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Table S1. List of intrinsically disordered proteins with Rh measurements. 
 
Name # of 

residues 
Rh pH Reference Sequence 

A. PFG-NMR measurements 
Abeta(1-40) 40 14.36 7.4 (1) DAEFRHDSGYEVHHQKLVFFAEDVGSNKGAIIGLMVG

GVV 

SBD 61 25.6 6 (2) GSMMSASSQSPNPNNPAEYCSTIPPLEYCSTIPPLQQAQ
ASGALSSPPPTVMVPVGVLKHP 

CTL9-I98A 92 21.7 6.6 (3) AAEELANAKKLKEQLEKLTVTIPAKAGEGGRLFGSITS
KQAAESLQAQHGLKLDKRKIELADAIRALGYTNVPVK
LHPEVTATLKVHVTEQK 

Hdm2-ABD 97 25.7 6 (4) XXSSSSESTGTPSNPDLDAGVSEHSGDWLDQDSVSDQF
SVEFEVESLDSEDYSLSEEGQELSDEDDEVYQVTVYQA
GESDTDSFEEDPEISLADYWK 

Sm1 105 23.4 7 (5) MQNSQDYFYAQNRCQQQQAPSTLRTVTMAEFRRVPLP
PMAEVPMLSTQNSMGSSASASASSLEMWEKDLEERLN
SIDHDMNNNKFGSGELKSMFNQGKVEEMDF 

prothymosin 
alpha 

110 33.7 7 (6) MSDAAVDTSSEITTKDLKEKKEVVEEAENGRDAPANG
NANEENGEQEADNEVDEEEEEGGEEEEEEEEGDGEEE
DGDEDEEAESATGKRAAEDDEDDDVDTKKQKTDEDD 

TC1 112 26.5 5 (7) HHHHHHMKAKRSHQAIIMSTSLRVSPSIHGYHFDTASR
KKAVGNIFENTDQESLERLFRNSGDKKAEERAKIIFAID
QDVEEKTRALMALKKRTKDKLFQFLKLRKYSIKVH  

alpha-
synuclein 

140 28.2 7.4 (8) MDVFMKGLSKAKEGVVAAAEKTKQGVAEAAGKTKE
GVLYVGSKTKEGVVHGVATVAEKTKEQVTNVGGAVV
TGVTAVAQKTVEGAGSIAAATGFVKKDQLGKNEEGAP
QEGILEDMPVDPDNEAYEMPSEEGYQDYEPEA 

CFTR R 
region 

189 32 6.8 (9) GAMESAERRNSILTETLHRFSLEGDAPVSWTETKKQSF
KQTGEFGEKRKNSILNPINSIRKFSIVQKTPLQMNGIEED
SDEPLERRLSLVPDSEQGEAILPRISVISTGPTLQARRRQ
SVLNLMTHSVNQGQNIHRKTTASTRKVSLAPQANLTE
LDIYSRRLSQETGLEISEEINEEDLKECLFDDME 

Tau K45 198 45 6.5 (10) MSSPGSPGTPGSRSRTPSLPTPPTREPKKVAVVRTPPKS
PSSAKSRLQTAPVPMPDLKNVKSKIGSTENLKHQPGGG
KVQIINKKLDLSNVQSKCGSKDNIKHVPGGGSVQIVYK
PVDLSKVTSKCGSLGNIHHKPGGGQVEVKSEKLDFKD
RVQSKIGSLDNITHVPGGGNKKIETHKLTFRENAKAKT
DHGAEIVY 

RYBP 234 39.5 7 (11) HHHHHHMTMGDKKSPTRPKRQAKPAADEGFWDCSVC
TFRNSAEAFKCSICDVRKGTSTRKPRINSQLVAQQVAQ
QYATPPPPKKEKKEKVEKQDKEKPEKDKEISPSVTKKN
TNKKTKPKSDILKDPPSEANSIQSANATTKTSETNHTSR
PRLKNVDRSTAQQLAVTVGNVTVIITDFKEKTRSSSTSS
STVTSSAGSEQQNQSSSGSESTDKGSSRSSTPKGDMSA
VNDESF 

3D7-6H 
MSP2 

237 34.3 7 (12) MIKNESKYSNTFINNAYNMSIRRSMAESKPSTGAGGSA
GGSAGGSAGGSAGGSAGGSAGSGDGNGADAEGSSSTP
ATTTTTKTTTTTTTTNDAEASTSTSSENPNHKNAETNP
KGKGEVQEPNQANKETQNNSNVQQDSQTKSNVPPTQ
DADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKGT
GQHGHMHGSRNNHPQNTSDSQKECTDGNKENCGAAT
SLLNNSSNHHHHHH 

B. SEC measurements 
EHD-L16A 61 20.1 7 (13) TNDEKRPRTAFSSEQAARLKREFNENRYLTERRRQQLS

SELGLNEAQIKIWFQNKRAKIKK 

p53-TAD 73 23.8 7.5 (14) MEEPQSDPSVEPPLSQETFSDLWKLLPENNVLSPLPSQA
MDDLMLSPDDIEQWFTEDPGPDEAPRMPEAAPRV 

p57-ID 73 24 7 (15) XXTSACRSLFGPVDHEELSRELQARLAELNAEDQNRW
DYDFQQDMPLRGPGRLQWTEVDSDSVPAFYRETVQV 
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PDE-gamma 87 24.8 7.5 (16) MNLEPPKAEIRSATRVMGGPVTPRKGPPKFKQRQTRQF
KSKPPKKGVQGFGDDIPGMEGLGTDITVICPWEAFNHL
ELHELAQYGII 

Vmw65 89 28 8 (17) GSAGHTRRLSTAPPTDVSLGDELHLDGEDVAMAHADA
LDDFDLDMLGDGDSPGPGFTPHDSAPYGALDMADFEF
EQMFTDALGIDEYGG 

LJIDP1 94 24.52 7 (18) MARSFTNIKAISALVAEEFSNSLARRGYAATAQSAGRV
GASMSGKMGSTKSGEEKAAAREKVSWVPDPVTGYYK
PENIKEIDVAELRSAVLGKN 

Mlph(147-
240) 

97 28 7.5 (19) XXXGGGGSEPSLEEGNGDSEQTDEDGDLDTEARDQPL
NSKKKKRLLSFRDVDFEEDSDHLVQPCSQTLGLSSVPE
SAHSLQSLSGEPYSEDTTSLEP 

TyrRS(D1) 107 21 7 (20) MALFSGDIANLTAAEIEQGFKDVPSFVHEGGDVPLVEL
LVSAGISPSKRQAREDIQNGAIYVNGERLQDVGAILTAE
HRLEGRFTVIRRGKKKYYLIRYALEHHHHHH 

ASR1 115 27.4 7 (21) MEEEKHHHHHLFHHKDKAEEGPVDYEKEIKHHKHLE
QIGKLGTVAAGAYALHEKHEAKKDPEHAHKHKIEEEI
AAAAAVGAGGFAFHEHHEKKDAKKEEKKKLRGDTTIS
SKLLF 

Nup116 126 25.2 6.8 (22) GSRRASVGSGALFGAKPASGGLFGQSAGSKAFGMNTN
PTGTTGGLFGQTNQQQSGGGLFGQQQNSNAGGLFGQN
NQSQNQSGLFGQQNSSNAFGQPQQQGGLFGSKPAGGL
FGQQQGASTHHHHHH 

Cad136 136 28.1 7 (23) RLEQYTSAVVGNKAAKPAKPAASDLPVPAEGVRNIKS
MWEKGNVFSSPGGTGTPNKETAGLKVGVSSRINEWLT
KTPEGNKSPAPKPSDLRPGDVSGKRNLWEKQSVEKPA
ASSSKVTATGKKSETNGLRQFEKEP 

NTAIL 139 27 7 (24) MRGSHHHHHHXXXHTTEDKISRAVGPRQAQVSFLHG
DQSENELPRLGGKEDRRVKQSRGEARESYRETGPSRAS
DARAAHLPTGTPLDIDTASESSQDPQDSRRSADALLRL
QAMAGISEEQGSDTDTPIVYNDRNLLD 

NL3-cyt 140 28.3 8.5 (25) MGSSHHHHHHSSGLVPRGSHMAYRKDKRRQEPLRQPS
PQRGAGAPELGAAPEEELAALQLGPTHHECEAGPPHDT
LRLTALPDYTLTLRRSPDDIPLMTPNTITMIPNSLVGLQ
TLHPYNTFAAGFNSTGLPHSHSTTRV 

ShB-C 146 32.9 8 (26) MXXGQHMKKSSLSESSSDMMDLDDGVESTPGLTETHP
GRSAVAPFLGAQQQQQQPVASSLSMSIDKQLQHPLQQ
LTQTQLYQQQQQQQQQQQNGFKQQQQQTQQQLQQQ
QSHTINASAAAATSGSGSSGLTMRHNNALAVSIETDV 

Fos-AD 168 35 7 (27) GSHMSVASLDLTGGLPEVATPESEEAFTLPLLNDPEPKP
SVEPVKSISSMELKTEPFDDFLFPASSRPSGSETARSVPD
MDLSGSFYAADWEPLHSGSLGMGPMATELEPLCTPVV
TCTPSCTAYTSSFVFTYPEADSFPSCAAAHRKGSSSNEP
SSDSLSSPTLLAL 

HIF1-alpha 
530 

170 38.3 7.2 (28) XEFKLELVEKLFAEDTEAKNPFSTQDTDLDLEMLAPYI
PMDDDFQLRSFDQLSPLESSSASPESASPQSTVTVFQQT
QIQEPTANATTTTATTDELKTVTKDRMEDIKILIASPSPT
HIHKETTSATSSPYRDTQSRTASPNRAGKGVIEQTEKSH
PRSPNVLSVALSQR 

HIF1-alpha 
403 

202 44.3 7.2 (28) XAAGDTIISLDFGSNDTETDDQQLEEVPLYNDVMLPSP
NEKLQNINLAMSPLPTAETPKPLRSSADPALNQEVALK
LEPNPESLELSFTMPQIQDQTPSPSDGSTRQSSPEPNSPS
EYCFYVDSDMVNEFKLELVEKLFAEDTEAKNPFSTQD
TDLDLEMLAPYIPMDDDFQLRSFDQLSPLESSSASPESA
SPQSTVTVFQ 

Securin 204 39.7 7.2 (29) XXMATLIYVDKENGEPGTRVVAKDGLKLGSGPSIKAL
DGRSQVSTPRFGKTFDAPPALPKATRKALGTVNRATEK
SVKTKGPLKQKQPSFSAKKMTEKTVKAKSSVPASDDA
YPEIEKFFPFNPLDFESFDLPEEHQIAHLPLSGVPLMILD
EERELEKLFQLGPPSPVKMPSPPWESNLLQSPSSILSTLD
VELPPVCCDIDI 

Gliotactin 215 33.4 7.4 (30) XXXXMWRNAKRQSDRFYDEDVFINGEGLEPEQDTRG
VDNAHMVTNHHALRSRDNIYEYRDSPSTKTLASKAHT
DTTSLRSPSSLAMTQKSSSQASLKSGISLKETNGHLVKQ
SERAATPRSQQNGSTAKVASPPVEEKRLLQPLSSTPVT
QLQAEPAKRVPTAASVSGSSRSTTPVPSARSTTTHTTTA
TLSSQPAAQPRRTHLVEGVPHHHHHH 

Mlph(147- 260 49 7.5 (19) XXXGGGGSEPSLEEGNGDSEQTDEDGDLDTEARDQPL
NSKKKKRLLSFRDVDFEEDSDHLVQPCSQTLGLSSVPE
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403) SAHSLQSLSGEPYSEDTTSLEPEGLEETGARALGCRPSP
EVQPCSPLPSGEDAHAELDSPAASCKSAFGTTAMPGTD
DVRGKHLPSQYLADVDTSDEDSIQGPRAASQHSKRRA
RTVPETQILELNKRMSAVEHLLVHLENTVLPPSAQEPT
VETHPSADTEEETLRRRLEELTSNISGSSTSSE 
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Table S2. List of folded proteins with Rh measurements. 
 
Name # of 

residues 
Rh Reference 

bovine pancreatic trypsin inhibitor 58 15.8 (31) 
SH3 domain of PI3 kinase 90 18.6 (31) 
horse heart cytochrome c 104 17.8 (31) 
hen lysozyme 129 20.5 (31) 
horse myoglobin 153 21.2 (31) 
bovine alpha-lactalbumin 123 18.8 (31) 
bovine pancreatic ribonuclease A 124 19 (31) 
sperm whale apomyoglobin 153 20.9 (31) 
ubiquitin 76 16.5 (32) 
(apo)cytochrome C 104 18.5 (32) 
alpha-lactalbumin 123 18.5 (32) 
tumor supressor, p16 156 20 (32) 
(apo)myoglobin 154 20.9 (32) 
beta-lactoglobulin 162 22 (32) 
sarcoplasmic calcium binding 174 21.5 (32) 
adenylate kinase 194 21.9 (32) 
tryptophan synthase 268 24.2 (32) 
beta-lactamase 257 23.7 (32) 
carbonic anydrase B 260 23.3 (32) 
RTEM beta-lactamase 263 24.5 (32) 
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Table S3. List of chemically denatured proteins with Rh measurements. 
 
Name # of 

residues 
Rh Reference 

lysozyme(49-64), 8 M urea, pH 2 16 10.4 (31) 

D3(17-37), 8 M urea 22 13.3 (31) 

D3(2-38), 8 M urea 32 15.5 (31) 

PI3 SH3, 3.5 M GdnHCl 90 27.5 (31) 

lysozyme, 8 M urea, pH 2, reduced 129 34.6 (31) 

triosephosphate isomerase, 2.5 GdnHCl 247 49.7 (31) 

reduced bovine pancreatic ribonuclease 
A, 6 M GdnHCl 

124 31.4 (31) 

ubiquitin, 8 M urea 76 24.6 (32) 

ribonuclease A, 8 M urea 124 32.4 (32) 

lysozyme, 8 M urea 129 33.1 (32) 

myoglobin, 8 M urea 153 35.1 (32) 

beta-lactoglobulin, 8 M urea 162 37.8 (32) 

chymotrypsinogen, 8 M urea 245 45 (32) 

carbonic anhydrase B, 8 M urea 260 47.8 (32) 

beta-lactamase, 8 M urea 257 48.9 (32) 

albebetin, 6 M GdnHCl 73 24.7 (32) 

beta-lactamse, 6 M GdnHCl 257 52 (32) 

carbonic anhydrase B, 8 M urea 260 52 (32) 

ubiquitin, 6 M GdnHCl 76 25.8 (32) 

prothymosin alpha, 6 M GdnHCl 110 31.4 (32) 

ribonuclease A, 6 M GdnHCl 124 32.8 (32) 

alpha-lactalbumin, 6 M GdnHCl 123 31.8 (32) 

alpha-synuclein, 6 M GdnHCl 140 34.3 (32) 

tumor suppressor, p16, 6 M GdnHCl 156 37.1 (32) 

dihydrofolate reductase, 6 M GdnHCl 158 37.6 (32) 

beta-lactoglobulin, 6 M GdnHCl 162 37 (32) 

adenlyate kinase, 6 M GdnHCl 193 42.1 (32) 
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