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D I'DPA - Membrane Fraction Collector
II L_iosJobulln Cytochmme C

Aq Comp. Comp. _
IJL1K'iogJobuJJn Cytochrome C

Aq Comp. Comp. Asp 16 17.1 17.5 17.3 8 8.4 8.3 8.2
• Sew 7 5.9 S.9 S.9 0 nm nm nm

Asp 16 15.8 165 17.0 17.0 O ISO 8.8 |.S Giu 7.5 253 26.0 25.9 12 12.1 J2.J 120
Sev 7 9,O 10.0 $.2 8.7 O n_ nm nm Giy 3 3.S 3.2 3.3 12 12.3 12.3 13.1
Glu 25 22.8 23.0 24.1 24.9 12 1_.9 11.6 11.9 Hie 2 2.0 2.0 2.0 3 3.0 3.0 3.0
Gly 3 4.7 6.9 6•4 4.4 12 12.9 12.S 12.8 ArlJ $ 3.0 2.9 3.0 2 2,0 1.9 2.1
His 2 1.3 1.7 1.5 I.S $ 2 4 2.2 2.4 Ths 8 7.4 7.4 7.2 I0 9.0 0.9 8.7
AflJ 3 4.2 6.0 4.1 4.0 2 1 7 3.0 3.2 Ala 14 13.4 13.6 13.4 6 58 5.7 5.6
Tier it 8.4 7.8 7.9 7.q I0 9 S 9.4 9.5 rm 8 8.1 8. I 0.I 4 3.9 4.@ 3.9
Ala 14 15.0 14.3 14.6 15.1 6 6 4 6.1 6.2 Cys S 4.2 43 45 2 1.0 1.1 I.I
rm | 7.1 7.2 7.4 7.6 4 3 9 3.7 4.1 Vd I0 9.s 9.6 96 3 2.9 3.0 $.0
C_J S 11.S 7.3 10.3 ?.S 2 4.4 3.6 3.7 Met SO2 4 S.6t S.7 S.8 2 2.8 2.8 2.7
T]nr 4 ].IS 40 4.0 4.0 4 40 2.9 3.1 Lys IS 21.6 21.8 21 .? 19 20.3 21.S 21.1
Vd 10 9.S 9.5 9.6 10.8 $ .t.2 .32 .1.1 Ila 10 9.2 9..1 9.2 6t 5.7 5.8 5,7

Met 4 4.8 .1.7 3.6 3.q 2 l.g 1.7 1.8 Idm 22 21.S 2L7 21 •6 61 58 5.9 5.9
L}s 15 12.8 12.4 12.2 12.9 19 16.4 14.6 15.0 J'he 4 4.2 4.2 4.1 4 4.5 4.3 4.1
lie 10 8.7 li.8 8.6 9.2 6t 6t.0 S.7 S.7

Let, 22 20.7 205 21.0 21.8 61 6.1 61.2 6.8 Avj. Enm 10.8 10.7 1!.0 5.7 9.4 9.2
Plw 4 .1.9 4.0 4.1 6.J 4 4.1 3.0 .1.8 P8 Hyd. 3.0 3.0 3.0 4.8 4.5 4.7

Avg.Err" 22 (IS') 24 (22) 2,1(183 14 (11) 1.1lOS 17 (LI) 16 (12) nm not meNuned
P8 Jlyd. 0.19 0.31 0.23 038 @.t3 0.M 0.71

Recover/ 325 525 40*/0 645 76"/. 8.15 86% Comparison with Disulfide Interchanse Data (repoded _l an sversse, n,,3):

• Avers e error of all amino acids except Cye in parenthesis. J | Clm Cys C],o-G C]e-P Crs-B
• A hydrolysis elfnmldtmte n4eted iImlmrltyeoelutes with Cys.I*and causes hish Cys values" 8Lu[ S 4.8 S.] " S.O S.7
* Good overall erme for bw level Cytochrome C without cys-r. Cyl C J 2 1.1 2.2 2.0 2.7
nm not measured

DTDPA - AAA DTDBA - AAA

B LtctosJobulln Cyto¢hrome C B IJctesJobulln Cytochrome C
Aq Comp. CornF. Aq Comp. . ComlD.

Asp 16 17.9 18.3 10.4 IJ g.l 9.1 8.8 Asp 16 16.9 16.0 16.8 0 7.7 7.7 7.6
Set 7 7.0 7.0 7. I 0 nm m nm Ses 7 6.8 7.0 7.0 O nm nm nm
Glu 2S 2_.7 26.1 2(,•0 12 IZ.t 12.0 123 Gtu 2S 26.0 25.3 25.8 12 14..1 138 13.8
Gly .1 3.4 .1.2 2.9 12 11.6 II.S 11.6 Gly 3 3.0 3.1 .1,1 12 11.8 11.7 !1.6
Hie 2 2,0 19 1.4) 3 .1.0 .1.0 2.0 Hie 2 I.$ 1.4) 2 0 .1 2.9 2.4) 2.9
AJlJ .1 2.8 2.7 .1.6" 2 !.43 2..1 2..1 AqJ 3 3.0 3.0 .1.0 2 2.0 2.0 2.0
TIw 8 ?,it 75 7.8 !0 9.5 9.2 9.2 Thlr II 8.0 8.2 8.0 10 10.2 4).9 43.?
Ala 14 13.6 14.0 14.0 61 6.1 S.8 S.? AJa 14 14.0 14.1 14.0 6 5.8 S.8 5.|
fro 8 7.4) 8.0 ?.43 4 4.0 .1.43 3.8 Pro I 8.0 8.8 80 4 .1.8 .1.43 .1.8
Cyt 5 5.0 S.I 5 0 2 2.0 20 2.0 Cp S 61.0 S.S S.8 2 2.7 2.0 2.?
T_ 4 4.0 40 60 4 3.7 3.9 4.0 T)v 4 4.1 4.1 4.0 4 4.2 4.2 4.1
Vd IO 9.4 9.2 9.6 $ 2.9 2.9 2.9 VIII 10 4).0 5).6 4).6 .1 3.1 .1.1 .1.1
Met 4 4.1 4.1 4.0 2 2.0 2.0 2.0 Met 4 4.6 4.5 4.4 2 2.3 2.4 2..1
LyJ 15 iS.0 IS.I 15.0 19 10.8 18.2 10.? L)5 1.1 13.2 13.0 13.1 19 IS.S 15.4 15.3
lie IO 8,4) 9.0 9.0 61 5.8 S.7 S.I Eke 10 8.4) 8.8 8.8 6 5.7 S.7 S.7

I_u 22 21.S 22.1 21B 61 6.1 5.4) 6.1 Leu 22 22.1 21.7 21.5 61 S.0 5.8 5.8
l'lw 4 4. I 4.1 4.1 4 4.0 4.2 4.0 the 4 I.o 4.0 4.0 4 .1.8 4.0 3.4)

Av8. Error 2.2 2.3 2.3 2.$ 2.S 2.4 Av|. Error 4.9 41.4 4.2 7,87 806 782
P8 Ilyd. 4..1 4.I 4.0 3.5 4.61 3.8 P8 Hyd. !.5 1.6 1.6 1.48 I.$6 1.61

• Cy8 value8are hll_ dueto peer mmlutJonbetween C_ snd Vii.
* Ar8 resultscomplicatedby coeluiionwith s hydrniy|k relsledimpurity. • Low Lysvalaeedue Iodi,luflde intemrhangerelatedImpurity which coelutedwith Lye in thestandard.
• Good average error values for both pmtelue. Just uol memured
nm not n_asured
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