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Structural and Functional prediction of SRGAP1 in human
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Abstract Objective: To analyze the physical and chemical properties and structural functions of human Slit—Robo GTPase activator
protein 1 (SRGAP1) by bioinformatics. Methods: SRGAP1 was predicted and analyzed by multiple analysis software online. Results:
SRGAP1 protein was composed of 1 085 amino acids, with isoelectric point of 6.36. Predictive results suggested that it was a hydrophilic
and unstable protein without signal peptide and transmembrane domain. The secondary structure predictive analysis showed that it
contained 19 a—helices and 11 B—sheets. Ten proteins interacted with SRGAP1 were predicted. SRGAP1 played an important role in the
regulation of small GTPase activity, cell migration and signal transduction. Conclusion: These results may provide some ideas and
theoretical basis for further exploration of SRGAP1 functional studies and molecular mechanisms.
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1.2 77 SRGAPL K (9 3 Ak SR Prot
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Fig 1 Signal peptide analysis of SRGAP1 in human
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Fig 2 Transmembrane structure of SRGAP1 in human
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Fig 3 Hydrophilicity analysis of SRGAP1 of human
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Fig 4 The secondary structure prediction of human SRGAP1
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Fig 5 Tertiary structure prediction of human SRGAP1
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Fig 7 Proteins predicted to interact with human SRGAP1
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Tab1 Ten proteins most likely to interact with human SRGAP1

BEHARGS HH AR 1
ARHGAP39  Rho GTPase activating protein 39 0.918
CDC42 cell division cycle 42 0.978
RAC1 ras—related C3 botulinum toxin substrate 1 0.941
RAC2 ras—related C3 botulinum toxin substrate 2 0.934
RAC3 ras—related C3 botulinum toxin substrate3 0.941
RHOA ras homolog family member A 0.985
RHOG ras homolog family member G 0.931
RHOU ras homolog family member U 0.926
ROBO1 roundabout, axon guidance receptor, homolog 1  0.988

SLIT2 slit homolog 2 0.938
2.8 A SRGAPI & & # GO izH 54 [l Gene
Ontology Consortium X A\ SRGAP1 i 17 A48
AT, SRR 2, M5 IhfE R, SRGAPI
A GTP BV , 3t 5 A0 BLAE A AR 1 Ftil i)
5 SR 5 RhoGTP BEGIE M) B 53 AH BAE R Y
g5 AN, SRCGAPL B85 5 AN A% ok |
GTP B IE AT AR AN (R 555 3455 AL BTG 30
®2 AEAGOFERASMER

Tab2 The gene ontology of human SRGAP1

S ENT D Al AHIEE KR H
Z 5B E) G0:0030336 AT RS R 2160
G0:0043547  GTP [ 1E 4% 6 842
G0:0051056 N CIP S 25 I 3904
P EReR A ARk
G0:0007165 5545 S 107 217
)i G0:0005096  GTP % i 1 5392
G0:0005515  H 454 139 360
G0:0048365 Rac GTP Bi%hié 678
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SIEETT R EZES T, P RG E R
I8 RRITEA 28 2 AR SCREVE FHO, 55 A AR
4 MR B 32 SRR Ak, A LR A S L 15 S
PR 2507 Y R AF A EH . SRCAP | A FK G F %
il H F B RhoGAP (Rho GTPase—activating protein)
SRS RhoGTP FEAYTEE, H B2 1Y T iE
P4 R4 FE RhoA \Racl il Cded?2 5. RhoA \Racl
1 Cded2 #F)E TN GTPase ARG, S 5Ll
JL R f5) 40 440 e R 2 B A L A R 2 T A D
AN AR R A, AT 1 4 i 932 Bhse g L (R
JEA5 H A 2 A7 0, Racl B9—> 3222
() A= ) 2 T e 2 8 97 200 LS B ke 0 e R LBl 2R
F SR A, R 2R O R R 48 R T i, 345 7T A
o | R Y £, [ 2R A AL AR T A K B AR 4 i I 1 5
T, X BB EEE A ACAE E T DS S R A AR 2R B
A=, RhoA B8 FA SR W] LAE IR ) £F 4 8 1 22 F%h
& BERIE B AR HE A0 M E RS0 RhoG TP il 215 1 B
B3 Cded2 JZAMME A 24 PR 1, HAT TR
YRR TE . RS LA e A I ) S e AR SR T R
AR FUIRIE AN SS B A5 v A HaE s,
PG SRGAPT AT LAATE Cded2, TEF4YE Robol Al
MEANE 5 Slit FUTE DL T, Cded2 HITEPERL BT
P&, SRGAP1 %I R il GTP Fl i 7T IF E0 i HAY
YA S, 7F HEK293 4 i #35 SRGAPL 1]
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