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CCAAGTTCGAGACCCTTATTGACATTTTGYTAGAGATATTGTCAA
GGCATGCTTCTGATGAGGTOQTAUGGCCAAAGGGATAATCCAAATT
GGACTACGGATTCAAAGGOBTGAAGCTTTCAAAAAGTTTGGAAACA
AACTGGCAGAAAGRGGGAAAAATCACACAGAGGAACAATGATCCAA
GTCTGAAAAGCCGACATGGGCCAGTTCAGCTTCA2ARTGCTCC

ATCGTTCAAGTGAGGAAGGGATGAGTTTCAAAGGAATTCAGTAA
TCTCCATCTAAAATGTGTGTGTGGTTTGCTTATCTATTGTG
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<( # #% " $CC2 HG13.1)
Database: All GenBank+EMBL+DDBJ+PDB sequences (but n 0 EST,STS,

GSS,environmental samples or phase 0, 1 or 2 HTGS se quences)

5,298,904 sequences; 20,720,589,268 total letters
Query: Length=329

- X #7170
7(
— '
I 1 I I I 1 A
o] 60 120 180 240 300
~
\ >
Sequences producing significant alignments:
uer
Accession Description Max score |Total score| coverage E value Max ident

U76687.2 Phaseolus vulgaris lipoxygenase mRNA, complet 232 232 88% 7.00E-6: T7%
X63525.1 P.vulgaris loxA gene for lipoxygenz 219 21¢ 90% 4.00E-5¢ 76%
AF234983.1 |Phaseolus vulgaris lipoxygenase gene, comple! 194 194 88% 2.00E-5( 74%
AF204210.2 |Phaseolus vulgaris lipoxygenase (LOX4) mRNA, padis 181 181 87% 1.00E-4¢ 73%
X63521.1 P.vulgaris mRNA for lipoxygena 170 17¢ 82% 2.00E-4: 73%
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> gb|U76687.2|PVU76687
Length=3038

Score = 232 bits (256), Expect = 7e- 62

[Identities = 226/291 (77%), Gaps 5 0/291 (0%) Stran d=Plus/Plus

GAGACCCTTATTGACATTTCAGTGATAGAGATATTGT@AGGCATGCTTCTGATGAGGTC 68
|IN N RTIRTTIRIIIE (It Y

Phaseolus vulgaris lipoxygenase mRNA, complete cd

Query 9

Sbjct
Query

Shjct
Query

Shjct
Query

Sbjct
Query

Shjct

2581 GAGGCCATTGTGGACCTTTCTGTGATAGAGATATTGTGREATGCTTCTGATGAGGTC 2640
69 TACCTTGGCCAAAGGGATAATCCAAATTGGACTACGGACAAAGGCATTGGAAGCTTTC 128

2641 TATCTTGGACAGAGGGACAATCCTAATTGGACTGATGARAAGGCTCTTCAAGCCTTT 2700
129 AAAAAGTTTGGAAACAAACTGGCAGAAATTGAGGGAAATCACACAGAGGAACAATGAT 188

I
2701 CAAAAGTTTGGAAACAAACTGAAGGAAATTGAGAATAAGATAGGAAGGAACAACAAT 2760
189 CCAAGTCTGAAAAGCCGACATGGGCCAGTTCAGCTIOBCACATTGCTCCATCGTTCA 248

[ NIRRT 111
2761 TCAAGTCTCAGAAACCGTGTTGGGCCAGTTAAGATGCACACTGTGCTTCTTCCTACC 2820

249 AGTGAGGAAGGGATGAGTTTCAAAGGAATTCCCAACKICTCCATCTAA 299

R AR R
2821 AGTAAGGAAGGTCTCACTTTCAGAGGAATCCCCAACABCRCTATTTAA 2871




> emb|X63525.1|PVLOXA P.vulgaris loxA gene for lipoxygenase
Length=8117

Score = 219 bhits (242), Expect = 4e-58

[ldentities = 229/300 (76%), Gaps 5 3/300 (1%) Stran _ d=Plus/Plus

Query 3 AAGTTCGAGACCCTTATTGACATTTCAGTGATAGAGARTTGTCAAGGCATGCTTCTGAT 62
(RIININIRRIN Il [

Shijct 7551 AAGGTTGAGGCCATTGTGGACCTTTCAGTGATAGAGATBTCAAGACATGCTTCTGAT 7610
Query 63 GAGGTCTACCTTGGCCAAAGGGATAATCCAAATTGGAGCGGATTCAAAGGCATTGGAA 122
11T mTR NI 1 (e
Shijct 7611 GAGGTCTATCTAGGACAGAGGGACAATCCAAATTGGALTRACATAAAAGCACTTCAA 7670
Query 123 GCTTTCAAAAAGTTTGGAAACAAACTGGCAGAAATTGIEGAAAAATCACACAGAGGAAC 182
(0TI EIen Sy (i
Shjct 7671 GCATTTAAGAGGTTTGGACAAAAGCTGAAGGAAATTGAABAAATCATGGGGAGGAAC 7730
Query 183 AATGATCCAAGTCTGAAAAGCCGACATGGGCCAGTTEBTTCCATACACATTGCTCCAT 242
NIRRT T T (ML
Shijct 7731 AAAGATTCAAGTCTTAGAAACCGTAATGGACCAGTTAAGKCCTACACTGTGCTTCTT 7790
Query 243 CGTTCAAGT AGGAAGGGATGAGTTTCAAAGGAATTCCCAACAGTATCTCCATOIAA 2

FEEAE 1T AT (I
Shjct 7791 CCTACTTGTGRAGATGAAGGCCTCACTTTTAGAGGAATTBAACAGCATCTCAATCTAA 7850
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MCWRPLCRFLWLWSYLSYVOAVPIQKVQDDTKTLIKTIVTRINDISHTOS
VSAKQRVTGLDFIPGLHPILSLSKMDQTLAVYQQVLTSLPSQNVLQIAND

LENLRDLLHLLAFSKSCSLPQTSGLQKPESLDGVLEASLYSTEVVALSRL
QGSLQDILQQLDVSPEC
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Database: NCBI Protein Reference Sequences
3,168,478 sequences; 1,148,749,149 total letters

Query: Length=167
- K #7(

3

Sequences producing significant alignments:

ref[INP_032519.1| leptin [Mus musculus] 298 5e-80
ref[NP_037208.1] leptin [Rattus norvegicus] 293 2e-78
ref[INP_000221.1] leptin precursor [Homo sapiens] 257 le-67
ref(XP_519353.2) PREDICTED: leptin [Pan troglodytes] 256 3e-67
ref[NP_001009850.1| leptin [Felis catus] 252 4e-66
ref[INP_999005.1| leptin [Sus scrofa] 251 6e-66
ref[INP_776353.2] leptin [Bos taurus] 248 8e-65
ref[INP_001036220.1] leptin [Macaca mulatta] 247 le-64
ref[INP_001003070.1] leptin [Canis familiaris] 243 2e-63
t t
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>ref[NP_032519.1] leptin [Mus musculus]

Length=167

Score = 298 bits (763), Expect = 5e-80, Method: C omposition-based stats.
Identities = 165/167 (98%), Positives = 165/167 (98 %), Gaps = 0/167 (0%)

Query 1 MCWRPLCRFLWLWSYLSYVOAVPIQKVOQDDTKTLIKTIVTRINDISHTOSVSAKQRVTGL 60
MCWRPLCRFLWLWSYLSYV AVPIQKVQDDTKTLIKTIVTRINDISHTSAKQRVTGL
Shjct 1 MCWRPLCRFLWLWSYLSYVQAVPIQKVQDDTKTLIKTIVTRNDISHTQSVSAKQRVTGL 60

Query 61 DFIPGLHPILSLSKMDQTLAVYQQVLTSLPSQNVLQIAN DLENLRDLLHLLAFSKSCSLP 120
DFIPGLHPILSLSKMDQTLAVYQQVLTSLPSQNVLQIANDLENLRDLIAREKSCSLP
Sbjct 61 DFIPGLHPILSLSKMDQTLAVYQQVLTSLPSQNVLQIANDL ENLRDLLHLLAFSKSCSLP 120

Query 121 QTSGLQKPESLDGVLEASLYSTEVVALSRLQGSLQDILQLDVSPEC 167
QTSGLQKPESLDGVLEASLYSTEVVALSRLQGSLQDILQQLDVSPEC

Shjct 121 QTSGLQKPESLDGVLEASLYSTEVVALSRLQGSLQDILQ@VSPEC 167 B
>ref[NP_037208.1] leptin [Rattus norvegicus]

Length=167

Score = 293 bits (749), Expect = 2e-78, Method: C omposition-based stats.
Identities = 159/167 (95%), Positives £ 163/167 (97 %), Gaps = 0/167 (0%)

Query 1 MCWRPLCRFLWLWSYLSYVOAVPIQKVQDDTKTLIKTIVTRINDISHTOSVSAKQRVTGL 60
MCWRPLCRFLWLWSYLSYV AVPI KVQDDTKTLIKTIVTRINDISHT RVTGL
Shjct 1 MCWRPLCRFLWLWSYLSYVQAVPIHKVQDDTKTLIKTIVTRNDISHTQSVSARQRVTGL 60

Och\m“_.U_u__uOrI_u__um_.m_A_/\_UO._._.><<OO<m_u_umOZ<_|O_>D_u_mZ_u_uD_._.I_._ub,_um_Amnum_._u”_.No
U_n__uO_.I_u__|w_|w_A_<_UO.ﬂr><<@.ﬂm_._quZ<rO¢rmZ_|_u~D_|_.I_|_|>_nm_Am0m_Lu
Sbjct 61 DFIPGLHPILSLSKMDQTLAVYQQILTSLPSQNVLQIAHDL ENLRDLLHLLAFSKSCSLP 120
Query 121 QTSGLQKPESLDGVLEASLYSTEVVALSRLQGSLQDILQLDYSPEC 167
QT GLQKPESLDGVLEASLYSTEVVALSRLQGSLQDIL C
Sbjct 121 QTRGLQKPESLDGVLEASLYSTEVVALSRLQGSLQDILQQ@/SPEC 167 $6




>ref[NP_000221.1] leptin precursor [Homo sapiens]

Length=167
Score = 257 bits (656), Expect = 1e-67, Method: C omposition-based stats.
ldentities = 137/167 (82%), Positivés £ 150/167 (89 %), Gaps = 0/167 (0%)

Query 1 MCWRPLCRFLWLWSYLSYVOAVPIQKVQDDTKTLIKTIVTRINDISHTOSVSAKQRVTGL 60
MW LC FLWLW YL YV AVPIQKVQDDTKTLIKTIVTRINDISHT SV S+KQHVTGL
Shjct 1 MHWGTLCGFLWLWPYLFYVQAVPIQKVQDDTKTLIKTIVTRNDISHTQSVSSKQKVTGL 60

Query 61 DFIPGLHPILSLSKMDQTLAVYQQVLTSLPSQNVLQIAN DLENLRDLLHLLAFSKSCSLP 120
DFIPGLHPIL +LSKMDQTLAVYQQTS+PS+NWQI+NDLENLRDLLHLAFSKSC LP
Sbjct 61 DFIPGLHPILTLSKMDQTLAVYQQILTSMPSRNVIQISNDL ENLRDLLHVLAFSKSCHLP 120

Query 121 QTSGLQKPESLDGVLEASLYSTEVVALSRLQGSLQDILQLDVSPEC 167
SGLl+ +SL GVLEAS YSTEVVALSRLQGSLGE. QLD+SP C
Sbjct 121 WASGLETLDSLGGVLEASGYSTEVVALSRLQGSLQDMLVEQEPGC 167

>ref[NP_878565.1] exonuclease V, beta chain [Candidatus Blochmannia flor idanus]
Length=1208

Score = 35.0 bits (79), Expect = 0.95, Method: Com position-based stats.

Identities = 24/76 (31%), Positivds £ 36/76 (47%), || Gaps =5/76 (6%) |

Query 41 RINDISHTOSVSAKQRVTGLDFIPGLHPILSLSKMDQTL AVYQQVLTSLPSQNVLQIAN 99
RNDH +S + GL#F P  +S ++ OQHLSP N +LQ +
Sbjct 734 RFNDDHHLIKISTIHQSKGLEFPITYLPFISCYTNTKRFSN NQKILQSTPYANLLQSS$T 793

Query 100 DLENLRDLLHLL 111
DLEL + LLL
Sbjct 794 LDF FRLSEDLRLL 809




<<s-4H0
O['\)doOH_U
oo
IO (£-
SN =
I'_‘ =
A é
b=}
N =
H
: 3
o
| -~
AN D
LN =
mh T X
_ ot
A
w
4'_‘,'\,4&,'4 g"
! —+
PR | S
—~ N =
N S
7]
ol
s O
<
<
SN

0$

T-¢1¢€¢0T-€¢¢ T-T-IN

e T-¢cTTET-0CTIM

CEVECT Ve 2T
€V €€ T € €¢E 11

sybiam ybiy aney spioe oulwe aley

¢-00¢€T-TOCH
¢ ¢ €T1-0¢09
¢v-200T-3

&00TTO

€-€-€e00

6

ozx>»
NI L

#

#% 1/

96 8

$$

N ¥

it %9

S

%
)

) % )

%

66

+

# %

66

)6




J % 6
% # |
# _ )

% $ _
9 # % # _
K(

% 3
#H #
: % %
% I(! % ( %
#1 ((
/ 1% + ,

$4




9 # % # !
K(
¢ C 9
9%$6& 9>6
G 902& G 94& G 9C6
3
# #
%
H
9%! + ( ',
% (
X )
*+ * .
+ .
)
% # _

$C




% I ()

$B

$

+ 5 % o, (#
# &) )

N ( " %

% )

( # % #

I # % # )

Q1( # 95
| # %)
-. ( %

I 5%)

06




