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Rapid degeneration of rod photoreceptors expressing self-association-deficient arrestin-1 mutant.
Cellular Signalling, 2013, 25, 2613-2624.
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Rhodopsin structure, dynamics, and activation: A perspective from crystallography, site-directed spin
labeling, sulfhydryl reactivity, and disulfide cross-linking. Advances in Protein Chemistry, 2003, 63,
243-290.

Arrangement of subunits and ordering of 12-strands in an amyloid sheet. Nature Structural Biology, o7 108
2002, 9, 734-739. :

Site-directed spin labeling of a bacterial chemoreceptor reveals a dynamic, loosely packed
transmembrane domain. Protein Science, 2002, 11, 1472-1481.

Estimation of Inter-Residue Distances in Spin Labeled Proteins at Physiological Temperatures:a3€%o

Experimental Strategies and Practical Limitations. Biochemistry, 2001, 40, 15471-15482. 2:5 239

Identification of a Subunit Interface in Transthyretin Amyloid Fibrils:4€%. Evidence for Self-Assembly from
Oligomeric Building Blocks. Biochemistry, 2001, 40, 9089-9096.

Structure and Function in Rhodopsin:a€%. Mapping Light—DeEendent Changes in Distance between Residue
65 in Helix TM1 and Residues in the Sequence 30637319 at the Cytoplasmic End of Helix TM7 and in Helix 2.5 107
H8. Biochemistry, 2001, 40, 15483-15492.

Structure and Function in Rhodopsin:a€%o. Mapping Light-Dependent Changes in Distance between Residue
316 in Helix 8 and Residues in the Sequence 603”75, Covering the Cytoplasmic End of Helices TM1 and TM2
and Their Connection Loop CL1. Biochemistry, 2001, 40, 15493-15500.

Probing the Dark State Tertiary Structure in the Cytoplasmic Domain of Rhodopsin:A Proximities
between Amino Acids Deduced from Spontaneous Disulfide Bond Formation between Cysteine Pairs 2.5 29
Engineered in Cytoplasmic Loops 1, 3, and 4. Biochemistry, 2001, 40, 12479-12485.

Probing the Dark State Tertiary Structure in the Cytoplasmic Domain of Rhodopsin:A Proximities
between Amino Acids Deduced from Spontaneous Disulfide Bond Formation between Cys316 and

Engineered Cysteines in Cytoplasmic Loop 13€,4€;. Biochemistry, 2001, 40, 12472-12478.

Identifying conformational changes with site-directed spin labeling. Nature Structural Biology, 2000, o7 737
7,735-739. )



38

40

42

44

46

48

50

52

54

CHRISTIAN ALTENBACH

ARTICLE IF CITATIONS
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