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Abstract

Troponin T (TnT) binds to tropomyosin (Tm) to anchor the troponin complex in the thin filament,
and it thus serves as a vital link in the Ca?* regulation of striated muscle contraction. Pioneer work
three decades ago determined that the T1 and T2 chymotryptic fragments of TnT each contains a
Tm-binding site. A more precise localization of the two Tm-binding sites of TnT remains to be
determined. In the present study, we tested serial deletion constructs of TnT and carried out
monoclonal antibody competition experiments to show that the T1 region Tm-binding site
involves mainly a 39 amino acids segment in the N-terminal portion of the conserved middle
region of TnT. We further employed another set of TnT fragments to locate the T2 region Tm-
binding site to a segment of 25 amino acids near the beginning of the T2 fragment. The
localization of the two Tm-binding sites of TnT provided new information for the structure-
function relationship of TnT and the anchoring of troponin complex on muscle thin filament.
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The contraction of striated muscle is regulated by Ca?* via the troponin complex that is
composed of three protein subunits: troponin C (TnC1, the calcium-binding subunit),
troponin I (Tnl, the inhibitory subunit), and troponin T (TnT, the tropomyosin-binding
subunit). During the activation of contraction, increased cytosolic Ca2* binds to TnC and
induces conformational changes in the troponin complex, which permits the tropomyosin-
actin thin filament to activate myosin ATPase and the production of force [1]. Through
binding to tropomyosin (Tm), TnT anchors the troponin complex to the thin filament and
transmits the Ca2*-induced allosteric signals from troponin to Tm [2]. The interaction
between TnT and Tm is essential to the function of skeletal and cardiac muscles.

Pioneer work three decades ago demonstrated that two TnT fragments generated by limited
chymotrypsin or CNBr cleavage, named T1 (CB1) and T2 (amino acids 2-158 and 159-259,
respectively, in rabbit fast skeletal muscle TnT), each contains a Tm-binding site [3-6]. The
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Tm-binding site in the T1 fragment (designated as Site 1 in the present study) was further
mapped to the middle region of TnT within the CNBr fragment CB2 (amino acids 71-151 in
rabbit fast skeletal muscle TnT) [7]. The T1 region site binds the head-tail junction of Tm
[5,8] and the T2 region site (designated as Site 2 in the present study) binds Tm near CysSqgg
[9,10]. These proteolytic fragment-based mapping data have long served as a foundation for
studies on TnT structure and function [2]. However, more precise locations of the two Tm-
binding sites of TnT in these partial proteolysis fragments have yet to be determined in order
to better understand their function in the Ca2* regulation of muscle contraction.

Crystallography studies on cardiac and skeletal muscle troponin complex have determined
high resolution 3-D structure of the globular domain of troponin including the majority of
the T2 region of TnT except for the very C-terminal 14 amino acids [11,12]. The T1 region
of TnT was not resolved in the crystal structures. In agreement with the results from
previous protein binding studies [2,13-15], the high resolution structure of troponin revealed
the Tnl and TnC binding sties in the C-terminal T2 region of TnT. To date, no high-
resolution structure has been determined for the Tm-binding sites of TnT.

Here we studied the locations of the two Tm-binding sites of TnT using molecular-
engineered TnT fragments with precisely defined sequences and site-specific monoclonal
antibody (mAb) epitope probes. The results showed that the T1 region Tm-binding Site 1 of
TnT involves mainly a 39 amino acids segment in the N-terminal portion of the conserved
middle region of TnT and the C-terminal region Tm-binding Site 2 is in a 25 amino acids
segment near the beginning of the T2 fragment. The results provided updated information
critical to the understanding of the structure-function relationship of TnT and the interaction
between troponin and muscle thin filament.

Materials and Methods
Anti-TnT antibodies

The following specific antibodies were used as epitope probes in the present study:

A mouse mAb, CT3, recognizes the exon 9-encoded segment of cardiac TnT with cross-
reaction to the corresponding segment of slow TnT (encoded by exon 7) but not fast TnT.

A mouse mADb, 2C8, recognizes a highly conserved epitope in all TnT isoforms in all
vertebrate species tested (from hagfish to human) encoded by exon 10 of cardiac TnT, exon
8 of slow TnT and exon 11 of fast TnT genes [16].

A mouse mAb, T12, [17] (a gift from Prof. Jim J.-C. Lin, University of lowa) recognizes an
epitope in the exons 12 and 13-encoded region of fast TnT with cross-reaction to the
equivalent region of cardiac TnT (encoded by exons 11 and 12) but not slow TnT [16].

The epitope locations of these anti-TnT mAbs are indicated in Fig. 1A. The mapping of
mAb CT3, 2C8 and T12 epitopes using Western blotting on a nested set of N-terminal
truncated mouse cardiac TnT fragments is shown in Fig. 1B. It is important to note that the
mapping of CT3 epitope using the engineered TnT fragments corrected our previous
mapping error using CNBr fragments of bovine cardiac TnT that contained trace amount of
partially digested products. The correct location of the CT3 epitope is in the CNBr2
fragment of bovine cardiac TnT, which was not examined in our previous study [18].

A polyclonal anti-TnT rabbit antiserum, RATNnT, was described previously [19].
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SDS-polyacrylamide gel electrophoresis (SDS-PAGE) and Western blotting

Protein samples were homogenized in SDS-PAGE sample buffer containing 2% SDS, 0.3%
bromphenol blue, 10% glycerol, 50 mM Tris-HCI, pH 8.8 and analyzed on gels in Laemmli
buffers as described previously [16]. The resulting gels were stained with Coomassie Blue
R250 to reveal the protein bands and proteins from duplicate gels were transferred to
nitrocellulose membranes. The membrane was blocked with 1% bovine serum albumin
(BSA) in Tris-buffered saline (TBS, 136.9 mM NacCl, 2.7 mM KCI, 25 mM Tris-HCI, pH
7.4) and incubated with anti-TnT antibodies. After high stringency washes with TBS
containing 0.5% Triton X-100 and 0.05% SDS, the membranes were incubated with alkaline
phosphatase-labeled anti-mouse 1gG or anti-rabbit 1gG second antibody (Santa Cruz
Biotechnology, Santa Cruz, CA), washed again, and developed in 5-bromo-4-chloro-3-
indolylphosphate and nitro blue tetrazolium substrate solution as previously described [20].

Construction, expression and purification of a C-terminal truncated mouse slow skeletal
muscle TnT fragment

Using a recombinant plasmid encoding full-length mouse slow skeletal muscle TnT as
template [21], a shortened cDNA was constructed to encode a C-terminal truncated slow
TnT (MsTnTq_p04) With the segment encoded by the last three exons (exons 12, 13 and 14)
deleted. As described previously [20], the truncated cDNA was generated using PCR
mutagenesis, cloned into pAED4 expression plasmid, and verified by DNA sequencing.

MsTnTq_pg4 protein was expressed in bacteria and purified. BL21(DE3)pLysS E. coli cells
were freshly transformed with the expression plasmid and cultured in 2x tryptone-yeast
broth (16 g/L Tryptone, 10 g/L yeast extract, 5 g/L NaCl, 1.32 g/L NayHPOy4, pH 7.3)
containing 100 pg/mL ampicillin and 25 pg/mL chloramphenicol at 37°C with vigorous
shaking. The culture was induced at early log-phase of growth with 0.4 mM isopropyl-1-
thiol-p-D-galactoside. After 3 additional hours of culture, the bacterial cells were harvested
by centrifugation. Performed at 4°C or on ice, the bacterial pellet was suspended in 2.5 mM
EDTA, 50 mM Tris-HCI, pH 8.0, 0.5 mM phenylmethylsulphony! fluoride (PMSF) and
lyzed by three passes through a French Press.

The bacterial lysate was fractionated by ammonium sulfate precipitation between 30-55%
saturation, dialyzed and fractionated on a DE52 anion exchange column in 6 M urea at pH
8.0. The MsTnTq_y04 peak identified by SDS-PAGE and Western blotting using mAb CT3
was dialyzed and concentrated by lyophilization for further purification on a Sephadex G-75
gel filtration column at pH 7.0 in the presence of 6 M urea, 0.5 M KCl and 0.1 mM EDTA.
The MsTnT1_o04 peak was identified by SDS-PAGE, dialyzed to remove urea and salt, and
lyophilized.

Other TnT and TnT fragments

Intact and N-terminal truncated fragments of mouse cardiac TnT were expressed from
cloned cDNA in bacterial cultures and purified as described previously [22]. Among these
deletion constructs, fragment McTnT-ND7, had only the N-terminal hypervariable region
selectively removed. Fragments McTnT-NDg, and McTnT-ND13q further had portions of
the conserved middle region encoded by exons 9 and 10 removed [23]. An engineered T2
fragment of mouse cardiac TnT (McTnT-T2) was also expressed in bacteria and purified as
described previously [16].

Intact mouse slow skeletal muscle TnT and its fragment MsTnT4_;79 with a C-terminal
truncation mimicking the nonsense mutation found in Amish nemaline myopathy were
expressed in bacteria and purified as described previously [20].
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Microtiter plate protein binding assays

Enzyme-linked immunosorbant assay (ELISA)-based solid phase protein binding
experiments [16,19,20,22] were performed to examine the binding of the multiple TnT
fragments to Tm. Purified TnT, TnT fragments or BSA control was dissolved in Buffer A
(100 mM KCI, 3 mM MgCly, 20 mM piperazine-N,N’-bis(2-ethanesulfonic acid) (PIPES),
pH 7.0) at 5 pg/mL to coat 96-well microtiter plates at 100 uL/well at 4°C overnight. Free
TnT or TnT fragment was removed and the plate was washed with Buffer T (Buffer A plus
0.05% Tween 20) for three times over a 10 min period to block the plastic surface. Serial
dilutions of bovine skeletal muscle Tm purified as previously described [24] in Buffer T
containing 0.1% BSA were added to the plates at 100 uL/well and incubated at room
temperature for 2 h. The plates were washed three times with Buffer T and the amount of
Tm bound to the immobilized TnT in each well was quantified using an anti-Tm mAb CH1
[25] (a gift from Prof. Jim J.-C. Lin, University of lowa) via standard ELISA procedure
using horse radish peroxidase (HRP)-labeled second antibody (Santa Cruz Biotechnology,
Santa Cruz, CA) and H,0,-ABTS (2,2'-azino-bis(3-ethylbenzthiazoline-6-sulphonic acid)
substrate reaction. The A415nm Values in the linear course of the color development were
monitored for each assay well using a BioRab Benchmark automated microplate reader and
recorded to construct Tm-binding curves for each of the TnT and TnT fragments. The
experiments were done in triplicate wells and repeated.

ELISA competition assay

To examine the spatial relationship between the TnT epitopes recognized by mAbs CT3,
2C8 or T12 and the T1 region Tm-binding site, purified Tm at 2 ug/mL in Buffer A was
coated on microtiter plates as above. After washes with Buffer T to remove free Tm, the
plate was incubated with mouse cardiac TnT [22] or mouse fast skeletal muscle TnT (a
isoform) [16]), both at concentrations predetermined to produce an A415nm Value between
0.25-0.50 under the ELISA conditions and mixed with serial dilutions of mAb CT3 (for the
cardiac TnT experiments), 2C8 or T12 (for the fast TnT experiments) hybridoma ascites
fluid. The bindings of cardiac TnT to immobilized Tm in the presence of mAb CT3 and fast
TnT in the presence of mAb 2C8 or T12 and were determined with ELISA as above using
polyclonal rabbit anti-TnT antibody RATNT [19] and HRP-labeled anti-rabbit 1gG second
antibody (Sigma Life Science, St Louise, MO) that had no cross-reaction with the mouse
mAb probes. Competitive Tm-binding curves were constructed by normalization to the level
of Tm-binding in the absence of blocking mAb. The experiments were done in triplicate
wells and repeated.

ELISA mAb affinity titration

The affinity of mAb 2C8 to cardiac, slow and fast skeletal muscle TnT isoforms was
compared using ELISA titration. As described previously [16], purified mouse fast, slow
and cardiac TnT’s were coated on 96-well microtitering plate in Buffer A and incubated
with serial dilutions of mAb 2C8 mouse ascites in Buffer T containing 0.1% BSA. After
washes with Buffer T, HRP-anti-mouse 1gG second antibody incubation, and H,O0,-ABTS
substrate reaction, A4gsnm Values were recorded to plot mAb 2C8 titration curves and
compare the relative affinities for the three TnT isoforms. The experiments were done in
triplicate wells and repeated.

Data analysis

Statistical analyses for the ELISA affinity titration, protein binding and competition assays
were performed using Student’s t test. All values are presented as mean + SD.
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Results

Localization of the T1 region Tm-binding site of TnT

We first mapped the T1 region Tm-binding site by testing a set of N-terminal truncated
cardiac TnT fragments (Fig. 1) in ELISA protein binding experiments. The results in Fig. 2
demonstrated that the deletion of only the N-terminal variable region did not significantly
affect Tm-binding. Further deletion of the 20 amino acids encoded by exon 9 in the
conserved region produced a detectable decrease in the affinity to Tm with statistical
significance [22]. The rather moderate destruction is consistent with the previous
observation that the T1 region Tm-binding site is in the middle CB2 region (Fig. 1A) [7]. In
contrast, deletion of the next 39 amino acids encoded by exon 10 resulted in a major
decrease in Tm-binding affinity.

To further map the location of the middle region Tm-binding site of TnT, we applied mAbs
that recognize specific regions of TnT as structural probes in competitive Tm-binding
experiments. mAb 2C8 recognizing the exon 10-encoded region had a significant blocking
effect on Tm-binding (Fig. 3A). In contrast, mAbs CT3 and T12 recognizing the flanking
regions (Fig. 1) had only marginally detectable effects. These results are in good agreement
with the small decrease in Tm-binding when deleting the exon 9-encoded segment and the
large decrease when extending the deletion to remove the exon 10-encoded segment (Fig. 2).

The ELISA titration curves in Fig. 3B demonstrated that the 2C8 epitope is a highly
conserved three-dimensional structure among the three diverged TnT isoforms. The results
showed that mAb 2C8 raised by immunization with cardiac TnT had nearly identical
affinities to fast, slow and cardiac isoforms of TnT. In contrast, previous data showed that
mAb CT3 recognizes cardiac TnT and slow TnT but not fast TnT whereas mAb T12
recognizes fast TnT and cardiac TnT but not slow TnT [16]. Therefore, the three-
dimensional structure of 2C8 epitope is more conserved than the flanking regions (Fig. 1A),
supporting the notion that this segment corresponds to a structure of TnT with evolutionarily
conserved function such as the binding to Tm.

Localization of the T2 region Tm-binding site of TnT

To localize the T2 region Tm-binding site of TnT, we examined another set of TnT
fragments in ELISA solid phase protein binding experiments. Fig. 4 shows the Tm-binding
curves of intact slow TnT (MsTnT), a mutant slow TnT that causes a recessive nemaline
myopathy (MsTnT;_179), and a slow TnT with the exons 12-14 region truncated
(MsSTnT1_904) (Fig. 1A). In agreement with previous observation [20], MsTnT1_179
containing the T1 region Tm-binding site showed rather low affinity for Tm. This feature
allows an easy mapping of the T2 region Tm-binding site using the slow TnT constructs.
The results showed that MsTnTq_»q4 exhibited high affinity Tm-binding, as strong as that of
intact MsTnT. The fact that MSTnTq_pg4 retained the full avidity of Tm binding whereas
MsTnTq_179 did not indicates that the T2 region Tm-binding site lies in the segment
encoded by exon 11 of slow TnT corresponding to the exon 14-encoded segment of fast and
cardiac TnTs [23].

Highly conserved primary structure of the two Tm-binding sites of TnT

Our data from protein binding and mAb competition experiments determined that the T1
region Tm-binding site mainly depends on the segment encoded by exon 10 of mouse
cardiac TnT. Since the hypervariable nature of TnT N-terminal region, the homologous exon
encoding this segment is numbered differently in fast TnT (exon 11), slow TnT (exon 8) and
chicken cardiac TnT (exons 11) genes (Fig. 1A). This exon encodes amino acids 105-143 of
mouse cardiac TnT (92-130 in the adult low molecular weight isoform [22]) corresponding
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to amino acids 59-97 in rabbit fast skeletal muscle TnT used in the previous mapping of
Tm-binding sites [2]. Considering Tm-binding Site 1 was previously mapped in the CB2
fragment of rabbit fast TnT [7], it would mainly consist of amino acids 117-143 in mouse
cardiac TnT (amino acids 72-97 in rabbit fast TnT) (Fig. 5A).

Also due to the N-terminal hypervariable region, the T2 region Tm-binding site localized in
the exon 11-encoded segment of slow TnT (amino acids 179-203, 180-204 when Met; is
included) corresponds to the exon 14-encoded segment of fast TnT or cardiac TnT (Fig.
1A), i.e., amino acids 174-198 in rabbit fast skeletal muscle TnT (Fig. 5B).

Alignment of amino acid sequences of the two regions of fast, slow and cardiac isoforms of
TnT from avian and mammalian species demonstrated highly conserved primary structures
(Fig. 5). 76.9% of the residues encoded by the main coding exon for Site 1 and 70.3% of the
residues encoded by the main coding exon for Site 2 are identical or conserved among the
sequences analyzed. The structural conservation during evolution supports conserved
fundamental functions in these two regions of TnT, such as the interaction with Tm. The
structural conservation also justified our experimental strategy of using fragments of cardiac
and slow TnTs as representatives to determine the Tm-binding sites of TnT.

Discussion

Previous studies have determined that TnT is an elongated molecule of which the C-terminal
T2 domain interacts with Tnl and TnC whereas the middle region and the N-terminal
variable region form the asymmetric tail portion of the troponin complex [2,26,27]. This
extended molecular conformation of TnT spatially separates the two Tm-binding sites in the
C-terminal and middle regions to allow differentiated functions.

It has been observed that the N-terminal CB3 fragment does not contain any known protein
binding sites [2,7] and its deletion would not destroy the function of troponin in vitro [28-
30] and in vivo [31]. Consistent with these results, we recently demonstrated that a stress-
induced selective proteolysis cleavage of the entire hypervariable region corresponding to
the N-terminal 71 amino acids in mouse cardiac TnT [32] did not destruct the middle region
Tm-binding site (Fig. 6).

The N-terminal side boundary of the Tm-binding Site 1 was suggested by the previous
observation that the CNBr segment CB2 of rabbit fast TnT bound Tm [7]. To map the C-
terminal side boundary of the T1/CB2 region Tm-binding site of TnT, mAb competition
experiments demonstrated that mAb 2C8 recognizing the exon 10-encoded segment had a
significant blocking effect on Tm-binding whereas mAb T12 recognizing the downstream
portion of CB2 segment had only a small effect. Therefore, the data suggest that the Tm-
binding Site 1 is located in the N-terminal portion of the CB2 fragment (Fig. 5A).
Consistently, a previous study demonstrated that deletion of 25 amino acids in the exon 10-
encoded segment resulted in a sharp drop of Tm-binding affinity [33]. Together with the
highly conserved amino acid sequence and epitope structure, this 39 amino acids segment
encoded by a single exon and predicted with a-helical structure forms the core of the Tm-
binding Site 1 of TnT.

A previous study reported that deletion of a C-terminal segment of fast TnT encoded by
exon 18, the mutually exclusive exon 17 or 16, plus a part of exon 15 did not abolish Tm-
binding [34]. The segment encoded by exon 15 of fast TnT gene (homologous to exon 12 of
slow TnT gene) binds Tnl in the I-T arm of troponin complex as determined in the crystal
structures [11,12]. On the other hand, truncating slow TnT in the middle of the exon 11-
encoded segment as that produced by the nonsense mutation in Amish nemaline myopathy
abolished high affinity binding to Tm [20]. Therefore, the T2 region Tm-binding Site 2 of
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TnT would most likely be in the segment encoded by exon 11 of slow TnT corresponding to
the exon 14 region of cardiac and fast TnT’s. Our protein binding experiments using exon
unit-based deletion constructs of TnT showed that this is indeed the case. While slow TnT
with the exons 12-14 region-deleted (MsTnT1_pg4) retained strong Tm-binding affinity
comparable to that of intact TnT, truncation of slow TnT in the middle of exon 11-encoded
segment (MsTnTq_179 [20]) severely decreased the binding affinity to Tm and, therefore,
removed or destroyed the T2 region Tm-binding site (Fig. 4). Altogether, the data indicate
that the 25 amino acids segment (i.e., residues 180-204 in slow TnT, Fig. 5B) in the
beginning of the T2 fragment forms a critical portion of Tm-binding Site 2 of TnT.

Deduced from results of the present study and literature data, the proposed locations of the
two Tm-binding sites of TnT in muscle thin filament are illustrated in Fig. 6. the Tm-binding
Site 2 in the T2 region that binds Tm near Cys;gg [9,10] was partially included in the
reported crystal structure of troponin [11,12]. These data provide updated information for
the anchoring of troponin on the Tm-actin filament in striated muscle and their interactions
during Ca2*-regulated contraction and relaxation.
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Fig. 1. Structural and functional regions of TnT and TnT fragments studied

(A) The coding regions of the three muscle fiber type isoforms of TnT are aligned. The exon
organizations are shown with alternatively spliced exons highlighted (the developmentally
regulated fetal exons are in solid black). The structural differences among cardiac, fast and
slow skeletal muscle TnT isoforms are mainly in the N-terminal variable region, which
result in differences in exon and amino acid numbers in homologous regions of different
TnT isoforms. The regions of T1, T2 and CB2 fragments are outlined along with the linear
maps of the TnT isoforms and the epitope locations of three anti-TnT mAbs used as
structural probes. Three N-terminal truncated cardiac TnTs with deletion of the N-terminal
variable region alone (McTnT-ND75) or together with portions of the conserved middle
region encoded by exons 9 and 10 (McTnT-NDgy and McTnT-NDj30) and the T2 fragment
of cardiac TnT (McTnT-T2) were used in the mapping of the CB2 region Tm-binding site.
Two C-terminal truncated slow TnT fragments (MSTnT1_179, MSTNT1_504,) Were used in the
mapping of the T2 region Tm-binding site. The corresponding regions of the TnT fragments
are outlined with the dashed lines. (B) The epitope specificities of mAbs CT3, 2C8 and T12
were determined by Western blotting using the N-terminal truncated cardiac TnT fragments.
(C) The two representative slow TnT fragments used in the mapping of the T2 region Tm-
binding site were expressed in E. coli. The SDS-gel showed intact MsTnT and the
MsTnT1_179 and MsTnTy_pg4 fragments prepared from bacterial culture.
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Fig. 2. Binding of N-terminal truncated TnT fragments to Tm

N-terminal serially truncated cardiac TnT fragments (Fig. 1) were tested for Tm-binding
affinity in ELISA protein binding experiments. The results showed that the deletion of the
N-terminal variable region (McTnT-ND~,) alone did not significantly affect Tm-binding
whereas further deletion of 20 amino acids in the conserved middle region (McTnT-NDgj)
produced a detectable decrease in Tm-binding affinity. Extending the deletion to remove 39
more amino acids encoded by exon 10 (McTnT-NDq3p) resulted in a major decrease in Tm-
binding affinity.
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Fig. 3. mAb competition/blocking mapping of the T1 region Tm-binding site of TnT

(A) The competition curves showed that mAb 2C8 significantly blocked the binding of TnT
to Tm (P<0.01). In contrast, mAbs CT3 and T12 recognizing the flanking regions (Fig. 1)
had only marginal effects. (B) The ELISA titration curves showed that mAb 2C8 raised
against mouse cardiac TnT binds fast, slow and cardiac TnT isoforms with very similar
affinities, indicating a highly conserved epitope structure with conserved function. Data are
plotted as mean + SD.
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Fig. 4. Mapping of the T2 region Tm-binding site

Intact MsTnT, MsTnT_179, and MsTNnTq_»04 fragments (Fig. 1) were examined for Tm-
binding in ELISA protein binding experiments. The binding curves showed that whereas
MsTnT1_179, containing the T1 region Tm-binding site had rather weak binding to Tm
(P<0.01), MsTnT1_»p4 exhibited high affinity binding to Tm similar to that of intact MsTnT.
Data are plotted as mean + SD. In contrast to the normalized binding curves of the N-
terminal truncated cardiac TnT fragments shown in Fig. 2 based on their similar maximum
binding to Tm, the binding curves here were plotted from actual absorbance to demonstrate
the significantly lower maximum Tm-binding of MsTnT_179 than that of intact MsTnT and
MsTnT1_o04 in the solid phase binding assay.
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Fig. 5. Evolutionarily conserved primary structure of the two Tm-binding sites of TnT

(A) Amino acid sequences of mammalian and avian fast, slow and cardiac TnT isoforms are
aligned to demonstrate the highly conserved primary structure in the T1/CB2 region Tm-
binding site (Site 1). The beginning of the CB2 region is indicated with an arrowhead. (B)
Amino acid alignment demonstrates the highly conserved primary structure in the T2 region
Tm-binding site (Site 2). The beginning of the T2 region and the truncation site of Amish
nemaline myopathy slow TnT are indicated with arrowheads. The homologous exons
encoding these segments are indicated in the background. Identical or conserved residues
encoded by the two Tm-binding sites’ main coding exons are outlined with the grey bars
above the sequences. The amino acid numbers of rabbit fast TnT match that in the previous
Tm-binding studies [2]. The amino acid numbers for all other TnT isoforms were deduced
from the longest splice forms [23]. The variable amino acid start positions and different
exon numbers reflect the variation of the N-terminal region of the TnT isoforms (Fig. 1A).
Met; was not counted in this figure to match the earlier studies using rabbit fast skeletal
muscle TnT [2].
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Fig. 6. The two Tm-binding sites of TnT in troponin-tropomyosin assembly

This proposed model illustrates that the CB2 region Tm-binding site of TnT (Site 1) binds
the head-tail (N/C) junction of Tm (indicated by the gray box) in striated muscle thin
filament, whereas the T2 region Tm-binding site of TnT (Site 2) binds Tm near Cys1gq. The
high resolution structure of partial troponin complex determined by crystallography is
redrawn from published data [11,12]. The boundary between the T1 and T2 regions is
indicated with a vertical line. The proteolysis site in cardiac TnT that selectively removes
the N-terminal variable region [32], the position of the Amish nemaline myopathy (ANM)
nonsense mutation [20], and the position of the MsTnT1_»qg4 truncation (Fig. 1A) are
indicated with the arrows.
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