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Study on analytical techniques of conformations for environmental biopolymers in dyn
amic equilibrium
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Supersecondary structure code (SSC) for 3D structural alignment of proteins was pr
oposed, and the database of conformational code for 7494 subunits of proteins was constructed. The search
method using these codes extracted the characteristic supersecondary structures gthe structural regions in

globular proteins folded into repetitive units) of immune factors related to self-recognition, and the fr
agment structures were represented as the simple description. Further, the conformational search technique
s for absolute configuration determination of chiral compounds using vibrational circular dichroism (VCD)
spectroscopy were transferred to a company.
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PDBID:2w9elL

PDBID

2w9el st.txt 1 1 1 Immunogloblin (ligh
1abtAst.txt 0.6875 0.888888889 1 Immunogloblin (ligt
1i9rLst.txt 0.515151515 0.8 1 Immunogloblin (ligh
1kn2L st.txt 0.59375 0.769230769 1 Abzyme (light chain
12e8L st.txt 0.516129032 0.769230769 1 Immunogloblin (ligh
ldeeAst.txt 0.59375 0.75 11GM RF 2A2 (light
1dnOAst.txt 0.606060606 0.689655172 1 IGM-KAPPA COLL
1qlrAst.txt 0.537313433 0.666666667 1 1GM KAPPA CHAI
lyjdLst.txt 0.523076923 0.666666667 1 Immunogloblin (ligh
lhezAst.txt 0.553846154 0.612244898 1 KAPPA LIGHT CH
3eoal st.txt 0.571428571 0.576923077 1 Immunogloblin (ligh
3drtAst.txt 0.492307692 0.571428571 1 Immunogloblin (ligh
3hcOLst.txt 0.483870968 0.571428571 1 Immunogloblin (ligt
2w9dL st.txt 0.505747126 0.555555556 1 Immunogloblin (ligt
2fgwL st.txt 052173913 0.52173913 1 Immunogloblin (ligt
2agjLst.txt 0.507042254 0.518518519 1YVOFAB, LIGHT
1cBbLst.txt 0.476190476 0.518518519 1 Abzyme (light chain
la7oLst.txt 0.433333333 0.433333333 1 Immunogloblin (ligt
3iy2Ast.txt 0.385964912 0.385964912 1 Immunogloblin (ligt
2immst.txt 0.37037037 0.37037037 1 Immunogloblin (ligt
3kykLst.txt 0.424242424 0.857142857 0.857142857 Immunogloblin (ligh
1d6eBst.txt 0.411764706 0.8 0.8 HLA-DR4 BETA
2ianBst.txt 0.405797101 0.8 0.8 HLAclasslI(B)
1d5mBst.txt 0.382352941 0.8 0.8 HLA-DR4 BETA
1u3hDst.txt 0.35483871 0.8 0.8 H-2AclasslI(B)
2bsrAst.txt 0.328358209 0.8 0.8 HLAclassl (o)
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A: HLA class I,

2bsrA B: IgM , ladgL
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MHC 1,11
186-212 aa.
Ig Ig Ig HLA  HLA
light light light DR4 classl
2w9el 1ab6tA 3hcOL 1d6eB 2bsrA
186 GLU GLU GLU ARG GLY
187 ARG ARG LYS SER GLU
188 HIS HIS HIS GLY GLU
189 ASN ASN LYS GLU GLN
190 SER SER VAL VAL ARG
191 TYR TYR TYR TYR TYR
192 THR THR ALA THR THR
193 CYS CYS CYS CYS CYS
194 GLU GLU GLU GLN HIS
195 ALA ALA VAL VAL VAL
196 THR THR THR GLU GLN
197 HIS HIS HIS HIS HIS
198 LYS LYS GLN PRO GLU
199 THR THR GLY SER GLY
200 SER SER LEU LEU LEU
200 THR THR SER THR PRO
202 SER SER SER SER LYS
203 PRO PRO PRO PRO PRO
204 ILE ILE VAL LEU LEU
206 VAL VAL THR THR THR
206 LYS LYS LYS VAL LEU
207 SER SER SER GLU ARG
208 PHE PHE PHE TRP TRP
209 ASN ASN ASN ARG GLU
210 ARG ARG ARG ALA PRO
211 ASN GLY
212 GLU
MHC |
His Pro
shhshss
shhshss B -2 microglobulin
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immunoglobulin-like receptor LILR
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X
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