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PEG Ion
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20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 ;
[0-2M potessium Jo.2M sodium ehloride 10.2M sadium icdide 0-2M potmssium 0.2M potassium nitrate 0.2M potassium
£l fourds 20% PEG 3350 20% PEG 3350 Frocyae ™ 20% PEG 3350 pdad
20% PEG 3350 20% PEG 3350 i [20% PEG 3350
j0.2M ammonium 0.2M Calcium chlorde 0.2M potassium 0.2M ammaonium 0.2M ammonium
C [flourida [ditydrate iodida womp?_hm.muﬂmﬁ__sm nitrate formate
20% PEG 3350 20% PEG 3350 20% PEG 3350 = 20% PEG 3350 [20% PEG 3350
J0.2M lithium 0. 2M potassium |0.2M ammanium _ﬁ_ 2M magnesium 10.2M magnesium 10.2M lithium aceltate
D jchlorde anhydrous jchloride ipdida nitrate haxahydrate formate [dihydrate
20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350
0.1M Citric acid 0.1M Na 0.1M Na acetate 0.1M Bis 0.1M Bis 0. 1M Bis Tris
E |25 % PEG 400 25 % PEG 400 25 % PEG 400 25 % PEG 400 25 % PEG 400 25 % PEG 400
pH 3.5 acetate pH 4.6 ; pHS5.0 Tris pH 5.3 - Tris pH 6.0 : pH 6.5
0. 1M Citric acid 0.1M Na 0.1M Na acetate 0.1M Bis 0.1M Bis 0.1M Bis Tris
P % P
F J25 % PEG 3350 pH35 25 % PEG 3350 acetale pH 4.6 25 % PEG 3350 PH50 25 % PEG 3350 Tris pH 5.3 25 % PEG 3350 Tris pH 6.0 25 % PEG 3350 pH G5
: 0.1M Citric acid 0.1M Na 0.1M Na acetate z 0.1M Bis 0.1M Bis [0.1M Bis Tris
Pl % Pl % Pl P % P! % P
G |25 % PEG 8000 bH 35 25% PEG 8000 acetate pH 4.6 25 EG 8000 pH5.0 25 % PEG 8000 Tris pH 5.3 25 % PEG 8000 Tris pH 6.0 25 % PEG 8000 PHES
0.1M Citric acid 0.1M Na 0.1M Na acetate 0.1M Bis 0.1M Bis [0.1M Bis Tris
H |10 % 10% P 10% 10 % 10 % 10 %
0 % PEG 20000 pH35 0 % PEG 20000 acetate pH 4.6 0% PEG 20000 pHS50 0% PEG 20000 Tris pH 5.3 0 % PEG 20000 Tris pH 6.0 0% PEG 20000 pH 65
T 1O 8 Tro T B
Isalzkonz / H Isatzkonz/ H Isaizkonz / H Isaizkonz / oH Isalzkonz / H Isalzkonz 1 H
Falungsmitel |V Fallungsmitte! o Falungsmittel P Fallungsmitte| Fallungsmittel P Fallungsmitiel i
Momm_"._mnﬂmmiw_:ad 0. 2M potassium 0.2M sodium sulfate M_omn_q._ ﬂﬂ_..”“-m_”“: 0.2M potassium 0. 2M tri-lithium ditrate
A L traterate acetate decahydrate a_a,n; o Jdinydrogen phesphate tetrahydrate
r, % %
0% PEG 3350 20% PEG 3350 20% PEG 3350 0% PEG 3350 20% PEG 3350 20% PEG 3350
0.2M zinc acetate j0.2M ammonium 0.2M potassium 0.2M di-ammonium 0. 2M di-potassium 0. 2M tri-sodium ctrate
B [dihydrate acetate sulfate tartrale hydrogen phosphate [dihydrate
20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350
j0.2M sodium Jo.2M lithium sulfate 0.2 ammanium .Mmz“_w%w”a T lo 2M ammonium lo 2M tri-potassium
C Jacetate trihydrate monohydrate sulfate R_,o.__;osowo_w,w: P [dihydrogen phesphate citrate monohydrate
J20% PEG 3350 20% PEG 3350 J20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350
0.2M calcium fo.2M magnesium j0.2M di-sodium ”m_v._ nm:woﬂﬂ. sin lo.2M di-ammanium lo 2M di-ammonium
D jacetata hydrate suifate haptahydrate tartate dihydrate n_e“__nomﬂo phosp! hydrogen phosphate hydrogan ciratle
. AL : . ..
20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350 20% PEG 3350
0.1M
0.1M Na Hepes 0.1M Na 0.1M Tris HCI 0.1M Tris (0.1M Glycine
E |25 % PEG 400 25 % PEG 400 25 % PEG 400 25 % PEG 400 25 % PEG 400 Gl 25 % PEG 400
pH7.0 HepespH 75 2> pHE.0 HCI pH 8.5 mmﬁ_i_u: i oH 10.0
F |es wpecassa [ IMNaHeres Loy oG aaso et Me 25 % PEG 3350 0.1M Tris HCI - 155 o, pEG 3350 0IM TS s o PEG 3350 _“_o_;__ 25 % PEG 3350 0.1M Glycne
’ pH7.0 ’ Hepes pH 7.5 | ™ pHEO ” HCIpH 8.5 " mm_a;mu: - pH 10.0
0.1M
. 0.1M Na Hepes . 0.1M Na 0.1M Trig HCI . 0.1M Tris . 0. 1M Glycine
% P %P % P % P % P I % P
G |25 EG 8000 bH 7.0 25 EG 8000 Hepes pH 7.5 25 EG 8000 pHE0 25 % PEG 8000 HCIpHB 5 25 % PEG 8000 M.hn_;mu: 25 % PEG 8000 pH 10.0
0.1M
. 0.1M Na Hepes i 0.1M Na 0.1M Trig HCI . 0.1M Trig ) 0. 1M Glycine
H |10 % % P 10% % P! 1 I 10 %
0 % PEG 20000 pH7.0 10 % PEG 20000 Hepes pH 7.5 0% PEG 20000 pHED 10 % PEG 20000 HCIpHB.5 10 % PEG 20000 mOﬁ,_.,Q_..m_uI 0% PEG 20000 pH 10.0
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Appedices

Hampton

1 | B E 2 I Is
Salzkonz./ Salzkonz./ _mm_m..ogn i Salzkonz./ Salzkonz./ Salzkonz./
Fallungsmittel PH Fallungsmittel PH Fallungsmittel pH Fallungsmittel pH Fallungsmittel PH Fallungsmittel PH
30% MPD 0.02M 0.1M NaCH3C 02 J30% MPD 0.1M NaCH3CO2 pH |2M (NH4)2504 0.1M Sodium Citrate §25% PEG 8000 0.2M]0.1M Na-Cacodylate J28% PEG 400 0.2M |0.1M Na-Hepes [J30% MPD 0.1M Na-Hepes
CaCi2 pH4.8 0.2M NaCl 4.6 0.2M K/Na-Tartrate pHS56 (NH4)2S04 pHBS CaCl2 pH 7.5 0.5M (NH4)2S04 pH7.5
25% PEG 4000 0.2M|0.1M NaCH3C 02 J1M 1 6-Hexanediol |0.1M NaCH3COZ2 pH 1M LiSO4 0.1M Sodium Citrate J20% PEG 8000 0.2MJ0.1M Na-Cacodylate 1.5M LiSO4 0.1M Ma-Hepes [|10% PEG 6000 5%]0.1M Na-Hepes
NH4CH3C02 pH46 0.01M CoCl2 4.6 0.4M (NH4)2504 pHS56 MgCH3C02 pHES pH 7.5 MFPD pH7.5
25% PEG 4000 0.2M[0.1M NaCH3C02 J25% PEG400  0.1M|0.1M NaCH3CO02 pH 2% Polyethyleneimine  |0.1M Sodium Citrate |30% MPD 0.2M |0.1M Na-Cacodylate |25% PEG 400 0.2M 0.1M Na-Hepes 0% Jeftamine Msoo |0 1M Na-Hepes
(NH4)2504 pH4.6 CaCiz 4.6 0.5M NaCl pHSE MgCH3ICO2 pHES5 MgClz2 pH 7.5 ” pHT7.5
20% 2-Propanol 0.1M NaCH3CO2 J30% PEG MME 2000 0.1M NaCH3COZ2 pH 259% tert-Butnol 0.1M Sodium Citrate J25% PEG 8000 0.2M]0.1M Na-Cacodylate 0.8M K/Na-Tartrate 0.1M Na-Hepes J1.6M (NH4)2504 0.1M]0.1M Na-Hepes
0.2M CaCi2 pH4.6 0.2M (NH4)2504 4.6 ' pHS6E NaCH3C02 pHES pH 7.5 NaCl pH7.5
M NaFormate |0 1M NaCH3CO2 [25% PEG 4000 0.2M{0.1M Sodium Citrate 10% Jeffamine M600  [0.1M Sodium Citrate |18% PEG 8000 0.2M[0.1M Na-Cacodylate [0.8M NaH2PO4  [0.1M Na-Hepes |\ o0 0.1M Na-Hepes
pH46 INH4CH3CO2 pH56 0.01M FeCI2 pH56 ZncH3co2 pH 65 0.8M KHZPO4 pH75 ' pH7.5
, 0.1M NaCH3C 02 0.1M Sodium Citrate 0.1M Scdium Citrate |18% PEG 8000 0.2M ]0.1M Na-Cacodylate 0.1M Ma-Hepes |1M NaCH3CO2 0.1M Na-Hepes
% P 1M NH4H2P M 1.6-H | 1.4M T
B% PEG4000 oH 4.6 N 2P04 oH56 2.5 G-Hexanediol oH 55 CaCH3CO2 oH 65 Sodium Citrate oH75 0.05M CdSO4 oH7.5
- 0.1M NaCH3C 02 J30% MFD 0.1M Sodium Citrate 0.1M Na-Cacodylate §30% MPD 0.1M Na-Hepes pH 2% PEG 400 0.1M Ma-Hepes | 0.1M Na-Hepes
2 ) o,
M(NH32S04 |4 e 02M NH4cH3CO2 |pH 56 1:4M NacH3coa pHES 0.2M Sodium Citrate [7.5 DM (NH4)2504  [oH 7.5 IO MED pHT.5
2M NaCl 0.1M NaCH3C 02 J20% 2-Propanol 0.1M Sedium Citrate J30% 2-Propanol  0.2M]0.1M Na-Cacodylate |30% 2-Propanol 0.1M Na-Hepes  pH |10% 2-Propanol 0.1M Ma-Hepes 4 3M NaCl 0.1M Na-Hepes
pH48 20% PEG 4000 pH56 |Sodium Citrate pHBS 0.2M MgCI2 7.5 20% PEG 4000 pH7.5 pH7.5
T E | [ T Tz
Isalzkonz Salzkonz / Isalzkonz./ Isalzkonz./ Isalzkonz./ lsalzkonz /
Fall pH pH pH pH pH pH
ungsmittel Fallungsmittel 1m=:_._m-m_.,._.=m_ 1m__c:m-m3.nm_ F allungsmittel Fallungsmittel
; 0.1M Ma-Hepes — 0.1M Tris-HCL 20% PEG MME 2000 0.1M Tris pH |25% PEG MME 550 |0.1M MES 15% PEG 8000
% P % P : T
10% PEG 8000 oH75 8% PEG 8000 oHES 85 0.01M ZnSO4 oH 65 0.5M LiSO4 1,6M Sodium Citrate pHE.S
20% PEG 10000 0.1M Na-Hepes 0.1M Tris-HCL pH 0.1M MES 25% PEG 8000 0.2M 2% PEG 8000 .
8% Ethylene Glycol [pH 7.5 ENLNIHEEO 8.5 1.0M MgSOd PHES (NH4)2504 1M LiSO4 [25% PEG 1300
0.1M Tris-HCL 3.4M 1 6-Hexanediol |0.1M Tris pH . 0.1MMES 25% PEG 4000 10% PEG 6000
2M (NH4)2504 5 : 0.1M NaH2PO4 oy e 0.2M Mg-Formate
pHEBS 0.2M MgCl2 8.5 0. 1M KH2ZPO4 pHES 0.2M (NH4)2504 2M NaCl
& 0.01M CTAB
25% PEG4000  |0M TrisHCL o B itanol D-1MTita PHli2% pEG 20000 P mes 2M (NH4)2504 0.5M NaCl 25% Ethylene Glycol
0.2M MgClI2 pHES 8.5 pHES
0.01M Mgci2
25% PEG 400 0.1M Tris-HCL 1M LiISO4 0.1M Tris pHI10% Dioxane 0.1M MES 5% 2-Propanol 0.1M Bicine pHL. ..
0.2M Sodium Citrate |pH 8.5 8.5 1.6M (NH4)2504 PHES 2M (NH4)2504 2M MgCiz 9.0 RaLtimne
25% PEG 4000 0.1M Tris-HCL 12% Glycerol 0.1M Tris pHE30% Jeffamine MGOOD 0.1M MES N 20% PEG MME 550 |0.1M Bicine pH i .
0.2M LiS04 pHES5 18M (NH4)2504 |85 0.05M CsCI2 pHES RAM KT arize 0.1M NaCl 9.0 M ezt 0
30% 2-Propanol 0.1M Tris-HCL 150% MPD 0.1M Tris pH1.8M (NH4)2504 0.1M MES 0 4M NH4H2PO4 2% Dioxane 10% J0.1M Bicine pH|10% PEG 1000  10%
0.2M NH4CH3CO02 |pHB8.5 0.2M NHAHZPO4 8.5 0.01M CoCi2 pHES PEG 20000 9.0 PEG 8000
25% PEG 4000 0.2M|0.1M Tris-HCL 0% Ethanol 0.1M Tris pHJ30% PEG MME 5000 0.1M MES 20% PEG 8000 4M Na-Formate 10% Ethanol 1.5M
MNaCH3CO2 pHBS ; 8.5 0.2M (NH4)2504 pHES 0.05M KH2PO4 NaCl
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Appedices

Index HT

i 2 3 4 I 6
Saizkonz / Lt |Saizkonz / i |saizkonz / Lo Saizkonz/ - \Satzkonz/ - Salzkonz/ -
Fallungsm ttel Fallungsmittel Fallung: .._u Fallungsmittel i Falungsmitte| F gs |
0.1M Cire Acd pH 0.1M Na-Hepes pH | 1M NaK-Phosphate pH | MSuccinicAcdpH70 2% (01MMNa-Hepes | 1M (NH412504 0,11 Na-Hepes
7 el et B 1 A NacH 75 |82 ZAW HacMalonsile ST | PEG MME 2000 PHT0 1% PEG 8000 |pH70
0.1M Bis-Tris 0.1M Tris o [01MNa-Hepes | 15M(NH42S04  01M 01MBis-Tiis 01MBisTds  pH|17%PEG 10000 [0.1MBs-Tis  pH
O M RISO!  oyss N pHBES LATHRRCNE.  [aifs NaCl pHBS G PEG E 2000 85 0IMNHICHICO2 53
0.1 Bis-Tris 0AMBisTrs  pH |1.8M TriNH-Cltrate pH 0BMKNaTatvale  25%01MTrs 20% PEG MME 2000 01M Trs 0% PEGMME S50 01MBs-Tris  pH
C [PMNHOZSOL | ag MMy Fomals: o 7.0 PEG MME 5000 lpHas [02M Tometyamnetioxde  pH 85 00sMCaCi2 e
0/1M Na-Hepes 0AMBisTris  pH |0.8M SucanicAsd  pH l01MBisTrs  |30% PEG MME 2000 30% PEG MME 550 0.1MNa-Hepss
D 2w nwezsos |0 M 05M MgFomate |0 1 e 20% PEG MME 5000 loas ket peto lprs
0.1M Citric Acid pH 0.1M Na-Hepes pH 2.1M DL-Malic Acid ._0.._—.:; 30% PEG MME 2000 % MPD 0.IMBs-Trs H
E 3MNaCI . 0.5M Mg-Formate (31 e 20% PEG MME 5000 et sk i 14
W i 0 1MNaCHICO2 | . 0.1M Tris 2 6M NaCHICO2 11MNaMaionate pH7.0 0 1MNa-Hepes 5% MPD 01MMNaHepes  |45% MPD 0iMBs TR oM
pH4B M Mg-Fommate |5 pH58 2% Jeflamine MB0O lpHT0 0.2M NH4CH3CO2 pHT5 0.2M CaCiz 65
01MBsTrs | 1MNaK-Phosphate 3.5M Na-Formate . [01MNaHepes 45% MPD 0.1M Tris 45% MPD [01MBsTis  pH
TS0 aci pH53 pH56 pH7.0 . 0% Jnarmine ME10 pHT70 0.2M NHACH3C02 pHES 0 2MNHACH3CO2 53
|, . 0iMBsTis  |1MN&K-Phosphate 1.1M DiNHeTatrate | 45% Polypropylene Gycole |0.1MBis-Tris  |20% Polyvinypyrolidone K15 |0.1M Tris % MPD [0iMBeTis  pH
pHES pHE9 pHT.0 P400 e 0.05M CoC2 pHES 2MNHACHICOZ 65
7 8 9 10 "1 12
|Salzkenz / Salzkonz Salzkonz/ 1 Salzkonz./ | Salzkonz / _‘mﬂu.a._nn |
Fallungsmitel pH Failungsmittel PH Failung PH Fallungsmitel PH Fallung Bt Fallungemittel |PH
A [1HPEG330  01MBsTas  [25%PEGIIO  [01MBsTds  pH 25%PEG3S0  02M 0.1MBisTrs  |20%PEG 3350 35% Penweryiriol Proporylale |0 1M Naepes | 0o |0.1MNaCHACO2 pH
IMNH42S04  [pH53 0.2M NaC! 65 NHACHICO2 PHBS 0.2M Na-Malonat pH 7,0 0.2M KCI pHTS las
p I0%PEGXS)  |01MNaHepes [25%PEG3ISO  |0.1MNaHepes pH|25%PEG50  02M|0.AMNa-Hepes |20% PEG 3350 _ 0% Pentaeryhrol Etoxate (0 IMBis-Trs  pHl o 0.1MNaCH3CO2 gH.
02MLProine  |pHTS5 02M NaC 75 NH4CHICO2 loH75 02M Tr-NHa-Citrate pH 70 | 0.05M (NH412504 55 |las
[ . [
oo |otMNaHepes [as%PEGIIO  01MTrs pH [25% PEG 3350  02M|0.1MTrs 15% PEG 3350 22% Pelyacrylic Acd 5100 01MNaHeges  |12% PEG 6000 0.1 NacH3CO2 pH
pooro M S 0.2M NaCl 85 NH4CH3CO2 lpHas 0.1M Succnic Acid pH 7.0 0.05M MgC2 pHTS5 0.1M NaCi a6
p 2S%PEG3S)  [01MBsTis  [25%PEGIO  (01MBsTrs  pH 25%PEGISO  02M OAMBsTis |20% PEG 3350 15% MPD 0.1M NaCH3CO2 pH|12% PEG 6000 |0.1MNaCHaC02 pH
ZM(NHA2S04  pH 53 0.2M LS04 53 MgCi2 IpH53 0.15M DL-Malic Acid pH 7.0 0.1M NaCl 46 0.1M MCl las
p S%PEGIS  (01MBsTis  (25%PEG3S0  |0IMBsTis  pH [25%PEGIS0  02M 0AMBsTis |15%PEG 3350 16% PEG 4000 0 1M NaCH3CO2 pH|12% PEG 6000 0.1M Tr-Na-Citrate
2M(NH42S04  pHES 0.2M LISO4 65 MaCi2 [pHES 0.1M Mg-Formate 0.1M ZnCH3C02 46 0.1M LiSO# |pH 56
;. 25%PEGIIS)  (01MNaHepes |25%PEG3IO  01IMNaHepes pH|25%PEGIS0  02M 0.1MNaHepes |20% PEG 3350 _a:mm 4000 0.1M NaCH3CO2 pH|12% PEG 6000 0.1 Trs-HCI
0.2M (NH4)2S04  |pH7.5 0.2M Lis04 75 MaCI2 [pHTS 0.05M ZnCH3C02 0.2M (NH4)2504 48 0.1M(NH4ZHPO4  pHBS
5 2SWPEG (oM Ths |25% PEG 2350  |0.1M Tris 25%PEG3350  0.2M 0.1M Tris KtAsrdaod 0. 1MNaHepes | o oec oo 0.1M NaCH2CO2 pH|25% PEG 400 |0.1M Tr-Na-Citrate
02M (NH4)ZSO4  [pHES 0.2M LS04 pHBS MaCi2 [pHas [pH 7S a8 0.2M NaCl |56
| | 0.05MMgCI2 [ .
: = 12% PEG 3350 _ . .
H 25% PEG 2350 0.1M Bis-Tris 25% PEG 3350 0.1M Bis-Tris. pH [20% PEG 3350 0.05M NKICE2 ‘0 1M Na-Hepes 15% PEG 4000 0.1M Tri-Na-Citrate 125% PEG 400 0.1M Tri-Na-Cilrate
— 0.2M NaCl pH 53 02M NHACHICOZ 153 0.2M K/Na-Tarvate Folsrpil loH75 0.1MLSO4 PHEE 02M LSO& BH56
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Appedices
Salt HT

" 3 s I
_ ‘Saizkonz ! |satzkonzs Salzkonz /
gH _v: Fallungsmittel pH PH Fallungsmitte! Fallungsmittet pH
0.1M BisTris-Propane 0.1M BisTris-Propana 0.1M BisTris-Propane 0.1M BisTris-Propane — 0.1M BisTris-
A e HT0 22M NaCl 70 pebis 0.7M tri-Na-Citrate 04M Mg-Formate Propane pHT.0
0.1M BisTris-Propane 0.1M BisTris-Propane 0.1M BisTris-Propane 0.1M BisTris-Propane 0.1M BisTris-
B pHT.0 pHT0 32M NaCl oHT7.0 pH70 1.2M tri-Na-Citrate 0.7M Mg-Formate Progane pH 7.0
0.1M BisTns-Propane 0.1M BisTns-Propane 0.1M BisTns-Propane 0.1M BisTris-Propane 0.1M BisTris-
c 70 oH70 1.0M MgSO4 b1 70 0 M drNHATartrate | L 0.6M K/Na-Tartrate O5M KThiocyanate |o 0 HT0
0.1M BisTris-Propane 0.1M BisTris-Propane 0.1M BigTris-Propane " 0.1M BisTris-Propane 0.1M BisTris-
mo i s 1.8M MgS04. i 13M dkNHaTarrate | o 1.2M KiNa-Tarrate 4OMNHACHICO2 (o BT
r 0.1M Trs 0.1M Trs 0.1M Tris 0 1M Tris ) ) 0.1M Tris
5 oHBS 1.0M MgSO4 it el 0.7M Di-NH4-Tartrate 04M Mg-Formiat oHas
0.1M Tris 0.1M Tris 0.1M Tris 0.1M Tris 0.1M Tris
i a8 pHBS 1.8M MgSO4 ! oHas 1.4M di-NH4-Tartrate 0.7M Mg-Formiat bl
0.1M NaCH2CO02 0.1M NaCH3CO02 0.1M NaCH2CO2 01M NaCH3CO2 | 1.0M Di-NH4- ) 0.1M NaCH3C02
~m pH4.8 PH46 1.0M MoSC4 pH46 pHA4E Hydrogencitrate OSMKCThiocyenste |46
0.1M NaCH3CO02 0.1M NaCH3C02 0.1M NaCH3C02 0.1M NaCH3C02 1.8M Di-NH4- 0.1M NaCH3CO2
T pH4.6 loH 46 1M MgS 04 pH46 pH4B Hydrogencilrate (HOMNRACHICO2. Ly
s K 2
| Salzkonz / Salzkonz / Salzkonz./
pH PH Fallungsmittel o Pt Fallungsmittel Fallungsmittel pit
A 0.1M BisTris-Propane _o.._: BisTris-Propane ' 1 4M Na-Malonate pH 0.1M BisTris-Propane 0 1M BisTris-Propane 1.5M Na-Nitrale 0.5M Na.Succinate 0. 1M BisTris-
PHT.0 PHTO 70 pH 7.0 pH70 PHTO \Propane pH 7.0
L 0.1M BisTris-Propane |0.1M BisTris-Propane |2.1M Na-Malonate pH 0.1M BisTris-Propane 0 1M BisTris-Propane |\ 1.0M Na Succinate  |0.1M BisTris-
PHT.0 pHT.O 70 pHT7.0 pH 70 PHTO \Propane pH 7.0
0.1M Tris 0.1M Tris 0.1M Tris 0.1M Tris ) ) 0.1M Tris
c s oHES 122M NaCl s 88 1.5M Na-Nitrate O7TMtnNaCivate ||
0.1M Tris 0.1M Tris 0.1M Tris 0.1M Tris 0.1M Tris
D s DHES 35M NaCl i 85 4M Na-Nitrate 12Mu-NaCitiate e o
0.1M Tris 0MTrs 0.1M NaCHZCO2 0 1M NaCH3CO2 i 0.1M NaCH3C02
E 0.5MK/Na-Tartrate _wm 0 SMK-Thiocyanale | 1 ¢ 2 5M NaCl ien o 1.5M Na-Nitrate 07M &-NHATartrate | T
0.1M Tris 0.1M Tris 0.1M NaCH3C02 0 1M NaCH3C02 0.1M NaCH3CO2
F 12MKNa-Tarirate [0 s 3.2M NaCl 48 i 4M Na-Nitrate 12M dNHe Tarate 000
0.1M NaCH3CO02 0.1M NsCH3CO2 | 1M Na/K-Phoshale 1.8M NaK-Phosphate | 1M Na/K-Phosphate 06M Na-Malonate |0, 1M NaCH3CO2
PHA46 PH46 pH50 pHE2 oHES pH 46
T
0.1M NaCH3C02 0.1M NaCH3CO2 | 1M Na/K-Phosphate 1 8M Na/K-Phosphate | 14MNa-Malonate  |0.1M NaCH3CO2
pHA4.6 IpH46 pH7.0 1M R Posphan pH55 oH 46
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Appedices

T B g o 5

—Wm_Nxo:N\ H Salzkonz./ H Salzkonz./ H Sajzkenédeen H Salzkonz./ H Salzkonz./ H
Fallungsmittel P Féllungsmittel P F allungsmittel P Féllungsmittel P Fallungsmittel P Fallungsmittel P

20% PEG 400 ] 0.1M Na-

.| El 0.1M Hepes pH |15% PEG MME 2000 [0.1M Tris pH  |15% PEG 3350 0.1M [0.1M Hepes pH [g. e oo 0AMMES |15% PEG 4000 0.1 |0.1MMES |10% PEG MME 5000 | = 1o |
i 70 0.15M NaCl 8.5 (NH4)2S04 75 : pH6.0 cac pHE.S 10% 2-Propanol oHE o,.
20% PEG MME = 0.1MCitric  [20% PEG 3350 0.1M . 0.1M Citric |15% PEG 4000 10% 2{0.1M Hepes|, . 0.1M Hepes

Y 0.1M Tris pH 8.0 20% PEG MME 2000 | S |2 0.1M Tris pH 8.0 |12% PEG 4000 acid pH 5.5 |Propanol pH7.0 20% PEG MME 5000 |7
0IMMESpH  |20% PEG MME 2000 [0.1M Hepes  |20% PEG 3350 0.1M|0.1M MOPS pH |12% PEG 4000 0.1M [0.1M Citric |15% PEG 4000 0.1M [0.1M Tris 0.1M MES pH
" Y
RjPo%FEC 1000  1ag 0.2M NaCl pH 7.0 MgCI2 7.0 (NH4)2504 acidpH 5.5 |NaCl pH8.0 FREEEg 6.0
0.1M Na- 0.1M Na- 0.1M
E :
D |z0% PEG 1500 |QIMMESPH  J20% PEG MME 2000 10AMMES pH 1,0, pp g 3359 Cacodylate pH |57 PEG 4000 0.1M |- odyiate |20% PEG 4000 0-1M Hepes |, 5o; pEG 6000 NaCH3CO2
65 0.1M Lithium sulfate (6.0 MgCi2 pH7.0
6.5 pH 6.0 pH 5.0
0.1M
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Appendix C: Abbreviations

APS ammonium persulfate

Arf ADP ribosylating factor
CD circular dichroism

COG conserved oligomeric Golgi
COP coat protein complex

DHHC-CRD polytopic membrane proteins with the sequence DHHC and a cysteine-rich

domain
DLS dynamic light scattering
DMEM Dulbecco's modified Eagle's medium
DNA desoxyribonucleic acid
DTB desthiobiotin
DTT 1,4-dithiothreitol
ECL enhanced chemiluminescence
EDTA ethylene diamine tetraacetate
ER endoplasmic reticulum
GAP GTPase activating proteins

GAPDH glyceraldehydephosphate dehydrogenase

GARP Golgi-associated retrograde protein
GDF GDI displacement factors

GDI GDP dissociation inhibitors

GDP guanosine di phosphate

GEF guanine nucleotide exchange factors
GF gel-filtration

GSH glutathion

GST glutathion-S-transferase

GTP guanosine tri phosphate

HA hemagglutinin

HEK cell human embryonic kidney cell
HOPS homotyptic fusion and vacuole protein sorting
HRP horseradish peroxidase

IP immuno-precipitation

IPTG isopropyl thiogalactoside
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K

LIC
NCS
NSF
NTA
PAGE
Pal-CoA
PCR
PEG
PMSF
QCM
Rab
rmsd
SAD
SDS
SEDT
SNAP
SNARE
SRP
TEMRD
TEV
TLS
TRAPP
TRIS

wt

Michaelis-Menten constant

ligation independent cloning
non-crystallographic symmetry
N-ethylmaleimide-sensitive factor
nitrilotriacetic acid

poly acryclamide gel elecrtrophorsis
palmitoyl-coenzym A

polymerase chain reaction

polyethylene glycol
phenylmethylsulfonyl fluoride
QuikChange mutagenesis

Ras-related in brain

root mean square deviation

single wavelength anamolous dispersion
sodium dodecylsulfate
spondyloepiphyseal dysplasia tarda
soluble N-ethylmaleimide-sensitive factor attachment protein
soluble N-ethylmaleimide sensitive factor attachment protein receptor
signal recognition particle
N,N,N’,N’-tetramethylethylenediamine
tobacco etch virus

translation, libration, screw-motion
transport protein particle
tris(hydroxymethyl)-aminomethan

wild-type
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