Mascot Search Results
Spot 746
User            : A.Srinivasan
Email           : srini@aiims.ac.in
Search title    : D:\PE Sciex Data\Projects\Default\Data\Data lo kala spot 1lo kala spot 1.wiff (sample number 1)
MS data file    : C:\Temp\mas4D.tmp
Database        : MSDB 20060831 (3239079 sequences; 1079594700 residues)
Taxonomy        : Homo sapiens (human) (148148 sequences)
Timestamp       : 4 Apr 2008 at 11:16:29 GMT
	Protein hits    :
	 LPHUA1
	 apolipoprotein A-I precursor [validated] - human

	 
	 CAC39960
	 Sequence 7 from Patent EP1101772.- Homo sapiens (Human).

	 
	 Q8WWZ8_HUMAN
	 LZP (PPFL826) (CDNA FLJ39116 fis, clone NTONG2006301, highly similar to Mus musculus EF-9 mRNA).- Homo sapiens (Human).

	 
	 Q86TH5_HUMAN
	 ARFGEF2 protein (Fragment).- Homo sapiens (Human).

	 
	 PC2205
	 interferon-alpha LCA-2b binding subtype - human (fragment)


Probability Based Mowse Score

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 40 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	LPHUA1    Mass: 30759    Score: 314    Queries matched: 28   emPAI: 4.69

	 
	apolipoprotein A-I precursor [validated] - human
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	476.5541  
	1426.6406  
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	-0.0145 
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	(8) 
	84 
	5  
	 K.KWQEEMELYR.Q + Oxidation (M)
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	Proteins matching the same set of peptides:


	      
	CAA00975    Mass: 28061    Score: 314    Queries matched: 28

	 
	APOA1 PROTEIN (FRAGMENT).- Homo sapiens (Human).


	      
	AAA51747    Mass: 28944    Score: 314    Queries matched: 28

	 
	HUMAPOAIC NID: - Homo sapiens
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Mascot Search Results
Spot 114
User            : A.Srinivasan
Email           : srini@aiims.ac.in
Search title    : D:\PE Sciex Data\Projects\Default\Data\Data lo kala spot 2alo kala spot 2a.wiff (sample number 1)
MS data file    : C:\Temp\mas15.tmp
Database        : MSDB 20060831 (3239079 sequences; 1079594700 residues)
Taxonomy        : Homo sapiens (human) (148148 sequences)
Timestamp       : 17 Apr 2008 at 13:10:07 GMT
	Protein hits    :
	 LPHUA1
	 apolipoprotein A-I precursor [validated] - human

	 
	 Q4EW67_ADE09
	 Hexon protein (Fragment).- Human adenovirus 9 (HAdV-9).

	 
	 Q3KQZ0_HUMAN
	 NUP214 protein.- Homo sapiens (Human).

	 
	 K1688_HUMAN
	 Protein KIAA1688.- Homo sapiens (Human).

	 
	 BAA20829
	 AB002372 NID: - Homo sapiens


Probability Based Mowse Score

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 40 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	LPHUA1    Mass: 30759    Score: 114    Queries matched: 8

	 
	apolipoprotein A-I precursor [validated] - human
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	Proteins matching the same set of peptides:


	      
	CAA00975    Mass: 28061    Score: 114    Queries matched: 8

	 
	APOA1 PROTEIN (FRAGMENT).- Homo sapiens (Human).


	      
	AAA35545    Mass: 30745    Score: 114    Queries matched: 8

	 
	HUMAPOAIP NID: - Homo sapiens


	      
	AAA51747    Mass: 28944    Score: 114    Queries matched: 8

	 
	HUMAPOAIC NID: - Homo sapiens
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Mascot Search Results
Spot 816
User            : A.Srinivasan
Email           : srini@aiims.ac.in
Search title    : D:\PE Sciex Data\Projects\Default\Data\Data lo kala spot 3lo kala spot 3.wiff (sample number 1)
MS data file    : C:\Temp\masA.tmp
Database        : MSDB 20060831 (3239079 sequences; 1079594700 residues)
Taxonomy        : Homo sapiens (human) (148148 sequences)
Timestamp       : 11 Apr 2008 at 09:52:34 GMT
	Protein hits    :
	 1QABE
	 retinol binding protein, chain E - human

	 
	 Q5JVP6_HUMAN
	 Rac/Cdc42 guanine nucleotide exchange factor (GEF) 6.- Homo sapiens (Human).

	 
	 CAD38234
	 Sequence 1 from Patent WO0206331.- Homo sapiens (Human).

	 
	 AAD33397
	 AF128881 NID: - Homo sapiens

	 
	 Q86TH5_HUMAN
	 ARFGEF2 protein (Fragment).- Homo sapiens (Human).


Probability Based Mowse Score

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 40 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	1QABE    Mass: 20745    Score: 47     Queries matched: 6   emPAI: 0.66

	 
	retinol binding protein, chain E - human
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	Proteins matching the same set of peptides:


	      
	VAHU    Mass: 23195    Score: 47     Queries matched: 6

	 
	plasma retinol-binding protein precursor [validated] - human


	      
	Q5VY30_HUMAN    Mass: 23271    Score: 47     Queries matched: 6

	 
	Retinol binding protein 4, plasma.- Homo sapiens (Human).


	      
	AAH20633    Mass: 23371    Score: 47     Queries matched: 6

	 
	BC020633 NID: - Homo sapiens


	      
	CAH72328    Mass: 23337    Score: 47     Queries matched: 6

	 
	AL356214 NID: - Homo sapiens
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Mascot Search Results
Spot 1051
User            : A.Srinivasan
Email           : srini@aiims.ac.in
Search title    : D:\PE Sciex Data\Projects\Default\Data\Data lo kala spot 9lo kala spot 9.wiff (sample number 1)
MS data file    : C:\Temp\mas57.tmp
Database        : MSDB 20060831 (3239079 sequences; 1079594700 residues)
Taxonomy        : Homo sapiens (human) (148148 sequences)
Timestamp       : 7 Apr 2008 at 06:57:42 GMT
	Protein hits    :
	 OMHU1
	 alpha-1-acid glycoprotein 1 precursor [validated] - human

	 
	 OMHU2
	 alpha-1-acid glycoprotein 2 precursor - human

	 
	 CAE98367
	 AX884253 NID: - Homo sapiens

	 
	 BAA34292
	 ALPHA1-ACID GLYCOPROTEIN (FRAGMENT).- Homo sapiens (Human).

	 
	 Q9UL10_HUMAN
	 Hypothetical protein SARDH.- Homo sapiens (Human).


Probability Based Mowse Score

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 40 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	OMHU1    Mass: 23725    Score: 166    Queries matched: 13   emPAI: 1.84

	 
	alpha-1-acid glycoprotein 1 precursor [validated] - human
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	Proteins matching the same set of peptides:


	      
	Q5T539_HUMAN    Mass: 23753    Score: 166    Queries matched: 13

	 
	Orosomucoid 1.- Homo sapiens (Human).


	      
	CAA29229    Mass: 23579    Score: 166    Queries matched: 13

	 
	HSA1GPA1 NID: - Homo sapiens
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User            : A.Srinivasan
Email           : srini@aiims.ac.in
Search title    : D:\PE Sciex Data\Projects\Default\Data\Data lo kala spot 6lo kala spot 6.wiff (sample number 1)
MS data file    : C:\Temp\mas58.tmp
Database        : MSDB 20060831 (3239079 sequences; 1079594700 residues)
Taxonomy        : Homo sapiens (human) (148148 sequences)
Timestamp       : 7 Apr 2008 at 07:19:29 GMT
	Protein hits    :
	 ITHUC1
	 complement C1 inhibitor precursor [validated] - human

	 
	 OMHU1
	 alpha-1-acid glycoprotein 1 precursor [validated] - human

	 
	 CAE98367
	 AX884253 NID: - Homo sapiens

	 
	 CAF00770
	 AX886632 NID: - Homo sapiens

	 
	 AAQ89125
	 AY358765 NID: - Homo sapiens


Probability Based Mowse Score

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 40 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	ITHUC1    Mass: 55347    Score: 190    Queries matched: 22   emPAI: 0.80

	 
	complement C1 inhibitor precursor [validated] - human
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	Proteins matching the same set of peptides:


	      
	AAA35613    Mass: 55375    Score: 190    Queries matched: 22

	 
	HUMC1INHA NID: - Homo sapiens


	      
	AAB59387    Mass: 55346    Score: 190    Queries matched: 22

	 
	HUMC1INHB NID: - Homo sapiens
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User            : JITENDRA VASHIST
Email           : jvashist@yahoo.co.uk
Search title    : H:\mass res\LOKESH 31.5.10\TTR1.wiff (sample number 1)
MS data file    : C:\DOCUME~1\DRAF40~1.JIT\LOCALS~1\Temp\mas18.tmp
Database        : NCBInr 20100724 (11505486 sequences; 3925745078 residues)
Taxonomy        : Homo sapiens (human) (232657 sequences)
Timestamp       : 27 Jul 2010 at 02:17:25 GMT
	Protein hits    :
	 gi|126030594
	 Chain A, Crystal Structure Of Cys10 Sulfonated Transthyretin

	 
	 gi|5107791
	 Chain A, Leu 55 Pro Transthyretin Crystal Structure

	 
	 gi|17942890
	 Chain A, An Engineered Transthyretin Monomer That Is Non-Amyloidogenic - Unless Partially Denatured

	 
	 gi|259045651
	 Chain 1, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val 30-->met Variant To 1.7 Angstroms Resolution

	 
	 gi|435476
	 cytokeratin 9 [Homo sapiens]


Mascot Score Histogram

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 42 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	Chain A, Crystal Structure Of Cys10 Sulfonated Transthyretin
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User            : JITENDRA VASHIST
Email           : jvashist@yahoo.co.uk
Search title    : H:\mass res\LOKESH 31.5.10\TTR1A.wiff (sample number 1)
MS data file    : C:\DOCUME~1\DRAF40~1.JIT\LOCALS~1\Temp\mas1B.tmp
Database        : NCBInr 20100724 (11505486 sequences; 3925745078 residues)
Taxonomy        : Homo sapiens (human) (232657 sequences)
Timestamp       : 27 Jul 2010 at 02:25:42 GMT
	Protein hits    :
	 gi|126030594
	 Chain A, Crystal Structure Of Cys10 Sulfonated Transthyretin

	 
	 gi|5107791
	 Chain A, Leu 55 Pro Transthyretin Crystal Structure

	 
	 gi|17942890
	 Chain A, An Engineered Transthyretin Monomer That Is Non-Amyloidogenic - Unless Partially Denatured

	 
	 gi|114319005
	 transthyretin [Homo sapiens]

	 
	 gi|259045651
	 Chain 1, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val 30-->met Variant To 1.7 Angstroms Resolution


Mascot Score Histogram

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 42 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	gi|126030594    Mass: 13761    Score: 503    Matches: 12(10)  Sequences: 9(7)  emPAI: 6.45

	 
	Chain A, Crystal Structure Of Cys10 Sulfonated Transthyretin
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	Protein hits    :
	 gi|7331218
	 keratin 1 [Homo sapiens]

	 
	 gi|219978
	 prealbumin [Homo sapiens]

	 
	 gi|17942890
	 Chain A, An Engineered Transthyretin Monomer That Is Non-Amyloidogenic - Unless Partially Denatured

	 
	 gi|435476
	 cytokeratin 9 [Homo sapiens]

	 
	 gi|28317
	 unnamed protein product [Homo sapiens]


Mascot Score Histogram

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 43 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	gi|7331218    Mass: 66149    Score: 190    Matches: 12(7)  Sequences: 10(6)  emPAI: 0.73

	 
	keratin 1 [Homo sapiens]
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	Proteins matching the same set of peptides:


	      
	gi|11935049    Mass: 66198    Score: 190    Matches: 12(7)  Sequences: 10(6)

	 
	keratin 1 [Homo sapiens]


	      
	gi|119395750    Mass: 66170    Score: 190    Matches: 12(7)  Sequences: 10(6)

	 
	keratin, type II cytoskeletal 1 [Homo sapiens]
gi|219978    Mass: 16023    Score: 188    Matches: 5(3)  Sequences: 5(3)  emPAI: 1.39
 

prealbumin [Homo sapiens]
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Proteins matching the same set of peptides:
      
gi|386998    Mass: 15932    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

prealbumin [Homo sapiens]
      
gi|443295    Mass: 13810    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val30met Variant To 1.7 Angstroms Resolution
      
gi|443297    Mass: 13840    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val30met Variant To 1.7 Angstroms Resolution
      
gi|443299    Mass: 13842    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val30met Variant To 1.7 Angstroms Resolution
      
gi|1827569    Mass: 13824    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Transthyretin-V122I CARDIOMYOPATHIC MUTANT
      
gi|2098255    Mass: 13806    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation
      
gi|3891451    Mass: 13711    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Transthyretin (Del Val122)
      
gi|3891560    Mass: 13840    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation
      
gi|3891562    Mass: 13840    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation
      
gi|4507725    Mass: 15991    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

transthyretin precursor [Homo sapiens]
      
gi|14719497    Mass: 12671    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Transthyretin Thr119met Protein Stabilisation
      
gi|27065112    Mass: 13807    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of The Transthyretin Mutant Ttr Y114c- Data Collected At Room Temperature
      
gi|31615374    Mass: 13718    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of The Transthyretin Mutant Ttr C10aY114C
      
gi|48145933    Mass: 15977    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

TTR [Homo sapiens]
      
gi|50513594    Mass: 13918    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of The Transthyretin Mutant A108yL110E Solved In Space Group P21212
      
gi|55669575    Mass: 12836    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, A Covalent Dimer Of Transthyretin That Affects The Amyloid Pathway
      
gi|62738388    Mass: 13791    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Structure Of Ttr R104h: A Non-Amyloidogenic Variant With Protective Clinical Effects
      
gi|73535906    Mass: 13941    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of Human Transthyretin With Bound Iodide
      
gi|114319005    Mass: 15062    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

transthyretin [Homo sapiens]
      
gi|212374952    Mass: 13798    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of Transthyretin Variant V20s
      
gi|223674041    Mass: 13456    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of Transthyretin In Complex With Iododiflunisal-Betaalaome
      
gi|224510585    Mass: 12996    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of The Apo Form Of Human Wild-Type Transthyretin
      
gi|226438187    Mass: 13784    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of Transthyretin Variant Y114h
      
gi|253722168    Mass: 12789    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Transthyretin Stability As A Key Factor In Amyloidogenesis
      
gi|259045651    Mass: 13941    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain 1, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val 30-->met Variant To 1.7 Angstroms Resolution
      
gi|261824993    Mass: 12738    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of Human Transthyretin - Wild Type
      
gi|114318993    Mass: 20300    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

transthyretin [Homo sapiens]
      
gi|126030594    Mass: 13761    Score: 188    Matches: 5(3)  Sequences: 5(3)
 

Chain A, Crystal Structure Of Cys10 Sulfonated Transthyretin
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Mascot Search Results
Spot 1049
User            : JITENDRA VASHIST
Email           : jvashist@yahoo.co.uk
Search title    : H:\mass res\LOKESH 31.5.10\TTR2A.wiff (sample number 1)
MS data file    : C:\DOCUME~1\DRAF40~1.JIT\LOCALS~1\Temp\mas20.tmp
Database        : NCBInr 20100724 (11505486 sequences; 3925745078 residues)
Taxonomy        : Homo sapiens (human) (232657 sequences)
Timestamp       : 27 Jul 2010 at 02:43:37 GMT
	Protein hits    :
	 gi|443295
	 Chain A, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val30met Variant To 1.7 Angstroms Resolution

	 
	 gi|435476
	 cytokeratin 9 [Homo sapiens]

	 
	 gi|7331218
	 keratin 1 [Homo sapiens]

	 
	 gi|28317
	 unnamed protein product [Homo sapiens]

	 
	 gi|181402
	 epidermal cytokeratin 2 [Homo sapiens]


Mascot Score Histogram

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 43 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. 
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	1.    
	gi|443295    Mass: 13810    Score: 262    Matches: 5(5)  Sequences: 5(5)  emPAI: 2.51

	 
	Chain A, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val30met Variant To 1.7 Angstroms Resolution
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	Proteins matching the same set of peptides:


	      
	gi|443297    Mass: 13840    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, The X-Ray Crystal Structure Refinements Of Normal Human Transthyretin And The Amyloidogenic Val30met Variant To 1.7 Angstroms Resolution


	      
	gi|1827569    Mass: 13824    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Transthyretin-V122I CARDIOMYOPATHIC MUTANT


	      
	gi|2098255    Mass: 13806    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation


	      
	gi|2098257    Mass: 13886    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation


	      
	gi|3891451    Mass: 13711    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Transthyretin (Del Val122)


	      
	gi|3891560    Mass: 13840    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation


	      
	gi|3891562    Mass: 13840    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Tertiary Structures Of Three Amyloidogenic Transthyretin Variants And Implications For Amyloid Fibril Formation


	      
	gi|4507725    Mass: 15991    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	transthyretin precursor [Homo sapiens]


	      
	gi|14719497    Mass: 12671    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Transthyretin Thr119met Protein Stabilisation


	      
	gi|17942890    Mass: 13812    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, An Engineered Transthyretin Monomer That Is Non-Amyloidogenic - Unless Partially Denatured


	      
	gi|27065112    Mass: 13807    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of The Transthyretin Mutant Ttr Y114c- Data Collected At Room Temperature


	      
	gi|31615374    Mass: 13718    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of The Transthyretin Mutant Ttr C10aY114C


	      
	gi|48145933    Mass: 15977    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	TTR [Homo sapiens]


	      
	gi|50513594    Mass: 13918    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of The Transthyretin Mutant A108yL110E Solved In Space Group P21212


	      
	gi|55669575    Mass: 12836    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, A Covalent Dimer Of Transthyretin That Affects The Amyloid Pathway


	      
	gi|62738386    Mass: 13794    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, The X-Ray Crystallographic Structure Of The Amyloidogenic Variant Ttr Tyr78phe


	      
	gi|62738388    Mass: 13791    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Structure Of Ttr R104h: A Non-Amyloidogenic Variant With Protective Clinical Effects


	      
	gi|73535906    Mass: 13941    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Human Transthyretin With Bound Iodide


	      
	gi|114318993    Mass: 20300    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	transthyretin [Homo sapiens]


	      
	gi|114319005    Mass: 15062    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	transthyretin [Homo sapiens]


	      
	gi|119621670    Mass: 15689    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	transthyretin (prealbumin, amyloidosis type I), isoform CRA_b [Homo sapiens]


	      
	gi|126030508    Mass: 13784    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Transthyretin Mutant I84s At Acidic Ph


	      
	gi|126030510    Mass: 13768    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Transthyretin Mutant I84a At Low Ph


	      
	gi|189339646    Mass: 12740    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of The F87mL110M MUTANT OF HUMAN Transthyretin At Ph 4.6.


	      
	gi|212374952    Mass: 13798    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Transthyretin Variant V20s


	      
	gi|223674041    Mass: 13456    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Transthyretin In Complex With Iododiflunisal-Betaalaome


	      
	gi|224510585    Mass: 12996    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of The Apo Form Of Human Wild-Type Transthyretin


	      
	gi|226438187    Mass: 13784    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Transthyretin Variant Y114h


	      
	gi|261824993    Mass: 12738    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Human Transthyretin - Wild Type


	      
	gi|126030594    Mass: 13761    Score: 262    Matches: 5(5)  Sequences: 5(5)

	 
	Chain A, Crystal Structure Of Cys10 Sulfonated Transthyretin
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