Align,ment of Neville gp82 to Bacillus subtilis Phosporibosylpyrophosphate
svnthetase

2. 1DKU_B PHOSPHORIBOSYLPYROPHOSPHATE SYNTHETASE (E.C.2.7.6.1); OPEN ALPHA-BETA STRUCTURE, DOMAIN DUPLICATION; HET: ABM, AP2;
2.2A {Bacillus subtilis} SCOP: c.61 elated PDB entries: 1DKR_A 1DKR_B 1DKU_A 1IBS_A 11BS B
Probability: 100.0 E-value: 2.8E-47 Score: 350.09 Aligned Cols: 268 Identities: 19% Similarity: 0.222

VAN vy O
Q ss_pred EeecccCCCCeeeeEEEECCCUUREEECCCCCCCCeEEEEEEERCCC hcCCC-EE
Q Neville 82 7 AADLTDRSKPLINVQRFQFPGHERHLHIPALIDGHEYEWVAVVKGADAMEL VTAGLLADIAYQRGEA-SS 75 (283)
Qc 7 Frddef~v~i g=~v~i 1 75 (283)
[ R e B || A o R e P 53 L A
T Consensus 26 a-~1 Fd il gemv~ii ~~~1~el 92 (317)
T 1DKU_B 26 ADIVG---VQLGKCSVTRFSDQENQINTEESTR3CDCYTIOSTSDP\MEHTHEL [ TMVDALKRASAKTIN 92 (317)
T ss_dssp HHHHT---CCCCCEEEEECTTYCEEEEECS CCTTCEEEEECCCC 1HH TTCSEEE
T ss_pred HHHHC-~~CCceeeEEEECCCEFEEEEC( rcCCCEEEK = cCCCCgHHHE CCCeEE
Q ss_pred EEHcChHhcCCC----CCCChHHHHAHHHHHCCCCEEEE e ] hhdgcccc HitHHHHH
Q Neville 82 76 LUPIYLPAARADR----GQPFALDTANVIGALNFDVVATL D\ HEQVGIDNEFEDSYHVHLSATPLVVAA 141 (283)
Q Consensus 76 vy L~y ~RgDr 1~~~g i T~v~~e~l~~~ 141 (283)
R (| A trrrrrt i |44 [ raee |
T Consensus 93 lv-Pyl-flRraDr H 1L~~mgem~ii~td -~~~ 1~~~ 160 (317)
T 1DKU_B 93 I Vel hRCDRKARSREHITAKL AANL LETAGATRVIAL D! BhPQIQ--HFDIAIDHLIGVPILGEY 160 (317)
T ss_dssp EEGSSCTTrTccscssTTedd TCCEEEEES(] EEECCHHHHHHH
T ss_pred EEegcCcghccocceccce CcccEEEEE e (ldcHHHe--ddccddeeeeccHHHHHHH Ribose-5-P binding
PP binding domain 4&—  domain
Q ss_pred HHhc-CCCCEEEEJCd@ehikHHHHE FHHRCCCEEEEE EEecCCCCCeEEEEecCCCCCeEERfEdkccCe
Q Neville_82 142  VEHQ-DKFDAVIAHDSGAFDRAQSALAIRVPVYSGKERDFATGKLSNFYYSGPTDGNFLV|BBf cCce |210 (283)
Q Consensus 142 ~~a~~1z~l 210 (283)
T C 161 230 (317)
T 1DKU_B 161 FEGKNLEDIVIVSHDHEG| TRARKLADHUKAPIAIIL KRRPRPNVAEVHNIVGNIEGKTAT] 230 (317)
T ss_dssp HHTTTCCSEEEEEYS F HHHHF - HHHTCCEEEEE CC--====--~ CEEESCCTTCEEEH
T ss_pred Ribose-5-P. hc(l:anCCCEEtr FH CCEEEee<cZCCCCc cCCCEEEHdgQcc (CH
domain
Q ss_pred HEHHHh-CCCCCEEEEEE Efef cC C ccHHHHHHHC-CCEEEECCCCCCec--ccccEEeecHHHHH
Q Neville_82 211 GFAAVS-GIPRENLSLW KRSASNLFRN-YKSVYTTDSHPGSAN--LHATVRVPVVPHIW 276 (283)
Q Consensus 211 - B L T imntrtd ~~ 276 (283)
. R LAl S PUPTRRRP TS ey Py
T Consensus 231 e B B B i~ia~~~a 300 (317)
T 1DKU_B 231 LAANALENGAKEVYACCTHPV L SGPAVERINNSTIKELVVTNSIKLPEEKKIERFKQLSVGPLLA 300 (317)
T ss_dssp HEHHHEHHTTCSEEEEECS|EFCCCTTHHHHHHTSSEEEEEEETTSCC----CCSSEEEECCHHHHH
Q ss_pred HHH
Q Neville_82 277 KHV 279 (283)
Q Consensus 277  ~~~ 279 (283)
Eees
T Consensus 301 ~~i 303 (317)
T 1DKU_B 301 EAL 303 (317)
T ss_dssp HHH
T ss_pred HHH
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* Solid Triangles indicate residues
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