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Bioinformatics analysis of human boule gene in meiotic
SUN Yang-yang' ,MA Yu-zhen” ,SHI Jing-yu'
( 1.Inner Mongolia Normal University, Inner Mongolia Hohhot 010000, China ; 2.Inner Mongolia Hospital, Inner Mongolia Hohhot 010000, China)

Abstract ; Boule (boll) gene is a new member of the DAZ gene family, which contains an RNA-binding domain and a
DAZ repeat domain, and is a major regulatory factor in human spermatogenesis during meiosis. In order to study the
Boule gene structure and its function, we did bioinformatics analysis and prediction of the Boule gene structure, proteins
interactions and protein functions. The results show that boule proteins, have hydrophilic regions, a hydrophobic regions
and coiled-coils, but any signal peptides or transmembrane; are mainly distributed in the cytoplasm, nucleus,
mitochondria; are consist of a-helix, extended strand, ruleless coiled-coil, and particularly a non-regular secondary
structure area. The role of functional domains in CDC25A protein mainly comprise RRM conserved domains. Boule
protein specifically expresses on germ cell in the first meiotic during spermatogenesis, and has no expression in
completely block in meiosis testicular tissue. Therefore, Boule protein function may be associated with male germ cell
meiosis-related gene expression.
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G, Boule H:H 47 51 hy it X B 4 T 7 51 1
118, & 11T 322  f74E CpG &, KBl 205bp, i b
XA 254bp 19 5 JE BRI X FT 308bp 1 37 A #H
PEIX,7E 37 KimhY polyA B LA — N mERS
AATAAA , Kostova'* K Boule 1E 5 ILLH 4V 4 53
PEFRIB I = AL SRR EER I N R Xl = ANk #
PEBTHAN G T4t SRR T A AR & AR
G R HE A, E & R BB A Boule 3£ HT)
A3 RS 1 2 fig 4 , Mg 1) Boule 278 2K
TR AR R 5 S 30 32 BN T B AN T
Eugene Yu jun Xu™ 25 N\AEH Boule Hit2k 528 28 &
HHEMEA T WAL T S AN Boule ER 5%
W, R T SRR~ B, AKE
S Boule JE AL B9 L HE 3 B A BY Boule 3£ H 5
W) Boule 3 H B A [FUR , I FLAE 8747 Il 50 24
L EAEANET Y REAR T RE SR ML, A ZOHS
TR AR A M I A2 M B
K7 MPF 41/, 1 MPF 40 A& B A
CDC2 (Cell division cycle 2) ZH A, XANE &Y
PRI IRy TG 1, FEG M 32 ] B R Ak 1 A 45
Weel F1 Mytl 84 i {5 HC B fR Ak o] 5 5 2% 3%, 1
CDC25 iR Wi o] LU HG Ak, 5 5 40 3 G2/M
e se 'S . HETE &3 FhAZE CDC2s HEH,
Hr CDC25A TESEALTP R RIE, WK R A B KE
22U BRGNP 2R3k, 5 Boule
FEHRWIIRFBH B2, 7E Boule = 1)EH T,

CDC25A RSN mRNA 59k Fk, ARUHZEH
b2 IR (E NP i e T o = R S v I = S s el = A 1]
CDC25A BEFRG Y EL= 1] B8 F:30 MPF SRR 1k, {1
MPF 5842015, 3X A] RE A2 S8 O 1 A A= BELHT 110 32 22
JEH, Boule F11 CDC25A ]l = f6) s 25 0l B0 o0 24 &
A:RHHE . Boule BEAITEMTFLEh Y B HA G E L)
A, L HR AR T 24 b B BT BV i AN 58 427
#£1° {H Boule 2K FH WUIT A AT /b B — AN FE A
BRI F R AR AR O E

1 #HEETE

L1 ##

N ( Homo sapiens, AF272858) . Bt Jf] ¥ 48
( Taeniopygia guttata, XM_ 004175306. 1) , HT i £
( Oncorhynchus mykiss, HQ696915) | S [ 24 {4 1 1t
( Schistosoma mansoni, XP_ 002575519. 1) . i RS
( Arabidopsis thaliana, NM_ 111126.3) | /& Ji§ J£ i
( Drosophila melanogaster, NM_079265) . /)N i ( Mus
musculus, AF272859 ). 4 ( Bos NM_
001102115) #AFRME (Saimiri sciureus, AJ717408) .
{5 BAP (Pan paniscus, AJ717405) % 10 F Boule
(1 mRNA J3751) S AR R ) 2 50 791, Yok 3 56 ]
E xR £ Y15 B % 0> (NCBI, National center for
biotechnology information) P11k http ;//www.ncbi.nlm.

nih.gov/ . WIFPSZEIIE 1 s,
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Fig.1 The ten species investigated in this study
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1.2 FAEREERRG
1.2.1  Boule 3P 1) mRNA J¥8I I )7 51537

i@k NCBI MY Gene Z0HEE  Nucleotide ZX 4
JEEFN Protein B EA WA K455 10 T Boule HE[H
1 mRNA JF 91 ZHERR 71 B R BT 7 Y G (R 1 H:
HEH B,
1.2.2 Boule HH B XT3

FIH EBL( B3Ik : http ://www. ebi. ac.uk ) /¥ 3k 1
Clustalw Omega ( P 31k ; http ;//www. ebi. ac. uk/Tools/
msa/clustalo/ ) , % 10 # 2 ¥) ) Boule & [ ) 2 FE 2
FE LR 53T
1.2.3  Boule & H 4 F#Efb 3 Hr

M 2 1 3 Ak 38 15 2 B B MEGAS. 05
(Molecular evolutionary genetics analysis) %I 10 Ffi 5l
P41 Boule 2 FISUFFI LS 734, R GEHEALRY
RGBS, AREZE 5 000 W, R VAR 463154
iERE
1.2.4  Boule 3 [ FY 2B R 19 HEAL A 570 Hr

FIH Expasy ( B3k http ://www. expasy. org/) ¥
ProtParam T. H ( M k. http://web. expasy. org/
protparam/ ) X A [ Boule 75 [ 28 KL /R 7 51 1) AH AT 43
Tl AR A SR R (PL) AR E REGEY)
AR~ BT 0T
1.2.5  mAKME/ 28K A T A 53 A

FIH Expasy M3 19 protscle ( ® ik ; http ;://web.
expasy.org/protscale/ ) TEZEAHT T HX} N2 Boule F
PRl G i %) 2 ) 2 B R 1 ) 1) i 7K P SR K PR R AT 43
Mro FTA RS8R IR BOA R
1.2.6 55K

X AN Boule 5 HZ AR T 91, F FI7EL 5B T
H. SignalP 4. 0 Server ( B 1ik; http ;. //www. cbs. dtu. dk/
services/SignalP/ ) 73 W1 1% 2 HE 1R )T 9 i 15 5 Ik 77
TENLE KT
1.2.7 B4 AL ) 0000 #0534

B MBSt R R B 1 ) 00 IX S o i
B, — ek 20 ASZe A i K PR 2 SRR AR BE A L, F2
ZII o~ 1E, B 7EL T H TMHMM Server v.
2.0 ( M #ik:  hitp://www. cbs. dtu. dk/services/
TMHMM/ ) %F A2 Boule 2 H#E4T 5 BEE5F 04T
1.2.8  lRGEER I T

TEAR Z B RAREE 1 B, ERAFTE 45 1h R E , 1% 45
M HA EE R AEY)E IR, e an o330 Gz 3 A
FARHISE . FIHTEL S04 T H COILS (http ./ www.

ch.embnet.org/software/COILS_form.html) Xt Boule 5
FIEAT 45 R e 3 70 #r
1.2.9  SEANMLE Lo B

I FHAE LV 20 M % v T. H. TargetP —1. 1 Server
(http ://www. cbs. dtu. dk/services/TargetP/) , %i A
Boule FE R 9 15 1) 85 H 81, 76 15 51 R IR £ 5 Non—
plant, HB I HT BRI, 5 TA Boule J& K 4t 1 2
F S A AN b & AR E AR . 2R )5 ] PSORT
I server ( http ://psort.hge. jp/form2.html/) T H.it—
oA UE iR TR M 45 R A
1.2.10 5 Boule M EAEHAYE AT

TE STRING %(# %2 (http ;. //string—db. org/ ) £¢
#5 Boule F A XRAEMMEH . FEWIFES Boule
HHERESHE AR CER . Z P AT
FEHZBRAEAEHOCER, 2Pl R it 5 HAH
KA MIIBEME B, T ff TN % 8 11 0 2 fig S 3L
EfFE
1.2.11  Boule £ H9 —ZR 4544 Bl

FIHHEET GOR 519 GOR4 (http ://npsa—pbil.
ibep. fr/cgi — bin/npsa_ automat. plpage = npsa_ gord.
html) 7EZE T H B0 32 26 12 A BRI TR 45
mop M. BITE K o BAESLM, #—
PredictProtein # 4%} Boule [ — L5470 H7
1.2.12  Boule £ 1 B9 T RESR I AN 70 By

3 A 2 5 A 2H R R He v B £ ) Zh B SR T
fiR s I PR — 0 A BRI REEUE S
IR BT 2 (8] AR ELAE RIS 25 4 AN D RE S r, A1 H]
Pfam 45 % (http ://pfam. janelia. org/search/ ) 5 il
AT RRIR Y AR, 32 R L Ak B v v R AR
SRR S DA T 40T

2 GRS

2.1 Boule EERK mRNA FIIMEBFIDH

M NCBI [ s A7 17 14 5 4 128 H 45 31 10 b 3 4
44K Boule £ F1J¥ 5 Fl mRNA J¥ 51 (L& 1),
AR S Boule PR 1 85 1 5 R /NAN[R] AL T8 B
@b, SRR ) Boule 115K, 2 509
aa; I 68 £6 &% /N, & 194 aa; /N R A Boule 55 H 2
297 aa; N A BUBE AR SRR ARG Boule £ 1 TR/
FHAE Yk 283 aa; 2 1Y) Boule 25 H K/ 295 aa;
e R Y Boule 4 H K /N A 228 aa; TP AE N N
293 aa,
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Table 1  Information of Boule genes in 10 different animals

YFh mRNA  JP5 5 et fh i HEATUTS S HEBTK/ (aa)
A\ Homo AF272858 Chromosome="2" AAK58689 283
2 [RELRIE L sch XM_002575473. 1 XP_002575519. 1 509
T 8 1 Onc HQ696915 ADW41783 194
HIRAIT Ara NM_111126.3 Chromosome="3" NP_ 186907 281
ARJEIRAE Dro NM_ 079265 Chromosome="3" NP_523989 228
/B Mus AF272859 Chromosome="1" AAK69026 297
4 Bos NM_001102115 Chromosome="2" NP_001095585 295
BER B 4E tae XM_004175306. 1 Chromosome="7" XP_004175354. 1 276
AR Sai AJ717408 Chromosome ="2B" CAG30559 283
1% ISR Pan AJ717405 Chromosome ="2B" CAG30556 283

2.2 Boule EAKRF 5L 47

XF 10 F a0 Boule 5 [ 2 HE W2 7 SR HL Xt 43
Broz2), mzlai2e N R A4 BB 2R
FEZ[H ) Boule 25 11 FF 51 B9 A0 AL EE AR &1 , 78 90% ~
9%z ], Forft N 5% BRI Boule £ [ AHMLEE
R, ik 99% . WFLEh Y 5 H B 2551 Boule

T8 AR G, 78 31% ~ 52% 22 [a], HoH i
LY 5 B S Boule 8 1R SIAHLE H 31%
~37% 2 18], 2 AR B 5 IT Boule 2 )7
GRS ARACH 1% , 2B T Boule & 7E#E L
HI)RE & FE R SF I

®2 AEMFE Boule EHEKFIEZFFILLMHER

Table 2 Mutiple sequence alignment of Boule protein in different animals

WFh PFT B A L18:. 5N R /N 4 AR R
5 [CRMANE & 1 29 36 35 32 34 30 36 32
PIFEIF 5 4 2 10 2 0 4 4
BE Mg i 2 66 38 31 66 67 66 65
A 52 37 90 94 96 99
T 8 £ 32 50 51 51 52
PR 35 37 37 39
/N 92 91 90
4 93 93
i B 96

2.3 Boule EASFHLS

o FatLE (OLIE 2) 1] LIE ), Boule 25 H
TEIX 10 M Rhrh E250 R, BRI A —
KHE 9 MRy — KIS fEmiFL ey AR UT 2
S R /INER A P BRI S — 28, N R R
H—FIHRG R A MR, 53, MK 5
PIRSEG R RIS
2.4 Boule EAMEEBRMNELIERS T

Boule # 43 #7 3 B ; Boule 25 1 &% A 283 1%
R 43Tl 31 299. 86 Daltons , 75 i £ & 1)

FAHEMR N Pro Ser Val ZE( WF#E 3) .
2.5 BRIKME/FEK R TR AD 43 A

HEARRe TS, ELH Ry HBA SRR/ K
PR IR, X LB KRN 2 K R AT 2 B AT LB
b TR A BT, ZE P B K X I 9 Ak (K
3),43 9k 33~36,38~40,123~128,167~ 169,171 ~
173,205 ~ 207,232 ~ 234,237 ~ 238,265 ~ 267, /K
XA 15 &b, 7350 5~8,18~19,21~25,29~30,42
~54,57~59,69~72,81~91,94~104,108 ~ 111,114
~116,135~142,157~161,176~199 241 ~252, H
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55168 i 5 fE, {H N 1.733; 45 98 i AKX, (M -

2.622, P KM M I R A UK PR i, Y 24

TR A R R W H K MR . 200 Boule 2H,
IR P 9 A7 AL W] I 15K XCRBR K X

Mus musculus

Bos taurus

Saimiri sciureus

Homo sapiens

Pan paniscus

Taeniopygia gultata

Oncorhynchus mykiss

Schistosoma mansoni

Drosophila melangaster

Arabidopsis thaliana

0.2
P

B2 FeBEE(NJ) MR 10 FEhH Boule &AM REBLR

Fig.2 Phylogenetic tree of Boule protein sequence from 10 different animals

&3 boule EAMREERIEW MR

Table 3 Physicochemical properties of boule protein
ATRAD) S (pl) E;E;;f) ;;zg ;‘:2;2 ARERE ATk
3.13014 6.59 Pro 12.7 20 19 61.62 -0.383
Ser 9.5
Val 8.8
Gin 7.4
Thr 6.7
Tyr 6.7
2.6 fESHKOH Lo Goscore
RS U 1R, AR R A A o8| Voseore
SR EA REAAEIIIRE . & H A 2AAEh  0.6]
HREE L E W52 2 iE S IHETTE] %, & SingnalP (},% 0.4
4.0 T3 Boule 25 1 1955 BT 51, 45 2R WL 4, H e R i
|7§]4Ef%ﬂ,Boule%EK@E{%%%,E?ﬂEﬁJ\%ﬂ 0 [HaTosLsPFSFNPVSFYFLNE TSAPRYGTYIPNR IFVGGIOFKTNESDLRKFFS avesvkeEvKIVNDRA
M i, 5 PredictProtein ¢ 4% & ( http://www. 0 10 20 30 ) _40 50 60 70
predicprotein.org ) 7 M 25—+, ® Measure Fosition Value ciffiltlgiml peptide?

Protsoale output for user sequence

150
Position

B 3 Boule EASERKFF AR/ FEKET
Fig.3 Hydrophobicity/phydrophilicity prediction of the Boule protein

50 100 200 250

0. O 450 NO
Name=homo SP="NO’ D=0.049 D—cutoff=0.450 Networks=SignalP-noTM

4 Boule EEES TN
Fig.4 Signal peptide prediction of the Boule protein
i CE: RISV RME;S EESRNAE;Y B S8 0<HNaE
Note: C score: Primitive cleavage site score; S score ;Signal peptide score;

Y score : Synthetic cleavage site score

B IR LM T AN 43 47
FHAEZE T H TMHMM-2. 0 %} Boule & [ #1715
s R AT I s (DL 5) L 285 5 0 Boule 21
PSR AT BT 0, FF LA Boule 2 [ AN 1775 145 B 45 4
W, )R TARES R A,

2.7
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# gi_14279684_gb_AAK58689. 1_ Length: 283
# gi_14279684_gb_AAK58689. 1_ Number of predicted TMHs: 0

# gi_14279684_gb_AAK58689. 1_ Exp number of Ads in TMHs: 0.03404
# gi_14279684_gb_AAK58689. 1_ Exp number, first 60 Ads:
# gi_14279684_gb_AAK58689. 1_ Total prob of N-in:
gi_14279684_gb_AAK58689. 1_ TMHION2. 0

0. 00048
0.01230
outside 1 283

TMHMM posterior probabilities for gi_142 79684 _gh_AAK58689.1

1.2
1
£0.8
=

0.6
E0.4

0.2 transmembrane —| inside -—‘
0 50 100 150 200 250

outside

B 5 Boule FHH XN

Fig.5 Transmembrane domain prediction of the Boule protein

2.8 HHIBRESHT

&M EAAE TARZ R E A Y, HIE 6
FrR R oA 14 F1 21 BB, 7€ 75 ~ 100 40 1] BE
B 14 M 855E .

Coils output for BOULE

1.0
0.8 Windows14
0.6
0.4 ’
0.2 VWindows21 .
. ﬁ Windows28
0 [
0 50 100 150 200 250 300

B 6 Boule & H K% i 42 5 FL

Fig.6 Coiled—coil prediction of the Boule protein

2.9 HRERLSH

W 7 iz, Boule 8 FIBREAS EHERR 11650 W0i&
e ERIIRE, SRS R g R —2, S HAR
PSORT I server K] 8 tb#, Boule & H7E 21 ffd 5T 4
MR RNZ R A N ik . SCERHGE, Boule 25 FITESS
—RIEOT R (AT B 2R FE AR R ik, AR ZR
ARG £ 41 il ( Leptotene spermatocytes) JF 1421k, 3
LR IIRE R 40 B ( Zygotene spermatocytes ) & ik 1w 14
i, AR 26 309K B 41 il ( Pachytene spermatocytes ) 2
IR IA B iR i K, 21 L] ( Diplotene ) 26 35 i
=N, 7E FERS F 419 ( Round spermatids) K JE
¥ T 24018 ( Elongating spermatids) 2§4& F & 4= = 2%
B4 Boule ANZRIK, 76 IR iR 40 | I i A= B
40 ffg ( Primordial cells ) F1 K5 J& 40 g
( Spermatogonial cells) HIAAAGM F] Boule & H 1Y%
iK1 Boule £ F7E A ML R S 2R 1 7 4 A A% k2
LI R G AR PR LR GR . ARG T & AR
FE R 24 M 1Y S A6 A2 R0 B4R B A
MPF i, i MPF o2 — > iy 40 i Ji 1 25 0 B A
Cdc2( Cell division cycle 2) H I EZ &5, XNEE

germ

YIRF IS 54 0 R B2 2 W 5 1Y), SO P A2 T 0 gl 7R
FERIE , Weel F1 Myt] G MPF B2 fb n] 0L
Je i i Cde25 BERREG T LU MPF &1k, 155 G2/M
T S8 B

### targetp vl.1 prediction results
Number of query sequences: 1
Cleavage site predictions not included.
Using NON-PLANT networks.

Name Len nTP SP other Loc RC

gi_14279684_gb_AAK58 283 0.185 0.047 0.836 _ 2

cutoff 0.000 0.000 O0.000

B 7 Boule & H KL 40 L %E {ir

Fig.7  Subcellular localization prediction of Boule protein

Results of the k-NN Prediction

k= 9/23
34.8 %: cytoplasmic
34.8 ¥: nuclear
21.7 %: mitochondrial
4.3 ¥: cytoskeletal
4.3 ¥: peroxisomal

>> prediction for QUERY is cyt (k=23)

8 Boule & A RIHAE i

Fig.8 Cellular localization prediction of Boule protein

5 Boule ERHEEERAEAST

FE—FP 8 (IR A& IS HUA7 76 T 40 op i
e 5 HAER A B Y R A R s T B A B
T2 20 R 47 4% RS TR A 2R B B (LR 9)
TR B, PUM2 & 115 Boule & 1 AH B /E ™,
Boule i 7% Jf 4 & CDC25A mYy % & Jf H & oF
CDC25AmRNA 1) #%, CDC25A #& [ ik — 5 {1 fdf
MPF 1) Cde2 WAL , BE A B2 P F- ( Maturation
—promoting factor, MPF) ,{% ki) MPF J3 2 sk £ 7324
I G2PM WA 52 g 73 24id #2 . Boule 251
(R B 2 X 28 A8 W] R T EUMEMEAR T

2.10

cons2

SLCIBAZ e

@

SHAL SLCa6A3
)
O

9 Boule EHHEERAMNEB ST

Fig.9 Analysis of protein interaction with Boule
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2.11 Boule &A= REHTM X} Boule [ — 40 &5 4 47 73 Hr, W€ = 7. 4%, i =
ZHEH 9. 19% oa-12JE( Alpha helix) .22.26%  8.8% %5 =83. 7%, JE 1IE M G454 X . 92-283 (1L

JiE fif 5% ( Extended strand ) 1 68.55% JCHL M &y & 10),

( Random coil) T4 %, i#—# A PredictProtein ZA

10 20 30 40 50 60 70
I I I I I I I
MQOTDSLSPSPNPVSPVPLNNPTSAPRYGIVIPNRIFVGGIDFKINESDLRKFFSQYGSVKEVKIVNDRAG
eee hhhhh eeeeee
VSKGYGFVIFETQEDAQKILQEAEKLNYKDKKLNIGPAIRKQQOVGIPRSSIMPAAGTMYLTTSTGYPYTY
eeeechhhhhhhhhhhhhhhhh hhhh ee eeeceee eece
HNGVAYFHTPEVISVPPPWPSRSVCSSPVMVAQPIYQQOPAYHYQATTQYLPGOQWOWSVPQPSASSAPFLY
eeee ee ee ee eeeee ee ee
LQPSEVIYQPVEIAQDGGCVPPPLSLMETSVPEPYSDHGVQATYHQVYAPSAITMPAPVMQPEPIKTIVWS
""" eecceeeeccccccCcCcCCCCCCCCCCCCcCcCcccoccceeeceee eecccccccccoccceeee
IHY
eec
Sequence length : 283
GOR4 :
Alpha helix (Hnh) : 26 is 9.19%
3,0 helix (Gg) = 0 is 0.00%
Pi helix (Ii) 0 is 0.00%
Beta bridge (Bb) 0 is 0.00%
Extended strand (Ee) : 63 is 22.26%
Beta turn (Tt) : 0 is 0.00%
Bend region (5=2) = 0 is 0.00%
Random coil (Cc) : 194 is 68.55%
Ambigous states (?) 0 is 0.00%
Other states 0 is 0.00%

|IIIIIIIIIIIIIIIIIIlIIII]IIIIIIl]|||II[IIIIIIII
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”"MM.) i M

150 200

IIIIIIIII””IIIIIIIIllIIIIIl |||I[III|||III|||III]I“I]IIIIIII”IIIIIHIIIIIIIIlIIIII|”"4III||IIIIIIIIIII]|IIIIII||II||]|IIIIIIIIIIIIIIIIIIIIIIIIIII|||I|||IIII||IIIIIIIIIII]||||||

200

B 10 Boule B K= HKLLEHTN

Fig.10  Secondary structure prediction of the Boule protein

2.12 Boule & BRI THEEI TN A0 43 47 ALY h HA RRM L)% 4765 RNA 4548 & 14
TE 35 7T 0R 106 17 5 453, 7776 RRM(RNA - B94ReE |
recognition motif ) PR5FIE ( UWLIE 11) , 5B Boule F£ A

Significant Pfam-A Matches
Show or hide all alignments.

ol e Entry Alignment m Bit Predicted | Show/hide
Y 4 type m Start ‘ End score active sites allgnment

RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) Domain  CL0221 104 103 1 69 726 132

gtk

HAK g + HeHLHTSHGHHH v ¢ skgHiVﬂ'gHgddHlH t m++1
#P
0 —

B 11 Boule & B Z5aiEFim

Fig.11 Predicted the structure domain of Boule protein
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RRM J& RNA 456 & 2 A7 A i) — R R <7
S5, EAAER Z R IF Y RNA 254 A, W i
A% B 25 11 ( Heterogeneous nuclear ribonucleoproteins
(hnRNPs) ) , 7 RRM 25 &A1 2 1 Y 24541
PAMRIEXS RNA RYZ5 &30 1 (H 2 X — F IR A ) 8
FUBUANBERr 5 HU A 5 45 PR [ 89 RNA 731,

Conserved domains on [gi14279634|gb|AAK58689]]
BOULE [Homo sapiens]

FHN,iB1T blastp F2 7RSS 48 X Boule 25 FEAT
R F2lE 12, WETPE 2], Boule 2 18 T RRM
(RNA recognition motif ) # Z %, B 5 C0G0724,
PABP-1234, PLN03134, SF-CC1, U2AF _1g, ELAV _
HUD_SF, half_pint, hnRNP-R-Q #H Bl {55758

View concise result

1 50 100

LRI binding site 4 M
RRN dimerization site S

Specific hits

Non-specific RRM

hits

Superfanilies
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Fig.12  Predicted domain site of Boule protein
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