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] Restriction Enyzme Differences
# View On ||Nucleotide Effect from REBASE PSSM Descrintion |Z it
Sequence | Change & Gained in Lost from | Difference [ Prom|[£YBOSILY

- Variant Reference

1]c IT1351G  ||Intron |[Nspl | | 2789 [Homo

| AIfI, BbvI, CviRI,

2 |G T1361C Intron ||[Fnu4HI, NspBII, 4804 Homo
Tsel

3 |G C IT1416A  |F321 ||Apol, TspEl | | 8415 [Homo

4G C |G1449A  |[E43K || Mnll, Tagl || 16894 [Homo

5 ]G C |A1463G  |[K47= ||Alul, Cvill | | 4254 [Homo

B GC C1464T  ||L4gF (2Rl TsoDTIL, 7552 Homo
TspEI

7 G C T1477A  [[152N || |Becl, FokI || 18030 [Homo

8 G C IT1504A  [M61K|[Mboll | | 233 [Homo

9 G C |A1506G 162V |[Becl, Mmel |Dpnl, Mbol || 6814 [Homo

10/G C CI508T  (162= ool Hpy1881 8067 Homo

L Mbol

11G C T1537C  |L72P oall, Bekl 5233 Homo

T nll

12(G C IC1547T  [N75= || | | (8427 [Homo

[ Binl, BsaBI

13|G C A1599G 193V |Faul Dpnl, Mbol 6478 Homo

| Xholl

il o lrvcnre Traes Taeioor aroworr [BsaBI | [ [




I:”L_T O ||\/1UUI 1 ||17J— ||11H¥ 1001, INDPDIL ||H 178]:[1 || || 1191 HllUlllU |
islcc  fcierar Joost | [BsmAl | [2447  Homo |
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No protein homology model was submitted. You may add one using any or all of the fields below.
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Blocks File: f_gmg\ no file selected
Sequence Alignment: fgme_ 7 no file selected
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-OR-

F i1

Reverse PSI-Blast/SIFT for Models _

Genomic Sequence

ttcctcectttggaaagtgaacattggacgttcaataacgggacaggcttataaatcgagcccatcaccctgg 72

M N R S F N K S (0} S L 11
acgggctgaaaagtttcaagcgagcaaa atg aac cgg agt ttt aat aaa tca caa tct ttg 133

R S L N M N A \% E \Y K S K 24
cgt agc ttg aac atg aac gcg gtg gaa gtg aaa agc aag gtgagttgaatgtgcagcga 192

24
aaactattttacgagaatagtttagttgcagagttacacgatgttgtgtttggatgggaacagaaggaattg 264

24
ctaactttggttagcccatgtcagatttatgctatatgaggtactcggatgaatctttgcataattgtgatt 336

24
ttttttcatgtttattgaatcattttcaaatgttttcctectgttgtagattattattttgtaacttctatct 408

24
tctcaagtagaatcaattacgttacagaacagcactgtttttgacgctggaactgtcacatcattgaacagt 480

24
gtttatgtttttttattattattattacttaaaatgtccataaggacattaaattactaaaaggttcaagca 552



24

aatctagttatagcaatggtcaggatgcagcatgtggctttcagatgggatttgttttctgecttgaggttte 624
24

gcgcttectectectgatgttttgtttgtcactcacaacaggtcaggttaggttaaatactgtecttcattaacag 696
24

ctattcgaaaatagcatctaaacaacacaagggcatatttacacatttgacaggatcaaacacgagagctga 768
24

ttcattgggatgtaaagctttgttatggctacacctggcatccagtacatcagcatctttgacccacaaaaa 840
24

tagagcattttaaaaaatgctgacacccccttttaatttggaaatgcaagtgttcagtttcaatatagacac 912
24

gtttttggcatagctatttactgtcatttctgactggtcttctggactattgegtatcatctcatgaccatt 984
24

acattaccgctaaactgctattatggttgctggcaaaatatgcgcatgctcaatgaggttatttttgttaca 1056
24

ttagttgaacccgcacatattggttaaaatgattcattattatgatttcaatatatcaataggtgaacaacc 1128
24

tgaccttataaaaaaaagtacattgaattgccagattgtgttgggaaattatagagacatacttttttaaac 1200
24

ataaagcaaacatgaaggtccattcctgcagtgttggcaaattctattgataccttttcaaaaaaaataaaa 1272
24

ataaaataaaaataaaactattgtaatcactaacaaatcccaaacagtgtccaatatattgttcagctatca 1344
Y G A E F 29

gtaaagtcatgttttgtagcagcatgctgacttgggccattgttttgcag tat gga gca gag ttc 1409

gll] cl[2]

R R F S v D R T K P G K F E E F Y K 47

cgg aga ttt tca gtg gat cga ata aaa ccc ggc aaa ttc gag gaa ttc tac aaa 1463
aF32I[3] aE43K[4] gK47=[5]
L T M T T H R T A N M E v M I G Y A 65

ctc atc atg acc atc cac cgg atc gca aac atg gag gtg atg atc gga tat gca 1517

tL48F([6] aI52N[7] aM61K[8]
gI62v[9]
tI62=[10]



D T H G D L L P I N N D E N F S K A
gac att cat gga gat ctc ctc ccc atc aac aac gat gag aat ttc agc aag gcc
cL72P[11] tN75=[12]

v S T A H P L L R I F I 0 R Q E
gtg tcc acc gca cac ccc ctg ctg cgg atc ttt atc cag aga caa g gtacgagctc
gI93VI[13] t098*[15]
tI95=[14]

actcgcttccttcccacctectttattectcatgacccagttttgecttgtgetgtttttetttgaggtgga

tgttcctgctttatttgaagcattgtctagtgacacgtctctagttgettgatgttgttagatcattttaac

ccaattaattctaccattcacatctggtaaaatgattaatgctagctttgtccaaaaacatcaacttttaaa

atatgtattattactaaaatgcaccgaagtcactcctgcatacacatcagcatacaaggatgcactgtatca

tagtttcagtttcatctgaccccaattataaatcactcagataggggttaaaatcctacagaatgtagtaaa

tactaaaagaacaatcaggcagattcaacccacaatttctgtggttgtgtggtcaggcaaaagtacagggta

aacagcatcacgtgatctgtgattgtacgctgtgattttggagcacagagatacaaacacgcagtctcaaac

gtggcccccgecgcttagectattatgectgtcactgtttecttettattttgtgtgtgtgtgtgtgtgtgtgtg

tgtgtgtgtgtgtgtgtagggtaaagttgtggtcacactgcactttttgccccaaagacttccattcatatg

aatgcgactgactaaaaactcaagttttgcagaagttggtgaactctgacctgcaaaatcgcatcacatgat

tgcatgagaccaatcaaagatcaaaacatgctctctacagaaatttaaaatatggaccaatcaatttttttg

tctaaccatcttatttaatcccaccecctttttacagecgeccatagaacagaattttacgtgctcaaactctag

83
1571

99
1627

99

1699

99
1771

99
1843

99
1915

99
1987

99
2059

99
2131

99
2203

99
2275

99
2347

99
2419

99
2491

99



agtgactacagcatcagttatgaaaaattaaacacgtaatcactttttttgatcaactcacacatttaatat

ttgcttgcttctgttatttggtgcaattatgaaaaactgtacaccagaacatcccttttgggtgaactaagt

gaagatttacaaaataattaatgataaaaaccatgtgatatgattgattgcggctggacttgcgttcttaat

cattaagaattcaatcatattgattcaagcttacaataaatagaccaattttaccgtaccttatctttcttt

tgaaagaatccccccttctacatcatctectecttttecteccgectaccaggggaagttettgagatctace

tgatctcggaccctcttatgtacttattgaccaggtaggagccctgggctcaattatcttcaagettagggt

tctattccgggacagcattccaaaccttctaatagtgtcaagcaatatcttgaagatgtagtttgtgaattg

caggtgtgacaacatctctgtctgtgcacagagaccaactgccagaaacatggctaagttgtacgagcctat

atactgtacaatgttcagtgctatttgaatcttatacaaattagttaaatctgaggtattgtgatctaaatc

taaagcttaccccctttaacctacttggaaaaaaaaatatttaatgaaagcaagtgcatttttacaaagcca

cacacaattaaacatgcttgtatgaattatcttacctttgatgcatggggaaattcttgattgtgaagtaac

tttggtaacaatattccaaaatgccaacagcactggtacataaatgctcttaaattctgtattacctgcatt

ctagttatgtgcaaccttgactatatcaataatttatacatttaatccactttgtattatcacaggtattaa

E v D Y S N F G T S
ccattgtgatttttttatattttgcag aa gag gtt gac tac agc aac ttt ggc acc agc

T L T R K K K A A\ v T L R N D L N R
act ctg acc cgt aaa aaa aag gca gtg gtc act ctt cgc aat gac ctg aac aga

K R P H T R I G M P (0] D F R P \Y S S
aaa cgg ccc cac att cgc att ggc atg cct caa gac ttt cgt cct gtg tcg tcc

2563

99
2635

99
2707

99
2779

99
2851

99
2923

99
2995

99
3067

99
3139

99
3211

99
3283

99
3355

99
3427

109
3486

127
3540

145
3594



att

tat

gtt

att

ggc

aca

gac

tcg

cccC

gtg

gac

cat

gac

aag

ggc

atc

cccC

ttg

ctt

ctg

gaa

cct

gga

aaa

gaa

ttt

gtc

tct

tat

ccg

H
cat

atc

ggt

R
cga

cgt

atc

R v R L Y R
aga gta cgt ctc tac cgg

D G T S v R
gat ggc acc agt gtc cgt

IPB004172B (8.4e-17) IC
F I S R M A4

ttc att tcc cgt atg gta

cct

gga

ggc

ctg

gct

gag

atg

aac

agc

atc

gta

tca

cct

tct

aag

gag

gtc

atc

aat

agc

tct

atc

aat

act

caa

gac

agc

aat

gca

gtg

ggt

cat

gag

gca

cga

cca

cta

aat

ggc

aac

gtt

tca

ggc

agc

tcc

cct

agc

acc

ggc

atc

agc

cgc

gta

tat

aac

cg9

caa

ttt

ctt

agc

gaa

gag

cac

agc

999

agt

atc

tcc

acg

aat

caa

cta

agc

gtg

aac

agt

tac

CcCa

aaa

cag

aga

ggc

cac

cac

aca

aca

ctt

cgc

CcccC

gaa

cga

aca

ccg

acc

cac

aaa

ggc

gga

att

ata

gcc

gat

cca

caa

cca

gta

cccC

atc

ttg

aag

gtg

tca

atc

ctg

tca

acg

tcc

cac

tac

ctc

ctg

acc

acc

ggt

acc

gaa

cg9

acc

act

aat

cac

agc

gca

ttg

gtg

agc

gtt

agt

cgg9

act

gtg

agt

agc

agc

gtc aat gat gaa gtt ctg

gac cag gtg act gac atg

aaa cca gta aac cag cgc

tcg ggt cag tca tcg gat

ccc aca ggt gcc act gcecc

gac gaa gag tca gac atc

tcc aac gcc tca gtg gct

gtg acc cca cct agc cct

tct aca gcc tct ttt cat

ttg agt tac aag ttg cat

agc aat cct gct atg agg

ctg agg act gac ccc cgt

163
3648

181
3702

3.28
199
3756

217
3810

235
3864

253
3918

271
3972

289
4026

307
4080

325
4134

343
4188

361
4242

379
4296

397
4350

415
4404



H S

cat agc ctg gct tta ccc aga ggt ggg gta gag gag gat ggc aca gtc atc act

I *

tta taa tacatgcagacaacatctagccctcccagagactcagtctttcagecctgggaaatcacactcga

L

A L P R G

G A% E E D G T A% I T

ctttgaacctcaccaaacttaaagggttttgtaaaa

Coding Sequence

M N

atg aac cgg agt ttt aat aaa tca caa tct ttg cgt agc ttg aac atg aac gcg

\Y E
gtg gaa

R I
cga ata

R I
cgg atc

L P
ctc ccc

R

\
gtg

K
aaa

A
gca

I
atc

cL72P[11]

ctg ctg

ggc acc

ctg

aac

gtg tcg

cgg

agc

R
aga

tcc

S F N K S

K s K | ¥ G

0 S L R S L N M N A

A E F R R F S A% D

aaa agc aag | tat gga gca gag ttc cgg aga ttt tca gtg gat

P G K F E

ccc ggc aaa ttc gag gaa ttc tac aaa ctc atc atg acc atc cac
aE43K[4] gK47=[5] aI52N[7]
tL48F[6]

N M E \% M
aac atg gag gtg atg

aF32I[3]

E F Y K L I M T I H

I G Y A D I H G D L
atc gga tat gca gac att cat gga gat ctc

aM61K[ 8]

N N D E N
aac aac gat gag aat
tN75=[12]

I F I Q R
atc ttt atc cag aga
gI93V[13]

tI95=[14]

T L T R K
act ctg acc cgt aaa

K R i H I
aaa cgg ccc cac att

I I D \% D
att att gac gtg gac

gI62V[9]
£I62=[10]

F S K A v S T A H i
ttc agc aag gcc gtg tcc acc gca cac ccc

Q E | E v D Y S N F
caa g | aa gag gtt gac tac agc aac ttt
t098+*[15]

K K A \Y \% T L R N D
aaa aag gca gtg gtc act ctt cgc aat gac

R I G M P 0 D F R P
cgc att ggc atg cct caa gac ttt cgt cct

I L P E S H R R v R
atc ctt cct gaa tct cat cga aga gta cgt

433
4458

435
4528

435
4564

18
54

35
105

53
159

71
213

89
267

106
318

124

372

142
426

160
480



L Y R Y G S D K P L G F Y T R D G T 178
ctc tac cgg tat ggc tcg gac aag ccc ctg gga ttt tat atc cgt gat ggc acc 534

IPB004172B (8.4e-17) IC 3.28

S v R v T P H G L E K v P G I F I S 196
agt gtc cgt gtt aca ccc cat ggc ttg gaa aaa gtc ccg ggt atc ttc att tcc 588
R M \Y P G G L A E S T G L L A \Y N D 214
cgt atg gta cct gga ggc ctg gct gaa agc aca ggc ttg ctg gca gtc aat gat 642
E \Y L E \Y N G I E v T G K T L D (0] v 232
gaa gtt ctg gag gtc aat ggc atc gag gtg aca gga aag acc ttg gac cag gtg 696
T D M M T A N S H N L I v T v K P v 250
act gac atg atg atc gca aac agc cac aac ctt att gtg acc gtg aaa cca gta 750
N (0] R N N v v R S S R I S G S S G Q 268
aac cag cgc aac aat gtg gtt cgc agc agt cgc ata tca ggt agc tcg ggt cag 804
S S D S S G S v G Y P A I T \Y P T G 286
tca tcg gat agc agc ggt tca gta ggg tac ccc gcc atc acc gtt ccc aca ggt 858
A T A I S H G Y S P E D L E S D E E 304
gcc act gcc atc tct cat ggc tat agt cca gaa gat ctg gaa agt gac gaa gag 912
S D I v T E S N I K R P S R R S N A 322
tca gac atc gta atc gag agc aac atc aaa cga cca tca cgg cgg tcc aac gcc 966
S v A S N A S R S 0 T Q T T T v T P 340
tca gtg gct tca aat gca tcc cgg tcec cag aca caa acg acc act gtg acc cca 1020
P S P P T R P (0] T R P P S T v S T A 358
cct agc cct cct act cga cct caa acg aga ccg cca tcc act gtg tct aca gcecc 1074
S F H S (0] P S F N G T v H N S L S Y 376
tct ttt cat tct caa cca agc ttt aat ggc acc gta cac aat agt ttg agt tac 1128
K L H K D L T L Q H H P Y H S S N P 394
aag ttg cat aag gac cta acc ctt caa cac cac ccc tac cac agc agc aat cct 1182
A M R E S N G S L H K I L S S L R T 412
gct atg agg gag agc aat ggc agc cta cac aaa atc ctc agc agc ctg agg act 1236
D P R H S L A L P R G G v E E D G T 430

gac ccc cgt cat agc ctg gct tta ccc aga ggt ggg gta gag gag gat ggc aca 1290



\Y T T L * 435
gtc atc act tta taa 1305



