Global sequence alignment by Clustal W of DAPF with pyridoxal phos

9111169225 sp| HAET/1-466

91134103838 | gb | AAQ60199.17/1-466
91133862988 | ref NP_894548.1]/1-466
91133865788 | ref |NP_897347.1| /1-466
91133575228 | emb | CAE30691.1| /1-466
91123325279 | gb | AAN23952 . 1| AE01/1-466
91133520022 | ref |NP_878854.11/1-466
9116014913 | sp| 032114 | DAPF_BACS/1-466
91132491019 | ref |NP_871273.11/1-466
91116131661 | ref NP_418254.1]/1-466
gi|32171430|sp|Q88VI0 | DAPF_LAC/1-466
91132129480 | sp| Q87DI4 | DAPF_XYL/1-466
gi|29839333 | sp|Q8FYFO | DAPF_BRU/1-466
91129839331 | sp| QBFPE1 | DAPF_COR/1-466
gi|29839327 | sp|Q8FIVS | DAPF_LEP/1-466
91129839324 | sp| QBENX2 | DAPF_OCE/1-466
gi|29839322 | sp|QBEJHS | DAPF_SHE/1-466
91129839276 sp| P59582 | DAPF_BUC/1-466
gi|6014916|sp|033231 | DAPF_MYCT/1-466
91129839316 | sp| Q8DGM2 | DAPF_SYN/1-466
gi|21362486 | sp|Q9A280 | DAPF_CAU/1-466
91121224138 | ref NP_629917.11/1-466
gi|16767217 | ref|NP_462832.1|/1-466
91121362496 | sp| Q9KVLE | DAPF_VIB/1-466
91121362465 | sp|QBY344 | DAPF_RAL/1-466
91117380442 sp| 46357 | DAPF_YER/1-466
91113431432 | sp| P57962 | DAPF_PAS/1-466
91132171444 | sp| 8AABT | DAPF_BAC/1-466
gi|32171443|sp|Q89X45 | DAPF_BRA/1-466
91111498353 | ref [NP_069581.11/1-466
91115836050 | ref [NP_300574.1]/1-466
91115605157 | ref [NP_219942.1]/1-466
91115604280 | ref [NP_220796.1]/1-466
91130249581 | ref |[NP_841651.1]/1-466
91129655253 | ref NP_820945.11/1-466
91124193430 | gb | AANG7282. 1] AE01/1-466
91130064895 | ref NP_839066.1|/1-466
gi|29840865 | sp|Q8PPQ1 | DAPF_XAN/1-466
91129839348 | sp| 0BKAX | DAPF_CHL/1-466
gi|15669306 | ref |NP_248111.1|/1-466
91129375095 | ref [NP_814248.1]/1-466
gi|15792839 | ref |NP_282662.1|/1-466
9112984112 | gb|ARC07649.1] /1-466
91118310828 | ref |NP_562762.1|/1-466
91122256736 | sp|Q8UCO3 | DAPF_AGR/1-466
gi|22256735|sp|Q8RISA | DAPF_THE/1-466
91122299837 | ref NP_683084.11/1-466
91117232333 | ref |NP_488881.1|/1-466
91116332245 | ref [NP_442973.11/1-466
9118247916 sp|027389 | DAPE_METT/1-466
9118134397 | sp| Q9ZLRS | DAPF_HELP/1-466
9112494042 | sp| Q58519 | DAPF_METJ/1-466
91121362492 sp|09V69 | DAPF_NEI/1-466
91121362484 | sp| Q9BEB6 | DAPF_RHI/1-466
91121362480 | sp|092L46 | DAPF_RHI/1-466
91121362467 | sp|QBYSN | DAPF_LIS/1-466
91119886804 | gb | AAMO1649.1|71-466

91134396811 | gb | AAQE5876.1| /1-466
91134102513 |gb| AAQ58878.1| /1-466
91133240493 | ref |NP_875435.1]/1-466
91123325278 |gb|AAN23951.1|AE01/1-466
91132490882 | ref |NP_871136.1]/1-466
115594446 |ref|NP_212234.1]|/1-466
91116131805 | ref [NP_418402.1]/1-466
1129839541 | sp|Q8FMU6 |MURI_COR/1-466
91129839537 | sp | Q8EPJ4 |MURI_OCE/1-466
1129839535 sp|Q8EK90 |MURI_SHE/1-466
91129839498 | sp| 59574 |MURT_BUC/1-466
111709186 sp|Q10626 |MURI_MYCT/1-466
91116767395 | ref [NP_463010.1|/1-466
1120177990 | sp|Q9HVDO |[MURI_PSE/1-466
gi|13431696|sp|P57887 |MURI_PAS/1-466
91111386939 sp|Q9KVIT|MURI_VIB/1-466
gi|6166587|sp|P52973 |MURI_HAEI/1-466
gi|15673264 |ref|NP_267438.1|/1-466
91115639397 | ref [NP_218846.11/1-466
95129605067 |db3 | BAC69135.1 | /1-466
91129653649 | ref [NP_819341.1|/1-466
91124196929 gb | AAN50249. 1| AEOL
91130064742 | ref [NP_838913.1|/1-466
91129375697 | ref [NP_814851.1|/1-466
91127353978 |db3 | BAC50967 .1 /1-466
91115926734 | ref [NP_374267.1]/1-466
1115792957 | ref |NP_282780.1|/1-466
91128378862 | ref [NP_785754.1]/1-466
91122001824 sp| Q8UE93 [MURI_AGR/1-466
91122001821 | sp| QBREE6 | MURI_FUS/1-466
gi120177985|sp|Q98NPY |MURI_RHI/1-466
91120177979 | sp| QBZAA2 | MURI_YER/
91120177978 | sp| Q8YHK2 | MURI_BRU,
91120177977 | sp| Q8Y7N7 |MURI_LIS/1-466
gi120177976|sp|Q8XY07 |MURI_RAL/1-466
91120177975 sp| QBXHB7 |MURT_CLO/1-466
1127804816 | gb | AAO22860.1|71-466
91120177984 sp| Q97NX2 |MURI_STR/1-466
gi|20807679 | ref |NP_622850.1|/1-466
91120177981 | sp|Q92FG8 |MURI_RHI/1-466
91116330377 | ref|NP_441105.1|/1-466
91115611563 | ref [NP_223214.1|/1-466
91111386951 | sp|Q9RUL0 |MURI_DEI/1-466
91111386941 | sp|QILE70 |MURI_ANA/1-466
91111386904 | sp| 082826 |MURT_BAC/1-466
91125453118 | sp| Q8KENS [MURI_CHL/1-466
91111386948 | sp|QIRQWT |[MURI_NEI/1-466
91111386905 sp| 083421 |MURI_TRE/1-466
517387915 sp| P56868 | MURT_AQUE/1-466
91111386940 sp|QILAV5 [MURT_CAR/1-466
911730082 sp| Q08783 |MURI_PEDPE/1-466
91121623448 | gb|AAM68077.1|/1-466
9114511996 | gb | AAD21556.1]/1-466

91114590552 | ref |NP_142620.1|/1-466
9117444691 |pix| |T0B467/1-466
9114001718 |db3 | BAA35091.1| /1-466

gi 1114284 sp| P29079 | RACD_STRTR/1-466
91115674208 | ref |NP_268383.1|/1-466
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Conserved active site catalytic cysteine residue

H. influenzae is the first sequence and is numbered accordingly

E Residues conserved exclusively amongst DAPF sequences

E Residues conserved exclusively amongst DAPF sequences capable of charge interactions with the amino and carboxyl groups of the DAP substrate
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