
Conservation:                                      5      5           6  6999795  9997996     6            76  7    7   9   

4kxq_chainA_SIRT1    1  -------------------HMRKK-RKDINTIEDAVKLLQ--ECKKIIVLTGAGVSVSCGIPDFRSRD-GIYARLAVDFPDLPDPQAMFDIEYFRKDPRP   77 

4l3o_chainA_SIRT2    1  ---------------------KER-LLDELTLEGVARYMQSERCRRVICLVGAGISTSAGIPDFRS-----YDNLEK--YHLPYPEAIFEISYFKKHPEP   71 

4fvt_chainA_SIRT3    1  ----------------------------KLSLQDVAELIRARACQRVVVMVGAGISTPSGIPDFRSPGSGLYSNLQQ--YDLPYPEAIFELPFFFHNPKP   70 

4bvg_chainA_SIRT3    1  ----------------------------KLSLQDVAELIRARACQRVVVMVGAGISTPSGIPDFRSPGSGLYSNLQQ--YDLPYPEAIFELPFFFHNPKP   70 

1szc_chainA_yHST2    1  ----------------MASMSVST-ASTEMSVRKIAAHMKSNPNAKVIFMVGAGISTSCGIPDFRSPGTGLYHNLAR--LKLPYPEAVFDVDFFQSDPLP   81 

3zg6_chainA_SIRT6    1  MNYAAGLSPYADKGKCGLPEIFDPPEELERKVWELARLVW--QSSSVVFHTGAGISTASGIPDFRGPH-GVWT--------MEE---------RGLAP--   78 

2h4f_chainA_Sir2T    1  -----------------------------MKMKEFLDLLN--ESRLTVTLTGAGISTPSGIPDFRGPY----------------SQNVFDIDFFYSHPEE   53 

1yc2_chainB_Sir2A    1  ---------------------------MEDEIRKAAEILA--KSKHAVVFTGAGISAESGIPTFRGED-GLWR--------KYDPEEVASISGFKRNPRA   62 

Consensus_aa:           ............................c.plpchhchh....tpphlhhhGAGIShstGIPDFRt.....@p........h..PpslF-ls@F.ppPcs 

Consensus_ss:                                       hhhhhhhhhhhh  h   eeeee     hhh           hh            hhh   hhhhhh hhh 

 

 

Conservation:          9  67  5        9   9     5   7 5    79979 96  69       7 99      9    9   5                 5 9     

4kxq_chainA_SIRT1   78  FFKFAK-EIY-PGQFQPSLCHKFIALSDKEGKLLRNYTQNIDTLEQVAGIQ--RIIQCHGSFATASCL--ICKYKVDCEAVRGDIFN---QVVPRCP---  165 

4l3o_chainA_SIRT2   72  FFALAK-ELY-PGQFKPTICHYFMRLLKDKGLLLRCYTQNIDTLERIAGLEQEDLVEAHGTFYTSHCVSASCRHEYPLSWMKEKIFS---EVTPKCE---  163 

4fvt_chainA_SIRT3   71  FFTLAK-ELY-PGNYKPNVTHYFLRLLHDKGLLLRLYTQNIDGLERVSGIPASKLVEAHGTFASATC--TVCQRPFPGEDIRADVMA---DRVPRCP---  160 

4bvg_chainA_SIRT3   71  FFTLAK-ELY-PGNYKPNVTHYFLRLLHDKGLLLRLYTQNIDGLERVSGIPASKLVEAHGTFASATC--TVCQRPFPGEDIRADVMA---DRVPRCP---  160 

1szc_chainA_yHST2   82  FYTLAK-ELY-PGNFRPSKFHYLLKLFQDKDVLKRVYTQNIDTLERQAGVKDDLIIEAHGSFAHCHCI--GCGKVYPPQVFKSKLAEHPIKDFVKCD---  174 

3zg6_chainA_SIRT6   79  ------KFDTTFESARPTQTHMALVQLERVGLLRFLVSQNVDGLHVRSGFPRDKLAELHGNMFVEECA--KCKTQYVRDTVVGTMGL--KATGRLCTVKA  168 

2h4f_chainA_Sir2T   54  FYRFAKEGIFPMLQAKPNLAHVLLAKLEEKGLIEAVITQNIDRLHQRAGSK--KVIELHGNVEEYYCV--RCEKKYTVEDVIKKLES---SDVPLCD---  143 

1yc2_chainB_Sir2A   63  FWEFS-MEMKDKLFAEPNPAHYAIAELERMGIVKAVITQNIDMLHQRAGSR--RVLELHGSMDKLDCL--DCHETYDWSEFVEDFNK---GEIPRCR---  151 

Consensus_aa:           F@phA..bhh...phcPs.hHhhl.bhccbGllb.hhTQNID.Lcp.tG....cllEhHGsh.p.pC....Cpp.@s.p.h..ch.......hs.C.... 

Consensus_ss:           hhhhhh hhhhhh     hhhhhhhhhhh    eeeee     hhhh    hhheeeeeeeeeeeee          hhhhhhhhh               

 

 

Conservation:               9         67 775777 99                      57  5 9699 7 9 7 75           6 9                   

4kxq_chainA_SIRT1  166  ----RCPADEPLAIMKPEIVFFGENLPEQFHRAMKYDKDEV--------DLLIVIGSSLKVRPVALIPSSIP-HEVPQILINREPL--------------  238 

4l3o_chainA_SIRT2  164  ----DCQ-----SLVKPDIVFFGESLPARFFSCMQSDFLKV--------DLLLVMGTSLQVQPFASLISKAP-LSTPRLLINKEKAGQSDPFLGMIMGLG  245 

4fvt_chainA_SIRT3  161  ----VCT-----GVVKPDIVFFGEPLPQRFL-LHVVDFPMA--------DLLLILGTSLEVEPFASLTEAVR-SSVPRLLINRD--------------LV  227 

4bvg_chainA_SIRT3  161  ----VCT-----GVVKPDIVFFGEPLPQRFL-LHVVDFPMA--------DLLLILGTSLEVEPFASLTEAVR-SSVPRLLINRD--------------LV  227 

1szc_chainA_yHST2  175  ----VCG-----ELVKPAIVFFGEDLPDSFSETWLNDSEWLREKITTQQPLVIVVGTSLAVYPFASLPEEIP-RKVKRVLCNLETV--------------  250 

3zg6_chainA_SIRT6  169  RGLRACR-----GELRDTILDWEDSLPDRDLALADEASRNA--------DLSITLGTSLQIRPSGNLPLATKRRGGRLVIVNLQPT--------------  241 

2h4f_chainA_Sir2T  144  ----DCN-----SLIRPNIVFFGENLPQDALREAIGLSSRA--------SLMIVLGSSLVVYPAAELPLITVRSGGKLVIVNLGET--------------  212 

1yc2_chainB_Sir2A  152  ----KCG----SYYVKPRVVLFGEPLPQRTLFEAIEEAKHC--------DAFMVVGSSLVVYPAAELPYIAKKAGAKMIIVNAEPT--------------  221 

Consensus_aa:           .....C.......hl+PpIVhFGEsLPpphh..h......h........sLhlllGoSL.V.PhApLs..h....s..lllN.p................ 

Consensus_ss:                             e        hhhhhhhhhhhhh          eeeee      hhhhhhhhhhhh    eeee                    

 

 

Conservation:                      76   5        5 5 57                                    

4kxq_chainA_SIRT1  239  PHL-------HFDVELLGDCDVIINELCHRLGGEYAKLCCNPV---KLSEI----------------  279 

4l3o_chainA_SIRT2  246  GGMDFDSKKAYRDVAWLGECDQGCLALAELLG-WKKELEDLVRREHASIDAQS--------------  297 

4fvt_chainA_SIRT3  228  GPLAWHPRS--RDVAQLGDVVHGVESLVELLG-WTEEMRDLVQRETGKLD-----------------  274 

4bvg_chainA_SIRT3  228  GPLAWHPRS--RDVAQLGDVVHGVESLVELLG-WTEEMRDLVQRETGKL------------------  273 

1szc_chainA_yHST2  251  GDFKAN--KRPTDLIVHQYSDEFAEQLVEELG-WQEDFEKILTA-----------------------  291 

3zg6_chainA_SIRT6  242  KHDR------HADLRIHGYVDEVMTRLMKHLG---LEIPAW------DGPRVLERALPPLPRPPTPK  293 

2h4f_chainA_Sir2T  213  PFDD------IATLKYNMDVVEFARRVMEEGG-IS--------------------------------  240 

1yc2_chainB_Sir2A  222  MADP------IFDVKIIGKAGEVLPKIVEEVK-R-----------------------------LRSE  252 

Consensus_aa:           ............Dl.hh..hsp.h.plhc.lG.b................................. 

Consensus_ss:                       eeeee  hhhhhhhhhhhh      h                              
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