHMALVQLERVG----LLRFL
39 IYKKY--------- SONVFDIDFFYSHPEEFYRFAKEGIFPMLQAKPNLAHVLLAKLEEKG----LIEAV
41 LWRKY-------- DPEEVASISGFKRNPRAFWEFSMEMKDKL-FAEPNPAHYAIAELERMG----IVKAV
51 LYHNLA--RLKLPYPEAVFDVDFFQSDPLPFYTLAKEL--YPGNFRPSKFHYLLKLFQDKD----VLKRV
1CPPheceeeeens spslhpl..F.ppPp.Fépht.c...... phcPs.hB.hl.bhcc.sS..... 1..h
h hhh  hhhhhh hhhhhhhhhhhhhhhh hhhhhhhhhhh Bee
[Asp10]] | | H116A mutant of Sir2TM|
5793;3 965 69 7 179 9 9
343 | YTONEDTLEQVAGIQ--RIIQCHGSFATASCL--ICKYKVDCE-AVRGDIFNQV
165 | YTONIDTLERIAGLEQEDLVEAHGTFYTSHCVSASCRHEYPLS-WMKEKIFSEV
226 | YTQNIDGLERVSGIPASKLVEAHGTFASATC--TVCQRPFPGE-DIRADVMADR
138 | ITONIDELERKAGTK--NLLEIHGSLFKTRCT--SCGVVAENYKSPICPALSGKGAPEPGTQDASIPVEK
109 DGLHVRSGFPRDKLAELH
96 ITQNIiKLHQRAGSK—-KVIELIGNVEEYYCV-—RCEKKYTVE- DVIKKLESSD
98 ITQNIDMLHQRAGSR--RVLELHGSMDKLDCL--DCHETYDWS-EFVEDFNKGE-------—--=—==—--—
113 Y DTLERQAGVKDDLIIEABGSFAHCHCI--GCGKVYPPQ-VFKSKLAEHPIKD---=—=—===—=—~
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