HEME binding proteins Hemoglobin human Nucleoprotein Sars-CoV

(PDB Code) (Uniprot Code) (Uniprot Code)
1a00:A P02008 NCAP_SARS
1a30:A P02042 AOAB79GC99 SARS2
1bz1:A P02100 AOAGH2EFUB SARS2
1bzz:A P69892 AOABG8I2S4 _SARS2
1cOh:A P68871 AOA6H1PLH4 SARS2
1c7d:A P69905 NCAP_SARS2
1dhb:A QI9NZD4 AOABCO0T6Z7_SARS2
1dsh:A P09105 AOABCONSE8 SARS2

1thj:A Q6B0OK9 AOABH2L5M8_ SARS2
1hbr:A Q1WeG9 AOABBYOVLF5 SARS2
1hda:A ADATKOGXZ1 AOABCOWXA2 SARS2
1hds:A D1MGQ2 AOABGHOMAP2_SARS2
1ibe:A ADATKOGUVS AOABH1PIQ7 SARS2
1j7s:A U6A216
1mhb:A AOA2R8Y7CO
1ns6:A AOA1S5UZ39
1o1k:A AOA385HVZ2
101:A AOA385HW21
1o1m:A A0A385HWO02
To1n:A Q6J129
1010:A Q86YQ1
101p:A AOA385HVY8
1pgh:A AOA385HWO00
1s0h:A AOAOK2BMDS8
1v75:A Q86YL2
1xy0:A 11VZV6
1xye:A Q9BX83
1xz5:A E9M4D4
1xz7:A QINQT3
1xzu:A Q96T46
1xzv:A E1B2D1
1y09:A Q86YQ4
1y0a:A E9LUX2
1y0c:A VOH1D9
1z8u:B P78461
2dhb:A Q4ZGM8
2mhb:A
2pgh:A
2qls:A
2gsp:A
2qu0:A
2rid:A
2zfb:A
2zIt:A
2zIu:A
3a59:A
3ats:A
3cy5:A
3d4x:A
3dht:A

3eok:A



3gdj:A
3gou:A
3gys:A

The search returned 399 sequences with motifs HEME binding, but only 68 structures present complexes
only with the HEME group.



Bestaln Besidus Complex  Monomer Pair Hotspot Hotregion Complex Monomer

ASAP ASAP Potential Status?  Status ASAP ASAP
HB_A LEU35 26.04 73.04 17.36 NH 46.51 130.4
HB_A PRO38 42.98 61.77 243 NH 58.51 84.09
HB A LYS41 0 0 13.92 NH 0 0
HB_A THR42 0 0 0 NH 0 0
HB_A PRO45 0 0 4.99 NH 0 0
HB_A HIS46 0 0 9.17 NH 0 0
HB_A PHE47 0 0 14.04 NH 0 0
HB_A ASP48 0 0 19.97 H 2 0 0
HB_A SER50 0 0 17.74 NH 0 0
HB_A HIS51 0 0 19.4 H = 0 0
HB_A GLY52 0 0 11.09 NH 0 0
HB_A SER53 0 0 7.25 NH 0 0
HB_A ALA54 0 0 7.56 NH 0 0
HB_A GLN55 0 0 12.46 NH 0 0
RBD_C GLU340 47.25 67.63 7.68 NH 81.38 116.5
RBD_C ALA344 0 0 7:96 NH 0 0
RBD_C THR345 0 0 6.17 NH 0 0
RBD_C ARG346 0 0 27.67 H 2 0 0
RBD_C PHE347 0 0 22.7T H 2 0 0
RBD_C ALA348 0 0 17.73 NH 0 0
RBD_C SER349 0 0 12.03 NH 0 0
RBD_C TYR351 0 0 24.76 H - 0 0
RBD_C ALA352 0 0 16.19 NH 0 0
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a NH denotes non hot spot and H denotes hot spot and » Solvent Accessible Surface Area (ASA)



Motif 1 Motif 2 Motif 3
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Motifs p-value g-value
YFPHFD 1.2x1012 3.7x10°
HGKKVADALT 4.2x1013 1.3x10°©

LSDLHAHKLRVDPVNF 8.4x1021 2 5x10-14
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