Supplementary Figure 2. Alignment of mMRNA sequences of TSP2 and sTSP2.
Red and green colored letters denote the different exons of TSP2.

Alignment of: TSP2 with sTSP2. Similarity : 3045/5898 (51.63 %)

TSP2 1 AAAAGTGAGTCCCTGCCTTCCCTCTCTCCGTCTGGCTCCTCCCAGGCCTGTCTGGCAGGG 60

sTSP2 1 0

TSP2 61 GCCGGGGTGCAGGAGGAGGAGACGGCATCCAGTACAGAGGGGCTGGACTTGGACCCCTGC 120

sTSP2 1 0

TSP2 121 AGCAGCCCTGCACAGGAGAAGCGGCATATAAAGCCGCGCTGCCCGGGAGCCGCTCGGCCA 180

sTSP2 1 0

TSP2 181 CGTCCACCGGAGCATCCTGCACTGCAGGGCCGGTCTCTCGCTCCAGCAGAGCCTGCGCCT 240

sTSP2 1 0

TSP2 241 TTCTGACTCGGTCCGGAACACTGAAACCAGTCATCACTGCATCTTTTTGGCAAACCAGGA 300

sTSP2 1 0

TSP2 301 GCTCAGCTGCAGGAGGCAGGATGGTCTGGAGGCTGGTCCTGCTGGCTCTGTGGGTGTGGC 360

sTSP2 1 0

TSP2 361 CCAGCACGCAAGCTGGTCACCAGGACAAAGACACGACCTTCGACCTTTTCAGTATCAGCA 420

sTSP2 1 0

TSP2 421 ACATCAACCGCAAGACCATTGGCGCCAAGCAGTTCCGCGGGCCCGACCCCGGCGTGCCGG 480

sTSP2 1 0

TSP2 481 CTTACCGCTTCGTGCGCTTTGACTACATCCCACCGGTGAACGCAGATGACCTCAGCAAGA 540

sTSP2 1 0

TSP2 541 TCACCAAGATCATGCGGCAGAAGGAGGGCTTCTTCCTCACGGCCCAGCTCAAGCAGGACG 600

sTSP2 1 0

TSP2 601 GCAAGTCCAGGGGCACGCTGTTGGCTCTGGAGGGCCCCGGTCTCTCCCAGAGGCAGTTCG 660

sTSP2 1 0

TSP2 661 AGATCGTCTCCAACGGCCCCGCGGACACGCTGGATCTCACCTACTGGATTGACGGCACCC 720

sTSP2 1 0

TSP2 721 GGCATGTGGTCTCCCTGGAGGACGTCGGCCTGGCTGACTCGCAGTGGAAGAACGTCACCG 780

sTSP2 1 0

TSP2 781 TGCAGGTGGCTGGCGAGACCTACAGCTTGCACGTGGGCTGCGACCTCATAGACAGCTTCG 840

sTSP2 1 0

TSP2 841 CTCTGGACGAGCCCTTCTACGAGCACCTGCAGGCGGAAAAGAGCCGGATGTACGTGGCCA 900

sTSP2 1 0

TSP2 901 AAGGCTCTGCCAGAGAGAGTCACTTCAGGGGTTTGCTTCAGAACGTCCACCTAGTGTTTG 960

sTSP2 1 0

TSP2 961 AAAACTCTGTGGAAGATATTCTAAGCAAGAAGGGTTGCCAGCAAGGCCAGGGAGCTGAGA 1020

sTSP2 1 0

TSP2 1021 TCAACGCCATCAGTGAGAACACAGAGACGCTGCGCCTGGGTCCGCATGTCACCACCGAGT 1080

sTSP2 1 0

TSP2 1081 ACGTGGGCCCCAGCTCGGAGAGGAGGCCCGAGGTGTGCGAACGCTCGTGCGAGGAGCTGG 1140

sTSP2 1 0

TSP2 1141 GAAACATGGTCCAGGAGCTCTCGGGGCTCCACGTCCTCGTGAACCAGCTCAGCGAGAACC 1200

sTSP2 1 0

TSP2 1201 TCAAGAGAGTGTCGAATGATAACCAGTTTCTCTGGGAGCTCATTGGTGGCCCTCCTAAGA 1260

sTSP2 1 0

TSP2 1261 CAAGGAACATGTCAGCTTGCTGGCAGGATGGCCGGTTCTTTGCGGAAAATGAAACGTGGG 1320

sTSP2 1 0
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TGGTGGACAGCTGCACCACGTGTACCTGCAAGAAATTTAARACCATTTGCCACCARATCA

CCTGCCCGCCTGCAACCTGCGCCAGTCCATCCTTTGTGGAAGGCGAATGCTGCCCTTCCT

GCCTCCACTCGGTGGACGGTGAGGAGGGCTGGTCTCCGTGGGCAGAGTGGACCCAGTGCT

CCGTGACGTGTGGCTCTGGGACCCAGCAGAGAGGCCGGTCCTGTGACGTCACCAGCAACA

CCTGCTTGGGGCCCTCCATCCAGACACGGGCTTGCAGTCTGAGCAAGTGTGACACCCGCA

TCCGGCAGGACGGCGGCTGGAGCCACTGGTCACCTTGGTCTTCATGCTCTGTGACCTGTG

GAGTTGGCAATATCACACGCATCCGTCTCTGCAACTCCCCAGTGCCCCAGATGGGGGGCA

AGAATTGCAAAGGGAGTGGCCGGGAGACCAAAGCCTGCCAGGGCGCCCCATGCCCAATCG

ATGGCCGCTGGAGCCCCTGGTCCCCGTGGTCGGCCTGCACTGTCACCTGTGCCGGTGGGA

TCCGGGAGCGCACCCGGGTCTGCAACAGCCCTGAGCCTCAGTACGGAGGGAAGGCCTGCG

TGGGGGATGTGCAGGAGCGTCAGATGTGCAACAAGAGGAGCTGCCCCGTGGATGGCTGTT

TATCCAACCCCTGCTTCCCGGGAGCCCAGTGCAGCAGCTTCCCCGATGGGTCCTGGTCAT

GCGGCTCCTGCCCTGTGGGCTTCTTGGGCAATGGCACCCACTGTGAGGACCTGGACGAGT

GTGCCCTGGTCCCCGACATCTGCTTCTCCACCAGCAAGGTGCCTCGCTGTGTCAACACTC

AGCCTGGCTTCCACTGCCTGCCCTGCCCGCCCCGATACAGAGGGAACCAGCCCGTCGGGG

TCGGCCTGGAAGCAGCCAAGACGGAAAAGCAAGTGTGTGAGCCCGAAAACCCATGCAAGG

ACAAGACACACAACTGCCACAAGCACGCGGAGTGCATCTACCTGGGCCACTTCAGCGACC

CCATGTACAAGTGCGAGTGCCAGACAGGCTACGCGGGCGACGGGCTCATCTGCGGGGAGG

ACTCGGACCTGGACGGCTGGCCCAACCTCAATCTGGTCTGCGCCACCAACGCCACCTACC

ACTGCATCAAGGATAACTGCCCCCATCTGCCAAATTCTGGGCAGGAAGACTTTGACAAGG

ACGGGATTGGCGATGCCTGTGATGATGACGATGACAATGACGGTGTGACCGATGAGAAGG

gtgaccgatgagaagg

ACAAGGATGAGGTTGG!

CTATG. GG
I||IIIIIIIIII|||IIIIIIIIII||||||||l|||||||||||||||||||||||||

gactatgacaaggatgaggttgggg

CGTGCACAACCCTGCCCAGATCGACACAGACAACAATG

TTA
IIII|II|II|IIII|II|II|IIII|I||||||||||||||||||||||||||||||||

cgtgcacaaccctgecccagatcgacacagacaacaatg

TGTCTTCAATGAACGAGACA

CGA!
II|II|III|II|IIIIII|II|IIIII||||||||||||||||||||||||||||||||
ga

cgatgtcttcaatgaacgagaca

ATTGTCCCTACGTCTACAACACTGACCAGAGGGACACGGATGGTGACGGTGTGGGGGATC
FELULEELLEEEP DL PP TP LTI
attgtccctacgtctacaacactgaccagagggacacggatggtgacggtgtgggggatce

ACTGTGACAACTGCCCCCTGGTGCACAACCCTGACCAGACCGACGTGGACAATGACCTTG

actgtgacaactgccccctggtgcacaaccctgaccagaccgacgtggacaatgacctt.
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TTGGGGACCAGTGTGACAACAACGAGGACATAGATGACGACGGCCACCAGAACAACCAGG
FEVELLEEETEEE RN LD DL
ttggggaccagtgtgacaacaacgaggacatagatgacgacggccaccagaacaaccagg
ACAACTGCCCCTACATCTCCAACGCCAACCAGGCTGACCATGACAGAGACGGCCAGGGCG
CEVEEPEEETEETEEPL LD TP LTI
acaactgcccctacatctccaacgccaaccaggctgaccatgacagagacggccagggeg
ACGCCTGTGACCCTGATGATGACAACGATGGCGTCCCCGATGACAGGGACAACTGCCGGC
FEVEEPEEEREEL LR TEEE L EPEE L LT
acgcctgtgaccctgatgatgacaacgatggcgtccccgatgacagggacaactgeccgge

GTTCAACCCAGAC

TGT AGACC.
IIIIIIIIIIIIIIIII
C

ttgtgttcaacccagac

ATGTGGACTTGGACGG GATGGACGGGGTGATATTTGTAAA

|
aggaggacttggacggtgatggacggggtgatatttgtaaag

CCTGAAAACAATGCCA

TGTGT
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII\\\\

gtgtcctgaaaacaatgeca

'CCCAAAGGGACCAC!

TGGATCC CACCC
|||||||||||||||||||||||||||||||||||||||||||||||||||||||\\\\

ttggatcccaaagggaccaccce

ARATTGATCCCAACTGGGTCATTCGCCATCAAGGCAAGGAGCTGGTTCAGACAGCCAACT

aaattgatcccaactgggtcattcgccatcaaggcaaggagetggttcagacagecaact
CGGACCCCGGCATCGCTGTAGGTTTTGACGAGTTTGGGTCTGTGGACTTCAGTGGCACAT
FECELEEEEEE LR TP EEEE DT LT LT
cggaccccggcatcgetgtaggttttgacgagtttgggtetgtggacttcagtggcacat
TCTACGTAAACACTGACCGGGACGACGACTATGCCGGCTTCGTCTTTGGTTACCAGTCAA
FEECLEEPTEET T C PP LT EEE LTI
tctacgtaaacactgaccgggacgacgactatgeccggettegtetttggttaccagtcaa
GCAGCCGCTTCTATGTGGTGATGTGGAAGCAGGTGACGCAGACCTACTGGGAGGACCAGC
FEVEELEELTEETEEREELC LT LT E LT LT
gcagccgettctatgtggtgatgtggaagcaggtgacgcagacctactgggaggaccage
CCACGCGGGCCTATGGCTACTCCGGCGTGTCCCTCAAGGTGGTGAACTCCACCACGGGGA
FECELEEETEL TR T L LT DT PP
ccacgcgggectatggctacteeggegtgtecctcaaggtggtgaactecaccacgggga
CGGGCGAGCACCTGAGGAACGCGCTGTGGCACACGGGGAACACGCCGGGGCAGGTGCGAA
FEELEEELTEELEECEEEE T LD L EEE TP LT
cgggcgagcacctgaggaacgcgetgtggcacacggggaacacgeccggggcaggtgegaa
CCTTATGGCACGACCCCAGGAACATTGGCTGGAAGGACTACACGGCCTATAGGTGGCACC
FELEEREELTEEREEEEEEC T PP PP
ccttatggcacgaccccaggaacattggetggaaggactacacggectataggtggecace

TGAAGGAAAACAGGTCA

CA'
|||||||||||||||||||||||||||||||||||||||||||||||||||||||\\\\

gtgcatgaaggaaaacaggtca
TGGCAGACTCAGGACCTATCTATGACCAAACCTACGCTGGCGGGCGGCTGGGTCTATTTG
FECPLEELEEECEEE LT E TP LT T
tggcagactcaggacctatctatgaccaaacctacgectggcgggeggetgggtetatttyg

GATATTTAAA

AGA
|||||||||||||||||||||||||||||||||||||||||||||||||||||||\\\\

gagatatttaaa
CAAGATTTGCTGCATTTCCGGCAATGCCCTGTGCATGCCATGGTCCCTAGACACCTCAGT
FEVCELEECLEECEEELEEEEE LT EE LT
caagatttgctgcatttccggcaatgccctgtgcatgecatggtececctagacacctcagt

TCATTGTGGTCCTTGTGGCTTCTCTCTCTAGCAGCACCTCCTGTCCCTTGACCTTAACTC

ccattgtggtccttgtggettetetetetagecagecacctectgtececttgacettaacte

CAGCAACCCCAAACCCAAGTGCCTTCAGAGGATAAATAT

TGC
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII\\\\

tgccagcaaccccaaacccaagtgecttcagaggataaatat

AACCCACTAGAGGAAACCAGTTTGGTGATATATGA

CT.
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII\\\\
aat

cccactagaggaaaccagtttggtgatatatga

'GGAGTGAAAATTGGGCATGCCATTACATTGCTTTTTCTTGTTTGTTTAAA

ATGT
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII\\\\
gact

ttatgtggagtgaaaattgggcatgccattacattgctttttcttgtttgtttaaa

ACATATAAAATGTAATTACTTATTGTATTTATGTGTATATGGAGTTG

GTTT.
IIIIIIIIIIIILIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII\\\\

acatataaaatgtaattacttattgtatttatgtgtatatggagttg

AAGCCATTATGATAAATTAAGCATGAAAAATATTGCTGAACTA

AT,
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII [T
aal

gccattatgataaattaagcatgaaaaatgttgectgaacta

TTTGGTGCTTAAAGTTGTCACTATTCTTGAATTAGAGTTGCTCTACAATGACACACAA

CT"
FECLDEECT T LT E LT T LT

cttttggtgcttaaagttgtcactattcttgaattagagttgctctacaatgacacacaa

ATCCCATTAAATAAATTATAAACAAGGGTCAATTCAAATTTGAAGTAATGTTTTAGTAAG

atcccattaaataaattataaacaagggtcaattcaaatttgaagtaatgttttagtaag

AACAGGCATAGCAAATGACATAAGCTACCGATTAACTAATCGGAA

AC.
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII\\\\

caggcatagcaaatgacataagctaccgattaactaatcggaa
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CATGTAAAACAGTTACAAAAATAAACGAACTCTCCTCTTGTCCTACAATGAAAGCCCTCA

catgtaaaacagttacaaaaataaacgaactctcctettgtcctacaatgaaagecctca

AAATGGGTGTGACG

CTTGC. CG
|||||||||||||||||||||||||||||||||||||||||||HHHHHHHH\

agtttcatcaaagaacaaacatccttgcaaatgggtgtgacgeg

TTGGCAAAACCTCATTTAAGTAAAAGGTTAGCAGAGCAAAGTGCG

'GGAT
|||||||||||||||||||||||||||||||||||||||||||HHHHHHHH\

gatttggcaaaacctcatttaagtaaaaggttagcagagcaaagtgcg
GTGCTTTAGCTGCTGCTTGTGCCGCTGTGGCGTCGGGGAGGCTCCTGCCTGAGCTTCCTT
FEVCLLEEETEET LT T T LT ]
gtgctttagetgetgettgtgecgetgtggegteggggaggetectgectgagetteett

AAAAGGC!

GCCGG. GCATC
I||||||||||||||||||||||||||||||||||||||||||||||HHHHHH\

aggccggaaaaggcgcatct
TP LT LT
aacgcgtatctaggctttggtaactgcggacaagttgcttttacctgatttgatgataca

CAGTTATAAATATTTTGTTAATATTTATTAAGTGACTATAGAATGC

TTC
I||II||II||||||||||||||||||||||||||||||||||||||HHHHHH\

ttccagttataaatattttgttaatatttattaagtgactatagaatgce

TTAAATAT TAGTAACACATATGTAGTATAAT

TTATT GCC TT
|IIIIIIII||||||||||||||||||||||||||||||||||||||\HHHHHH
aac

ttattttaaatatgcctagtaacacatatgtagtataattt

CTAGAAACAAACATCTAATAAGTATATAATCCTGTGAAAATATGAGGCTTGATAATATTA

ctagaaacaaacatctaataagtatataatcctgtgaaaatatgaggcttgataatatta
PP T
ggttgtcacgatgaagcatgctagaagctgtaacagaatacatagagaataatgaggagt

CTTAAA' TGTTGCCAGCGATTTTAGTTCAATATTTGTTACT

'GGAAC TATATAA' G
|IILI||||||||||||||||||||||||||||||||||||||||||HHHHH\H
ta

gatggaaccttaaatatataatgttgccagcgattttagttcaatatttgttactg

TTAATTCAAACGCTGAAAAGAATCAGCATTTA

TCTT'
I||II|||I||||||||||||||||IIILIIIIIIIIIIIIIIIIII\HHHHHH

taattcaaacgctgaaaagaatcagcattta
FELLL TP LT
gtcttgccaggcacacccaataatcagtcatgtgtaatatgcacaagtttgtttttgttt
R
ttgttttttttgttggttggtttgtttttttgctttaagttgcatgatctttctgcagga
LT LT T T
aatagtcactcatcccactccacataaggggtttagtaagagaagtctgtetgtetgatg

'AGGGGGCAAATCTTTTTCCCCTTTCTGTTAATAGTCATCACATTTCTATGCCAA

GAT.,
I||II||II||||||||||||||||||||||||||||||||||||||HHHHHH\

atggatagggggcaaatctttttcccctttectgttaatagtcatcacatttctatgecaa

I||II||II||||||||||||||||||||||||||||||||||||||HHHHHH\
att

ttgataaaattaattt
T T T T T T
tgttgtttcctttgaggttgategttgtgttgttgttttgotgcactttttactttttty

ATACTTCATTAAATGTAGCGA

GGG.
I||II||II||||||||||||||||||||||||||||||||||||||HHHHHH\

gggatacttcattaaatgtagcga

|TTTT??TT?T?TGCAGGTTTTCTGTTTCTGTGTTGTGGGGTCAACCGTACAATGGTGTG

tgtcaacagcgt

GGAGTGACGATGATGTGAATATTTAGAATGTACCATATTTTTTGTAAATTATTTATGTTT

TTCTAAACAAATTTATCGTATAGGTTGATGAAACGTCATGTGTTTTGCCAAAGACTGTAA

ATATTTATTTATGTGTTCACATGGTCAAAATTTCACCACTGAAACCCTGCACTTAGCTAG

AACCTCATTTTTAAAGATTAACAACAGGAAATAAATTGTAAAAAAGGTTTTCTATACATG

AARAAARAARAAARARRA
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Exons of TSP2 [nucleotide numbering]:

EXON1 : (321 : 372]

EXON2 : [373 : 929]

EXON3 : [930 : 1014]
EXON4 : [1015 : 1211]
EXON5 : [1212 : 1352]
EXON6 : [1353 : 1449]
EXON7 : [1450 : 1620]
EXON8 : [1621 : 1797]
EXON9 : [1798 : 1971]
EXON1O  : [1972 : 2099]
EXON11  : [2100 : 2252]
EXON12  : [2253 : 2471]
EXON13 [2472 : 2579]
EXON14 [2580 : 2739]
EXON15 [2740 : 2858]
EXON16  : [2859 : 3093]
EXON17  : [3094 : 3321]
EXON18  : [3322 : 3593]
EXON19  : [3594 : 3691]
EXON20  : [3692 : 3831]

EXON21  : [3832 : 3839]





