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[CurrentPDB] 07May18
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>[c235] FLAVODOXIN ## Evalue 4e~18 Score 86.7 SdlD 37 %

2: AKALITYASMSGNTEUIAFIIKDTLGEYELDIDCVEINDMDASCL TSYDYVLIGTYTHG: 60
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HEADER  SIMPLE SEQ REPLACED MODEL BY MATRAS SERVER 19ehmode|
REMARK ~ SIMPLE SEQ REPLACED MODEL [2 to 132] BASED ON pdblj9e.ent A
REMARK  DATE 2007 May 21 TIME 22:21:10
REMARK  based on BLAST al igrment from MATRAS sarver.
REMARK  coded by Takeshi Kawabata.
REMBRK  TARGET SEQUENCE FOR MODELING (LENGTH 158)
REMARK ~ SEQ 1 MAKALITYASMSGNTEDIAFTIKDTLOEYELDIDCVE INDMDASCLTSYDYVLIGTYTHG
REMARK ~ SEQ 61 DGOLPYEAEDFFEEVKQIOLNGLKTACFGSGDYSYPKFCEAVNLFNYMLOEAGAAYYOET
REMARK  SEQ 121 LKIELAPETDEDVESCRAFARGFLAWADYMNKEK THVX
REMARK ~ MODELED_REGION FROM 2 A TO 132 D
REMARK ~ TEWPLATE PDB FILE “/DB/POB/j9/pcblj9e.ent” CHAIN A

REMARK (1) [RES] and [RNUM] are replaced for the tarset sequence.

REMARK If the residue of template strucrure is not aligned to tarset seauence,
REMARK the atomic coordinates of the residue are removed.

REMARK (2) [tFactor]==1.0 corresponds to the mutated residue.

REMARK (3) [TEMP RES] are the residue name and residue number for the template structure.
REMARK (4) Include Non—water HETATMs belonging to the same chain.

REMBRK (5) Chain_ident ifiers are set to '0°

REMARK [REST CRNUM] [tFactor JLTEMP_RES]

ATOM TN MAD 2 22,487 -0.120 113,089 1.00 0.000 ALA 2

ATOM 2 Ch MAO 2 21.746  0.865 111.919 1.00 0.000 ALA 2

ATOM 3 C AMAO 2 22.046 -0.535 110.733 1.00 0.000 ALA 2

ATOM 4 0 AMAO 2 28.223 -0.940 110.557 1.00 0.000 ALA 2

ATOM 5 (B AMAD 2 22,150 1.812 111.666 1.00 0.000 ALA 2

ATOM 6 N LYSO 38 21.043 -0.848 109.937 1.00 0.000 LVS &

ATOM 7 CALYSO0 8 21.232 -1.681 108.734 1.00 0.000 LVS &

ATOM 8 C LYso 8 20.907 -0.854 107.486 1.00 0.000 LVS &

ATOM 90 LYso 8 19.785 -0.809 107.378 1.00 0.000 LVS &

ATOM 10 0B LYsSO 3 20.313 -2.889 108.746 1.00 0.000 LVS &

ATOM 1M G LYso 3 20.644 -4.047 109.625 1.00 0.000 LYS &

ATOM 1200 LYsO 3 19,701 -5.225 109,449 1.00 0.000 LVS &

ATOM 13 CE LYSO 3 19.249 -5.493 108,010 1.00 0.000 LYS &

ATOM 14 N2 LYS0 8 16,880 -6.641 107.780 1.00 0.000 LYS &

ATOM 15 N AAOD 4 21,826 -0.790 106,534 1.00 0.000 ALA 4

ATOM 16 CA AAO 4 21.672  0.071 105.325 1.00 0.000 ALA 4 v
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