 
[bookmark: _GoBack]Suppl. Material: A compact set of sea star footprint proteins is mediating the adhesion of Asterina gibbosa

Asterina gibbosa genome annotation
BUSCO (Benchmarking Universal Single-Copy Orthologs v.6.0.0, dataset metazoan_odb10) analysis revealed 99.7% complete BUSCOs (94% single copy, 5.7% duplicated, 0.1% fragmented and 0.2% missing). The final structural annotation contained 60,779 gene features, 43,669 mRNA features, 224,209 CDS features, 17,110 tRNA features, and 0 rRNA features. Based on mRNA-parent relationships, 43,669 genes were classified as protein-coding (43,669 protein-coding transcripts). Among protein-coding transcripts, 23,438 (53.67%) had PFAM annotations, 461 (1.06%) had CAZy annotations, and 926 (2.12%) had MEROPS annotations. At gene level, 23,438 genes carried PFAM terms, 461 carried CAZy terms, and 926 carried MEROPS terms. The final annotation included 7,091 unique PFAM accessions, 92 unique CAZy accessions, and 449 unique MEROPS accessions.
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Suppl. Fig. 1: Alignments of beta-tubulin, alpha-tubulin and actin sequences. Region of ISH probes are highlighted in blue, mismatches are highlighted in grey. ISH probes detect all sequences. 

Confirmation of Sfp sequences and manual curating 
To validate Agib-Sfp sequences, several PCR products were subjected to Sanger sequencing. For instance, the Agib-Sfp7 transcript was found to be 1344 bp shorter than the predicted gene sequence (g22446.t1). In contrast, the gene coding for Agib-Sfp9 (g820.t1) was initially predicted too short, missing the correct end. Alignment with the transcriptome sequence (Unigene11005_AG_TF1) revealed the correct sequence end, which was subsequently confirmed through Sanger sequencing (see Suppl. Fig. 2). Similarly, genes coding for Agib-Sfp10 (g1515.t1) and Agib-Sfp13 (g1514.t1) were determined to be 30 bp longer than predicted. The predicted protein sequence of Agib-Sfp12 (g1518.t1) lacked a signal peptide, and Sanger sequencing revealed a different sequence at the 5’ end. However, the corrected sequence did not encode for a start codon, and the precise start of the gene could not be determined. 
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Suppl. Fig. 2: Alignment of Sfp9 protein sequences: protein predicted based on genome sequence g820.t1 and transcriptome sequence Unigene11005_AG_TF1. Correct end is highlighted in red.  
Search for missing A. rubens Sfp homologs in A. gibbosa
[image: ]Suppl. Fig. 3: Protein alignment of the predicted full-length Arub-Sfp7 and Arub-Sfp14 partial sequence. The new genomic analysis of Asterias rubens revealed that the formerly separated partial sequences of Arub-Sfp7 and Arub-Sfp14 are part of one protein, with Arub-Sfp14 being at the end of Arub-Sfp7. 

The A. rubens Sfp6 protein is characterized by a domain of predicted disorder followed by 11 repetitive vWF C domains. BLAST searches against A. gibbosa genome and predicted proteins retrieved no protein with a similar domain architecture. Among the best hits from the BLAST search was g17264.t2 which encodes a large 4361 aa protein with repetitive vWF C domains. The expression of g17264.t2 was restricted to single cells in the connective tissue of the tube foot stem (Suppl. Fig. 4a). The A. rubens Sfp15 protein is 170 aa small and contains one WAP and two antistasin domains. In A. gibbosa the best blast hit was g7833.t1 (99% query coverage, e-value: 1.59x10-37, and 47.2% identity), followed by the sequence encoding for Agib-Sfp8 (82% query coverage, e-value: 4.88x10-25, and 37.1% identity). The sequence g7833.t1 encodes for a much larger protein of 1406 aa, however its expression could not be determined as PCR amplification failed. For the astacin-like Sfp, ISH probes against the two best BLAST hits g14405.t1 (99% query coverage, e-value: 9.37x10-132, and 48% identity) and g12320.t1 (97% query coverage, e-value: 2.89x10-180, and 45% identity) were made. The mRNA of g14405.t1 was expressed in the stem and restricted areas of the adhesive epidermis (Suppl. Fig. 4b) and g12320.t1 showed no detectable expression in tube feet (Suppl. Fig. 4c). 
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Suppl. Fig. 4: ISH pattern of sequences with the highest similarity to A. rubens Sfps in A. gibbosa tube feet. (a) The ISH probe against g17264.t2 (similar to Sfp6) stained single cells in the connective tissue, images show the same tube foot at different focus planes. (b) g14405.t1 ISH probe (similar to astacin-like Sfp) stained the stem and longitudinal regions of the adhesive epidermis. (c) g12320.t1 (similar to astacin-like Sfp) led to no detectable staining in A. gibbosa tube feet. Scale bar 100 µm.

Material and methods: antibody staining of footprints 
Footprints were obtained by placing individual A. gibbosa on clean glass slides. The glass slides were moved through ASW to mimic water currents, forcing the sea stars to attach strongly. After a rinse with distilled water, the footprints were fixed in 4% (w/v) paraformaldehyde PFA in in phosphate-buffered saline (PBS) solution for 1 hour at room temperature. After several washing steps in Tris buffered saline (25 mmol l/L Tris, 125 mmol l/L NaCl, pH 8.0) containing 0.05% (v/v) Tween20 (TBS-T) the footprints were blocked in TBS-T containing 3% (w/v) bovine serum albumin for at least 1 h at 4°C. The antibodies were diluted (1:50 for anti-Agib-Sfp7 and 1:100 for anti-Agib-Sfp8) in blocking solution containing 25 µg/ml biotinylated ConA (Vector Labs) and added to the footprints overnight at 4°C. After several washing steps in TBS-T a goat-anti-rabbit-FITC antibody diluted 1:100 and Streptavidin-Texas red (Vector Labs) diluted 1:500 in blocking solution were applied for 1 hour at room temperature. After several washing steps in TBS-T, the footprints were mounted in Vectashield® (Vector Labs) and analysed with a Leica DM5000 microscope. 

Mass spectrometry analysis
[bookmark: _Hlk225149773][bookmark: _Hlk225149830]Briefly, tryptic peptides were analysed by reverse-phase HPLC-ESI-MS/MS using an Eksigent Ultra Plus 400 nano-LC 2D HPLC system connected to a quadrupole time-of-flight Triple TOF 6000 mass spectrometer (AB Sciex, Condord, ON). After injection peptide mixtures were transferred onto an AB Sciex column 3C18-CL 75µm x 15 cm and eluted at a flow rate of 300 nl/min. MS data acquisition was performed with a Triple TOF 6000 System (AB SCIEX, Condord, ON) fitted with a Nanospray III source (AB SCIEX, Condord, ON) and a pulled quartz tip as the emitter (New Objectives). MS/MS data were searched for protein candidates against all predicted proteins of Asterina gibbosa using the software ProteinPilot 5.0 (Sciex, Singapore). Carbamidomethyl cysteine was set as fixed modification, Iodoacetamide for amino acid substitution and trypsin as digestive enzyme. For all samples candidates with false discovery rates (FDR) above 0.01 were excluded from further analyses. The mass spectrometry proteomic raw data as well as search results have been deposited to the ProteomeXchange Consortium (http://proteomecentral.proteomexchange.org) via the PRIDE partner repository with the dataset identifier (pending). Sequences that were identified with at least three peptides in the individual samples were compiled to form a single set of 34 candidate sequences. 

Protein extraction and Western blotting
Tube feet were rapidly dissected from one sea star and immediately frozen in liquid nitrogen. Freeze-dried tube feet samples were homogenized in 800 µl HEPES lysis buffer (with protease inhibitors (Halt Protease Inhibitor Cocktail, Fisher Scientific). Per sample 7 glass beads were added and homogenization was performed in a Bertin Precellys Evolution homogeniser with the settings 5000 rpm for two times 15 seconds. The homogenised tissue was transferred to a new precooled 1.5 microcentrifuge tube and centrifuged at maximum speed for 10 min at 4°C. Supernatant was transferred to a new tube, with the pellet being discarded. Protein concentration was quantified using the Pierce 660 nm Protein Assay (Thermo Scientific) and BSA standards (Thermo Scientific) and measured on a Nanodrop2000c. Proteins were diluted in 4XLaemmli buffer (Bio-Rad) and 5 µl were loaded onto a Criterion TGX stain-free gel (Bio-Rad). Precision Plus Protein™ All Blue Standard (Bio-Rad) was used as a marker. The gel was run with a Bio-Rad PowerPac using the Tris-glycine program 110 V for 90 min. Semi-dry blotting was performed with a Bio-rad Trans-Blot Turbo system to a PVDF membrane with 25V and 1A for 30 min.
Afterwards the membrane was washed in 1xTBS-T and blocked with 5% milk powder in TBS-T overnight at 4°C. Then the membrane was incubated in 1:5000 diluted antibody in 5% milk powder in TBS-T for 1 hour at RT, followed by several washing steps in 1xTBS-T. Then the membrane was incubated in 1:10000 diluted secondary antibody (mouse-anti-rabbit-HRP) for one hour at RT, followed by several washing steps in 1xTBS-T. For detection, the ECL SelectTM Western Blotting Detection Reagent (GE Healthcare) was used. After incubation for five minutes the membrane was exposed in a ChemiDoc XRS (Bio-Rad) for image capture.
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Suppl. Fig. 5: Western blot analysis of Sfps in A. gibbosa tube feet. Western blots of tube feet protein extracts immunolabelled with polyclonal antibodies raised against peptides of (a) Agib-Sfp7, (b) Agib-Sfp8, and (c) Agib-Sfp9.

Discussion 
Collinearity analysis of Sfps between A. gibbosa and A. rubens 
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Suppl. Fig. 6: Collinearity between Asterias rubens and Asterina gibbosa and gene cluster of Sfp5, Sfp7, and Sfp8. (a) Collinearity between the two species, numerous intrachromosomal rearrangements are present, but interchromosomal rearrangements are absent. (b) Collinearity of Sfps between A. rubens and A. gibbosa. (c) Position and orientation of the coding regions of Sfp5, Sfp7, and Sfp8 resemble each other in the genome of Asterias rubens (NC_047067.1) and Asterina gibbosa (OZ282477).




Conservation and divergence of Sfps between Asterina gibbosa and Asterias rubens
[image: ]
Suppl. Fig. 7: Predicted Sfp protein structures of Asterias rubens and Asterina gibbosa. Schematic protein domain drawings from Asterias rubens modified after8. Asterisks indicate formerly incomplete sequences that were redrawn with the predicted full-length sequences. Sfp14 was formerly described as a separate protein, but based on the full-length predictions is part of Sfp7. Note that Sfp1, Sfp2 and Sfp9 are highly conserved between the two species. Arrows highlight EGF-like domains and arrowheads van Willebrand facture type C domains. 
Abbreviations: A2M, alpha-2-macroglobulin; A2M BRD, alpha-2- macroglobulin bait region domain; A2M rcpt-bd, alpha-2-macroglobulin receptor-binding domain; A2M TED, alpha-macroglobulin-like thioester domain; C8, domain of eight conserved cysteine residues; disorder pred., areas of predicted disorder with no stable secondary structure; D-Gal lectin, D-Galactose binding lectin domain; EGF, epidermal growth factor-like domain; FAMeT, Farnesoic acid O-methyltransferase domain; FA58C, coagulation factor 5/8 type C-terminal domain; LDL, low-density lipoprotein domain; TIL/TILa, trypsin inhibitor-like cysteine-rich domain; vWF C, von Willebrand factor type C domain; vWF D, von Willebrand factor type D domain; WAP, whey acidic protein domain.
Functional insights into Sfps across the two sea star species 
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Suppl. Fig.8: Predicted protein structures of Asterina gibbosa and Asterias rubens Sfp1 fragments. AlphaFold structure predictions of (a) Agib-Sfp1alpha, (b) Arub-Sfp1alpha, (c) Agib-Sfp1beta, (d) Arub-Sfp1beta, (e) Agib-Sfp1gamma, (f) Arub-Sfp1gamma, (g) Agib-Sfp1delta, (h) Arub-Sfp1delta. 


[image: ]
Suppl. Fig. 9: Predicted protein structures of Asterina gibbosa and Asterias rubens Sfp2 fragments. AlphaFold structure predictions of (a) Agib-Sfp2alpha, (b) Arub-Sfp2alpha, (c) Agib-Sfp2beta, (d) Arub-Sfp2beta. 
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Suppl. Fig. 10: Predicted protein structures of Asterina gibbosa and Asterias rubens Sfp9. AlphaFold structure predictions of (a) Agib-Sfp9, (b) Arub-Sfp9.

Sfp5 of both species form long flexible proteins with repetitive hyaline domains (Suppl. Fig. 12), but Agib-Sfp5 is remarkably larger (40 hyaline repeats) than its A. rubens counterpart (13 hyaline repeats). Hyaline repeats are known to mediate cell-adhesion and to be part of the extracellular matrix scaffold33. Likewise, Sfp5 could promote the adhesion to the cells of tube feet and with its negative charge may additionally facilitate interactions with the positively charged surface binding proteins Sfp7 and Sfp8. 
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Suppl. Fig. 11: Predicted protein structures of Asterina gibbosa and Asterias rubens Sfp5. AlphaFold structure predictions of (a) Agib-Sfp5, (b) Arub-Sfp5.

Agib-Sfp13 is notable for its multiple vWF D domains, a feature it shares with Agib-Sfp1 and Agib-Sfp2. Similarly, Agib-Sfp10 contains multiple vWF C domains. Given their domain architecture and predicted protein structure (Suppl. Fig. 13 a-d), Sfp10 and Sfp13 likely contribute to matrix cohesion.
Agib-Sfp12, the largest protein identified in this study, is highly repetitive and contains no annotated functional domains. Protein structure prediction of the full length Agib-Sfp12 failed due to its large size, the prediction of the first 4000 aa revealed β-sheet rich clusters and disordered regions (Suppl. Fig. 13e). Arub-Sfp12 was predicted to have disordered segments, interrupted by some smaller clusters of β-sheet-like regions and one long strand of β-sheet-like repeats, though with only low to intermediate confidence (Suppl. Fig. 13f).
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Suppl. Fig. 12: Predicted protein structures of Asterina gibbosa and Asterias rubens Sfp10, Sfp13 and Sfp12. AlphaFold structure predictions of (a) Agib-Sfp10, (b) Arub-Sfp10, (c) Agib-Sfp13, (d) Arub-Sfp13, (e) Agib-Sfp12, (f) Arub-Sfp12. 


Other proteins detected in the deposited material
In addition to the 10 Agib-Sfps, the deposited material analysed by mass spectrometry analyses yielded 24 further protein sequences. Nine corresponded to ubiquitous cytoskeletal proteins (beta-tubulin, alpha-tubulin, actin), which showed the expected widespread ISH signal across tube foot tissues and are unlikely to be adhesive effectors. Three collagen-like sequences were exclusively expressed in the connective tissue and likely reflect minor damage of tube feet tissue during sampling. Six sequences were annotated as mucin-like; one displayed broad expression, one was expressed in the stem and some cells of the disc, two were restricted to stem epidermal cells, and for the remaining two no expression could be resolved. Proteins mediating attachment and release in sea stars are considered to be solely produced by the adhesive and de-adhesives gland cells of the disc epidermis. Therefore, we consider these proteins unlikely to play primary roles in adhesion or detachment. Nonetheless, non-specific components (like extracellular proteins) can be incorporated into footprints and have been reported alongside adhesive cell secretions in sea stars10,15. 
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	Name
	transcript ID draft genome
	 in situ FW primer name
	  in situ FW primer seq
	in situ RV primer name
	in situ RV primer seq
	length in situ probe
	notes

	Agib-Sfp1
	g23502.t1
	FW2_Sfp1_AG_T7
	CATTTAGGTGACACTATAGAAGATCCTCCAGCCTTTGATGTAGC
	RV2_Sfp1_AG_Sp6
	GGATCCTAATACGACTCACTATAGGTTACGACGAGGGAGAAGAGAGC
	756
	 

	Agib-Sfp2
	g17182.t1
	FW_18890_Sp6
	CATTTAGGTGACACTATAGAAGTTGTCCGAGAAGTAGAGCTTGG
	RV_18890_T7
	GGATCCTAATACGACTCACTATAGGTTGTCTGAGCTGTTGATGATGG
	780
	reverse primer in 3'UTR

	Agib-Sfp5
	g22444.t1
	FW_AG_320_Sp6
	CATTTAGGTGACACTATAGAAGCAAAGGTTGTGTGCCCTATTCC
	RV_AG_320_T7
	GGATCCTAATACGACTCACTATAGGTGGTGGTGTGACGTCTTTAACC
	743
	 

	Agib-Sfp7like
	g22446.t1
	FW_AG_11422
	GTGTGCTTCGCCAATGTGTAT
	RV_AG_11422_T7
	GGATCCTAATACGACTCACTATAGGCCAATTCAAAACCATCTGAACA
	503
	 

	
	
	FW_11575_Sp6
	CATTTAGGTGACACTATAGAAGCGTTGAAGGTTGGAAGGGTTGG
	RV_11575_T7
	GGATCCTAATACGACTCACTATAGGGATACTTTGACGTCACTGCCGC
	802
	

	 
	 
	FW_AG_12267_Sp6
	CATTTAGGTGACACTATAGAAGCTGAGAGGAGGAACGGAAAGG
	RV_AG_12267_T7
	GGATCCTAATACGACTCACTATAGGCTTCAAAACAGCCTCCACTTGC
	760
	 

	Agib-Sfp8like
	g22445.t1
	FW_AG_13168_Sp6
	CATTTAGGTGACACTATAGAAGCTACTGTCTTGTCGACCCATGC
	RV_AG_13168_T7
	GGATCCTAATACGACTCACTATAGGGATTTCACAGCCGTCTTTGTCC
	757
	 

	 
	 
	FW_AG_13167
	GTCGAAAGAGGAGATCCTGTGG
	RV_AG_13167_T7
	GGATCCTAATACGACTCACTATAGGGAAACCATTTGCCTCAGGTAGG
	773
	 

	Agib-Sfp9
	g820.t1 
	FW_362_Sp6
	CATTTAGGTGACACTATAGAAGGGCTCCATTCCAATAGAAGTGC
	RV_362_T7
	GGATCCTAATACGACTCACTATAGGAATGTCGTCACATCGTTTACGC
	719
	

	Agib-Sfp10
	g1515.t1
	FW_AG_CL3687
	GGGATAGCACCACTCAAACCTT
	RV_AG_CL3687_T7
	GGATCCTAATACGACTCACTATAGGGGGATTGTCCTGTAGCTTGAATG
	419
	 

	Agib-Sfp12
	g1518.t1 
	FW_AG_17503
	TTTCTCAGTCACCCTTGACAGC
	RV_AG_17503_T7
	GGATCCTAATACGACTCACTATAGGCAACTCAAAGGTTGTTGCTTCG
	778
	primers bind 21times

	Agib-Sfp13
	g1514.t1
	FW_AG_g1514
	GACCCATTTCTACCCACAGACC
	RV_AG_g1514_T7
	GGATCCTAATACGACTCACTATAGGGCCAATTCTGTACGAGATGACG
	727
	 

	Agib-trypsin Sfp
	g20573.t1
	FW_AG_23632
	TGATCAAATTGAGTTCGTCTGC
	RV_AG_23632_T7
	GGATCCTAATACGACTCACTATAGGAAGGGGTAGCCTTTTTATGAGG
	711
	reverse primer in 3'UTR

	beta-tubulin
	g17281.t1
	FW_AG_CL1338_Sp6
	CATTTAGGTGACACTATAGAAGATCCGTGAAGAGTACCCTGACC
	RV_AG_CL1338_T7
	GGATCCTAATACGACTCACTATAGGCGGTATACCAGTGGAGGAAAGC
	736
	ISH probe detects all

	
	g20790.t1
	
	
	
	
	
	

	
	g17282.t1
	
	
	
	
	
	

	 
	g17279.t1
	
	
	
	
	
	

	alpha-tubulin
	g23384.t1
	FW_AG_g23384
	GGCTTCACATCTCTGTTGATGG
	RV_AG_g23384_T7
	GGATCCTAATACGACTCACTATAGGTCCATACCCTCTCCCACATACC
	800
	 

	alpha-tubulin
	g2072.t1
	FW_AG_293
	AGATTGTGTCCTCCATCACTGC
	RV_AG_293_T7
	GGATCCTAATACGACTCACTATAGGATGTGCGCATGTTTAACTGACC
	790
	ISH probe detects b

	 
	g23379.t1
	
	
	
	
	
	

	actin
	g2207.t1
	FW_actin_AG_Sp6
	CATTTAGGTGACACTATAGAAGAATGTGTGACGACGATGTTGCC
	RV_actin_AG_T7
	GGATCCTAATACGACTCACTATAGGTGTATGTGGTCTCGTGGATGCC
	842
	ISH probe detects all

	 
	g2208.t1
	
	
	
	
	
	

	mucin-like
	g6139.t1
	FW_g6139.t1
	CACCGTCAATGTTGTGGATACC
	RV_g6139.t1_T7
	GGATCCTAATACGACTCACTATAGGCGATGCATTGACAAGAATAGGC
	728
	 

	fibrillin
	g8709.t1
	FW_AG_4326
	GATCATGTCCACTGCTGTCC
	RV_AG_4326_T7
	GGATCCTAATACGACTCACTATAGGCATACGATGTTCGGCTCTGG
	647
	 

	nectin-like
	g13105.t1
	FW_AG_10669
	CCGTTGAAGGTACTCCAAATCC
	RV_AG_10669_T7
	GGATCCTAATACGACTCACTATAGGACAACTCAAATGCGATGTCTGC
	847
	 

	mucin-like
	g2297.t1
	FW_AG_9512_Sp6
	CATTTAGGTGACACTATAGAAGAGAAACAACGCCCACTGAAGC
	RV_AG_9512_T7
	GGATCCTAATACGACTCACTATAGGAATTCCGTGTACGAGGAGAACG
	717
	 

	peptidase
	g13062.t1
	FW_AG_9476
	AAGCTAGCCATGAAGTTTCTCG
	RV_AG_9476_T7
	GGATCCTAATACGACTCACTATAGGCATACTGTTGACCATGCTGTCC
	750
	 

	vitellogenin
	g18251.t1
	FW_AG_11908
	GTGACCACCAATGACTCAAACC
	RV_AG_11908_T7
	GGATCCTAATACGACTCACTATAGGTGCTCCATACCGTTGTACTTGG
	794
	 

	mucin-like
	g8301.t1
	FW_AG_5870
	GGAAGCCTCGACTACAGAAGC
	RV_AG_5870_T7
	GGATCCTAATACGACTCACTATAGGAGATTTGAGAGCCATTCTCTGC
	752
	 

	mucin-like
	g13556.t1
	FW_AG_g13556.t1
	CGAGGATTACCCCTGTAAGTGC
	RV_AG_g13556.t1_T7
	GGATCCTAATACGACTCACTATAGGAGGAGTGTGGTTGTCTGTGACG
	745
	 

	collagen-like
	g21878.t1
	FW_AG_g21878
	GCAATGAGAAGCAGTGTGAAGC
	RV_AG_g21878_T7
	GGATCCTAATACGACTCACTATAGGCAGATGTAGCCGTACTCGTTGC
	743
	 

	collagen-like
	g21876.t1
	FW_AG_g21876
	GCTGTAGTCAAGGAGGGTGTCC
	RV_AG_g21876_T7
	GGATCCTAATACGACTCACTATAGGGCGTTCTCCTTTCATGAACTCC
	762
	 

	collagen-like
	g21882.t1
	FW_AG_CL4179
	CATGGACAACAAGGAGATCAGC
	RV_AG_CL4179_T7
	GGATCCTAATACGACTCACTATAGGACACAAGTCTATGCGGTTGAGG
	701
	 

	lectin-like
	g12992.t1
	FW_AG_CL1413
	TTTGGCTTTTGACTCAGATTGG
	RV_AG_CL1413_T7
	GGATCCTAATACGACTCACTATAGGAGGTTCGTAAACGTTCCAGTCC
	779
	 

	peroxidase-like
	g19869.t1
	FW_AG_29402
	CCAGATTGTACAAGACGGATGG
	RV_AG_29402_T7
	GGATCCTAATACGACTCACTATAGGGCATGATTTGCGACTGTTATCC
	761
	 

	mucin-like
	g2294.t1
	FW_AG_g2294
	TATCCCACTGCCTCGTCCTTAT
	RV_AG_g2294_T7
	GGATCCTAATACGACTCACTATAGGCGCACAACTTGGTGTAGTCCTC
	792
	 

	mucin-like
	g13555.t1
	FW_AG_g13555.t1
	ACTCAAAGTGTGCGTCATCACC
	RV_AG_g13555.t1
	GGATCCTAATACGACTCACTATAGGTTCCATCCTCTCCACAGATAAGC
	710
	 

	 
	g17264.t2
	FW_g17264
	GGCAACCAGAAGTACAAACACG
	RV_g17264_T7
	GGATCCTAATACGACTCACTATAGGTGGTACTCATCGCCATTGTAGG
	749
	 

	 
	g7833.t1
	FW_g7833.t1
	CTGTTGTCAACGAGGAGAGTGC
	RV_g7833.t1
	GGATCCTAATACGACTCACTATAGGCATCAATGTTAGTGGCGAAACC
	750
	no amplicon

	 
	g12320.t1
	FW_g12320.t1
	GTCTGAATGAGGTGACCAAACG
	RV_g12320.t1_T7
	GGATCCTAATACGACTCACTATAGGGGATATCCTGGCGAATAGATGG
	715
	 

	 
	g14405.t1
	FW_AG_g14405.t1
	CTTCATGATGCGAGAGGTGACG
	RV_AG_g14405.t1
	GGATCCTAATACGACTCACTATAGGGATTCCCGATTCCTCAGTGTGC
	799
	 



Suppl. Table 1: PCR primers used to make ISH probes. 



	Name
	transcript ID draft genome
	transcript ID tubefoot-specific transcriptome
	FW primer name
	FW primer seq
	RV primer name
	RV primer seq
	length PCR
	notes

	Agib-Sfp5
	g22444.t1
	Unigene320_AG_TF1 
	FW_AG_320_Sp6
	CATTTAGGTGACACTATAGAAGCAAAGGTTGTGTGCCCTATTCC
	RV_AG_320_T7
	GGATCCTAATACGACTCACTATAGGTGGTGGTGTGACGTCTTTAACC
	743
	 

	Agib-Sfp7
	g22446.t1
	Unigene11422_AG_TF1 
	FW_11575_Sp6
	CATTTAGGTGACACTATAGAAGCGTTGAAGGTTGGAAGGGTTGG
	RV_11575_T7
	GGATCCTAATACGACTCACTATAGGGATACTTTGACGTCACTGCCGC
	802
	The g22446.t1 sequence was predicted 1344 bp too long, transcriptome data plus sanger sequencing confirm shorter version. 

	
	
	
	FW_AG_12267_Sp6
	CATTTAGGTGACACTATAGAAGCTGAGAGGAGGAACGGAAAGG
	RV_AG_12267_T7
	GGATCCTAATACGACTCACTATAGGCTTCAAAACAGCCTCCACTTGC
	758
	

	Agib-Sfp8
	g22445.t1
	Unigene13168_AG_TF1
	FW_AG_13168
	CTACTGTCTTGTCGACCCATGC
	RV3_g22445
	CGGTAGTAGAGTTTGGATTGCC
	1803
	

	 
	 
	Unigene13167_AG_TF1_120
	FW_AG_13167
	GTCGAAAGAGGAGATCCTGTGG
	RV_AG_13167_T7
	GGATCCTAATACGACTCACTATAGGGAAACCATTTGCCTCAGGTAGG
	773
	 

	Agib-Sfp9
	g820.t1 
	Unigene11005_AG_TF1
	FW_AG_11005
	CTCACCTACACCCGAGCTTACG
	RV_AG_11005
	TGTTGGTTGGTGATTGCAGAGC
	896
	The g820.t1 sequence was predicted too short, Unigene11005 encodes for the end. The end of Agib-Spf9 was confirmed with PCR and sanger sequencing.

	Agib-Sfp10
	g1515.t1
	CL3687.Contig1_AG_TF1
	FW_AG_g1515
	GACGATGGAACTGGACGAATGC
	RV_AG_g1515
	GCAAACAGGGCACGGTATTCAA
	1677
	Sanger sequencing revealed that sequence is 30 bp longer.

	
	
	
	FW_AG_CL3687
	GGGATAGCACCACTCAAACCTT
	RV_AG_CL3687_T7
	GGATCCTAATACGACTCACTATAGGGGGATTGTCCTGTAGCTTGAATG
	419
	

	Agib-Sfp12
	g1518.t1 
	Unigene17503_AG_TF1 
	FW3_AG_g1518
	ATGGCTTCAAGGGAACAGCC
	RV_AG_g1518
	TTCACCACCAGTTACACTTCGG
	 
	Sanger sequencing revealed different start than predicted in g1518.t1, start codon still missing.

	
	
	
	FW4_AG_g1518
	ACGACTGCAATCTTGCCCTC
	RV_AG_g1518
	TTCACCACCAGTTACACTTCGG
	
	

	
	
	
	FW4_AG_g1518
	ACGACTGCAATCTTGCCCTC
	RV_AG_17503_T7
	GGATCCTAATACGACTCACTATAGGCAACTCAAAGGTTGTTGCTTCG
	
	

	
	
	
	FW3_AG_g1518
	ATGGCTTCAAGGGAACAGCC
	RV_AG_17503_T7
	GGATCCTAATACGACTCACTATAGGCAACTCAAAGGTTGTTGCTTCG
	
	

	Agib-Sfp13
	g1514.t1
	 -
	FW_AG_g1514
	GACCCATTTCTACCCACAGACC
	RV_AG_g1514_T7
	GGATCCTAATACGACTCACTATAGGGCCAATTCTGTACGAGATGACG
	727
	Sanger sequencing revealed that sequence is 30 bp longer.

	 
	 
	 
	FW2_AG_g1514
	CCAACTGTGTCTTAAGCTGCGG
	RV2_AG_g1514
	TTGCAGTTGTATTCACCGTCGC
	1978
	




Suppl. Table 2: Primers used for PCR and Sanger sequencing. 



	Protein name
	aa
	MW (KDa) 
	 pI
	Amino acid %
	N-glyco
	O-glyco

	
	
	
	
	Acidic
	Basic
	Hydrophobic (aromatic) 
	 Hydrophobic  (aliphatic) 
	Others 
	
	

	
	
	
	
	D
	E
	R
	K
	H
	F
	Y
	W
	V
	L
	I
	P
	M
	C
	Q
	N
	S
	T
	G
	A
	
	

	Agib-Sfp1
	3857
	428
	5,09
	7,7
	6,5
	5,3
	5,3
	2,0
	4,5
	3,8
	1,5
	7,0
	4,9
	5,4
	4,8
	2,0
	5,4
	3,2
	4,5
	6,5
	5,5
	8,2
	6,1
	1
	66

	Agib-Sfp2
	3766
	414
	5,36
	6,6
	6,9
	4,9
	5,7
	2,3
	3,5
	3,6
	1,0
	6,5
	5,9
	4,5
	5,8
	2,0
	5,6
	4,1
	4,7
	6,9
	6,2
	8,4
	5,9
	4
	114

	Agib-Sfp5
	3778
	398
	3,98
	10,3
	5,6
	1,5
	4,4
	0,2
	3,8
	2,1
	0,2
	8,8
	2,6
	4,6
	8,8
	1,5
	5,1
	2,3
	5,3
	8,1
	12,5
	5,3
	7,0
	9
	300

	Agib-Sfp7
	2210
	238
	9,95
	3,7
	6,5
	7,1
	15,9
	0,5
	2,7
	1,7
	1,0
	5,4
	3,3
	3,8
	6,9
	0,8
	4,8
	2,4
	3,1
	10,9
	3,9
	12,6
	3,0
	1
	200

	Agib-Sfp8
	2512
	175
	9,97
	3,9
	6,3
	6,3
	16,6
	1,0
	3,0
	1,5
	0,6
	4,2
	3,5
	3,2
	7,8
	0,7
	4,4
	2,4
	6,5
	13,7
	2,6
	8,0
	3,7
	21
	304

	Agib-Sfp9
	1572
	172
	5,01
	6,3
	7,5
	4,5
	4,9
	2,5
	4,2
	4,0
	0,9
	8,8
	6,7
	6,4
	6,6
	3,4
	1,6
	3,8
	3,6
	6,9
	4,9
	6,6
	5,9
	3
	2

	Agib-Sfp10
	1321
	145
	4,46
	7,2
	9,2
	4,3
	4,1
	1,5
	2,6
	2,0
	0,5
	5,4
	6,6
	3,7
	6,1
	1,7
	8,5
	3,6
	3,6
	7,3
	12,5
	6,5
	3,0
	7
	156

	Agib-Sfp12
	19079
	2055
	4,34
	5,9
	8,7
	4,8
	2,5
	0,4
	2,3
	1,5
	0,1
	6,7
	9,6
	4,5
	6,8
	1,1
	1,2
	4,8
	2,1
	9,5
	16,4
	5,8
	5,2
	8
	> 1000

	Agib-Sfp13
	1926
	205
	4,81
	6,7
	7,8
	4,9
	4,2
	2,2
	3,4
	2,5
	0,9
	6,8
	3,7
	7,1
	4,7
	1,6
	8,5
	4,0
	2,9
	6,3
	8,1
	8,0
	5,7
	2
	98

	trypsin-like Sfp
	261
	254
	8,76
	3,7
	1,2
	2,8
	4,1
	2,4
	1,6
	4,5
	2,4
	8,1
	5,3
	5,3
	2,8
	0,8
	3,3
	1,6
	6,1
	19,5
	4,1
	12,6
	7,7
	1
	1




Suppl. Table 3: Protein parameters, including molecular weight (MW), predicted isoelectric point (pI), amino acids with color coding indicating lower (blue) or higher (red) amino acid percentages compared to a generic reference set, and predicted N- and O-glycosylation sites.  




List of Agib-Sfp protein sequences 
>Agib-Sfp1 (g23502.t1)
MKATGFVALLVVCFLRDAVCSDVPCSCADVKARGSSDSGDYDIDPGNGVISVYCDMSGRDPITIVHHDHEFENREDRRVDNCEEPGSFSARIGYKAAIERVIALADLSDYCEQYISYIAHGSVLRWKPEKQAYGWWEDRWGFKMMNWGGAPSGTDGCGCSVSPGGCKEGWRCNADCNIHDDIEDAGFLRDKSHLPVATLRFGDTGTLDDDEYGFYELGPLRCTGGPVQREIEIPIFETNTEYRYRYTLPALDAGDCRVEFEVNANNDVFLGFSETEGEQSNLIELNMGGWGNSKTVFRQCKQCTPQASWRENGVVTWGERRGFWVDWSDGCFRLGRSGKSHSLSWCPPRVKNWKYVAFTTGYGSSGQFKFNSFYSKVQYTCEHDTAFINCGSNYINILDANYGRSRGDICPDGPITSTECISITSRSIIGKLCHGEHDCRVEVNNGVFGDTCSGTYKYLKVKYQCVPQREEKYFIPEACLEHKCNPRGGECIPVSSSEYRCACKSAFHGEFCEHEYALCRAWGDPHYTQFNGRNFNYQGKCKYILAQPCVEEADRTFKIVGVNVAPDWNKKVSFNRQLEVQIGGVEISLLQKKQVVINNNINNVPCSVGEDVSIDFDGKYVVVSSEKYGMKVMWDGCQVYKIFVDRDLYGENMCGLCGGLKVTEKGVFIMRNGTETSKINHFGDSWTANPFECASCDDCVDLDYCNTDDGLMQNVKDACEPIRDPNGVFAVGHEQFDPQEMYRTCIYDLCSRKSFNDEIRCDMLTEYANRILVENRLRYFQTGNAIIHWRAQLACPIECPTGSIYTICASACQPTCFQRMAPTSCSSNCVEGCEAAPSYVMENGVPIPEWKCGCRYGDLYYNVEQQWLNHDCTLSCICEAGGQTKCHEVKCAEHAMCGSMNQVHGCHCEANYIGEGTSRCLPICPSNMGNEIKLRAFVDEGQHAIIDFSRPIACEGYIRGFTIKRNADSMEPVTLIVWRPHTNEEGKFLIVGSARLNIADDSVDLCQCDSSKIPVRAGDYIGFISSGGTVYYDDENDPEAGEVYVADYFDSTEPMTEVQFAPLGKRTYSINVVLESSEGKHVEAFMFNSYLGVQSRTIPDSAMTASSSHGKYEAHQGRLDNSKYGACSWTAGSADKDQWLQVDLGQETLVIGVVSQGHCGIADKDGSPMGCVKQFHVQYSSDGQTFEYVTDDHGEADIFESRCRCQKHIKNFFRSALMTRFIRVEPVLWKNAISMRVDFIGRDIEVDEPDVAGTDAPVDEAEVDMAVVLKGRPFKRCGFLKGIKYRPFNAESFTVAVVRQIKDSEDTFELIGSTYVTTSGKDRLQRFEVAEENDRIPVKKGDYLCLIFPKAVIGYSASDDPKDVVLTASLGFDEYKAITMNGQINFPNKDGRKYSGVRPIFQVATTKTIPPVMSTGSLGVEEGQVKDEQITASSFCDAHSKAERARLGLKDQQGMTGGWCGRELDQSAFIQVDFKKVRRCGGVVTQGLSSATRFWFVRLYIVQCSLDLTAWEDILDDDGNIMMFDGNSDQDTEKPNFFAEVKNCRALRIRPMVWSGPYPALRFDILGLPDIVSTEPKVGFSCRHRDYRGSGGFTFVMPAKKFDSDGFVTGVRFMAVRRGSFRVIIFRPVDEATMTYKVVGKRHIKVKKADVEVVVNFKRGKKNRKRKKWISVKEGDMLGLSFTRSVLYKSKEGADLTDVVFSRNIDIPKFRKLRCGRVITFNGVAPRSYSVVALFKAKDPSECAPPVDAYKSLGVENGQFPVDSISVSSFHETDNPDQDFGPSSSRLNYVGIHDGAWASAASDTEPWIQVDTGAQSVFTGLITQGRHSLINWWTTKYRVAYSDDGDDWKDVKDCNGRTEFDANKDSDTPVTRFFGSAVSGRYLRIIIVAAMDRPALRFEVLGEFETAATEYGPSCIMREFIDSKNYILLAAGSSFESDGYVTEWRYFPKSDKPFKAGVWRPDPDDPTRYKHIGSSDIPGQTPNELATYRLDSMARIPFRKGDVYGWSFGEPVICYDEGEESVELLYSGNGGNLEPTPVGQYRKFVSSGKQAYSIGASVQIVSTGTVPALACMNGLGMDDDTIPDKSIETSSVLGLAYGNSQSRLNAEATATLKGCWAPAQNKKDEYVQVDLGKPTVVTGVSIQGCNGEERWVTKFKVELSMDKKNWKEARNKQGGTIFYGNSDSDSVVQVFFKKEVKARLFRISVEEWKKDIGLRFDILGCPAACETEWGCKPLVRRWQYSMCDKTFVVNTQHPLTCNSYIKGWRMIPRNKAPVTFYVLKPINLKRGKFKVVGKTFVPRRKKLQKGEVYEILLEPKDWIEARSGHMIGFTSRYRSPIHRDKKAHDRSKHMMTRNKKIKGYKRLDIGDKFHMRNHRHRKAAFSFTAILTQEGMGGGKEVPPVACVGGIGMENGAIPDESILVTSSMDPLNNGGAAARLLGDNAWIASPDDPTPYIQINFGYRAKVTGISTQGDPTIDSWVTSYSVEYSDSCHYLTKEPQNFQWVKFTNTLKDIFAGNSDQNTVETRFFKEVIEAQVVRVWPLDFHNHAAMRLDFLGCSDEDPCSPNPCKNGAICRKTQASFGYTCICPVEWGGKNCDIKAHKCCAYGDPHYCNFEGKKFNFQGHCEYILARTLTTTTLEHFTITADNVKSQRRPSVSTTKEVYVKIGDKKFDFKRNRAVYVNGELITCPYEIDGVTVSDGGNKRVILRTDFGLTVSWDGRSKVDIFLTEDYMNQVEGLCGNYNGDNSDDFILRSTGELTTDREQFGESWGADPTCEKCTDCQETDICRLTERLEEAQDACKLLNNRNGPFTMCIAAIKPVDYFENCLYDFCALYPTQDNLCEDIQKYADECIDAGLQVGNWRRRGFCYVECPVNMVFSQIGTMCPDTCGDMDASKDCTGQAGPMCVCMPGLYLEDGNRCVEDAQCGCTYQGVYHKNGLRFMADDCSEICTCNADHEAECEEVTCNAHATCQVEDGVRGCYCNDGWSGDGMETCEEILEPADVVVCEDDTLTIDCSASGELIDILTAIYSTEPRAECPNTADNAESEEFRYAKAIIRDRCHKHASCTVPVSSLVFGNFGENAPKSLYVRYQCREVVPDSICHPDVELISCQGSDLEIQCGDEKIDIISANFGRRQGDHMCSTDDNEVLTQDCFAPSALNKMVEACHLSPMCTINTIPETFGSDPCPNTNKYLRIHYQCNPSPDPRELEEDKCEPNPCVNGVCEAISIEPKYNCKCNPGFTGQHCDIGTATCKAHGDPHYITFDGKIYSYMGHCKYTLVKNADGDVPDFEVVVYNQAARRNPAMSSTVHVQFNYVGKEVHMYYLGKTFINGIQIEGMDTPEMKISVNYPDVVIETQIGVTLRWDGKYMIEVDVTGEYYGHTEGLCGTYNGNPEDDFLTPFGETLDPLVDGNIDVFGDSWLIPDPAITSCDKCEDCDRLEPCSDAAVKDAAQEICNNILSDSGPFQSCHDTVPPIEYFKNCVVDRCTMPDGLAHCDDYQAYAEACRDAGIIINWRRQDFCFIDCLAKNMVYSPVSPACPATCANPMASSTCNRADREDCVCPSGMIKEGETCIDEEKCGCVDQETGFYYRQGETFMTPDCSRVCSCAAAHDLQCVQFQCPPHEVCGTRDASPACICDEGYFRDTDSNTCEAIPVPQVLLRSQKELECTTITCGKGFIDVLDANFGPRVDEVCLEGDAPTDCNAAESRAIMRNLCQGRGTCQLDPTTVQAFGEPCFGALNYIFVNFACTHKPIAHGEPRSLPFELRVCQDSSLYLACREEEAISIKSVFFGRRANDGYCLDDGSAAPAEEYSDDTAMNRALELCAAQSSSCILRGNDFGDPCKTTKEYLEVSYSCVPKVDGE*
>Agib-Sfp2 (g17182.t1)
MARMKPSGWLALLAMLVAVTRTAASVNMQTKYACEGEILRLDCGDEYIKMWSALYGRANPTICQDDVMAPLSHACRADKSNFETLRHCDGNHTCEIQAENSVFGDVCGSIKKYLQVEFYCRTEKSSECNPRVAPEYKTKYACDNTDLVLECPNPGEVIKILDANYGRQGSNVNCTYRPGIDDVFCDDGTGESFEHVCLECRGKTECTVPVSPQEFKDRCVNTNKYLSVQYVCISTEEEEEEEEEEDERDTPMGSEIGTTQRPERPRPRPERGTTPAPKGPTFIFLPKPGQAASGSIGSASGPSSSKTFTWNGGFAAPQPGSGNAGGSIGTDTEEETPKFFTFPKPGQGKNVIQGSIGESQADGSEGSFTWGGEPFKGFTSLFAPVGAAPGSTEMVMKIIVKTDSNGQKYFTWQSQPTGATPGDNEYLMKIDLTKLSQYTQQFTFAQLIKEFNRGITFYNMYNKPSDVSSPFQFSIGNGLTAFFPSVFQLITEVDATTGKTITAPSSSSSSFQVVLDGGNRQIIEYLMSFTNMNQELRSELLDHNLRIPLRYYDDKTKKIEDIKIPFFINYNGLKELLSTIFNAMPKPTSQFGLKFQVVGEDGRSEMVTLPFTIIEYQGKKMLFLTLSTCAAYKLYGFVDDKEYLIDPDGINKGEQPFVVNCNMEKGETIIDHNREESTVASYPAGQSRLNIDVTYKGASAAQLAALKTVSETCEQELSHECVKTSAHFVGGDAKIWWQSFDGKKRENWGGVETDVKKCHCGTTDTCVIKGSLCNCDNAEGTSDWGAVTDKDTLPVSRVVFEKPAAAQGQDKLKVGALKCSGDQSSNTLKFFITLMQMLARGTGGKVLRTCDEYKNVGYELDGVYLIDPDGKGGETPFTVVCNMEKQEHGVTIVHHQVSNQRTIVSNFKEPGSYSKDIMYGATLRQIENLKQVSGVCEQSVTYECQGSAFRVGGVQYHWWMSFDNEKINPTCLENSNCNCDKNDNVLRKDVDVLKDKDKLPVMQLRFGDTGSNNEFGYYTLGPLRCWDNSGKDVATRADLSSCDAIKKADPAARSGNYYIKVNNILERFLVYCDMSGSDGITLVYPDSVRTLEIDGFYEEPGTWARSIRYGPSDRQLQALTTLSASCKQFISHGCHGSLHHDDETGKMYTWWQSRTGAKMTYWGDTKEGCQCFADKSCQGANKKCNCDVNSQSLTSDEGFLTDKSVLPVSGIRSGDVSDNNGWEYGTARLGPLMCQGAPGGRELDSEPDCEAIITEAGGQFREMAEEQAFADFDFSVKTAGVAILKLAVYSGPDSDYYQIEIEPGSNVNFYHCNHNARGEDCKDKQTQSFTSAPPSTAGESKERKFILKFAVSTLELTEGGETLTFQDKRQPMAVKFFAYKTEGDDGHWLFDSVCTGAVQVICVGMGKLSCTPPLKPYIVKALYGRTEKDVCKIENDPTDYPDCQIDVTQNLRKKHLQNFCINQGSSCLFHASDNSYLAALLQEGCRPKQGYLHLVYSCRKELPEERNLGPCSSNPCQHGGTCTESEDEASYSCLCHPKFSGDNCETEMVTCSALGDPHYKNFAGHRFDFQGNCMYVIARDCNKEFEVLVVNQSPQFNPAVSSTAEVIVLINNIKIHLKRDNEILVDNERIDLLPLVEDNFSIKDRLAHVEVHVPEYSLTVTWNRNDIAKVILPKNDGSRDICGLCGHTRAFQPIGSYKMSTGTIVTDPVIFGNSWQVDTESCVANTDPRNANQLSQTISSGKLEIAQRYCKAISTAEVTQCPNTAATADAVKQACEFDHASGLAEKACNIIKDFQEDCVEEGGSVPQGIIQCGAACASHLSPVECVTPCGTCMAFRLLIGNCNEPCIAGCSCADGKYDDGDACVEEDKCGCAHEGRYYKLGSTFLDDTCTEECTCLPDNVVECGPPSNKLCPVHQTEMHTMCMLNDGVYECVCINGYEPNADKTACQAMQLNDMVFPSGRRRRRRDISEDECNVDLGMASGRIADNEISSSSSKNRKSLAYHARPNLAGWTAKRRDTEQWLMVDIIIPTEITGVRTLGDRHRIGTRYKQAWVGVYKVEVKLDSTDPWIAVTDSSRREQFYGNTDANTPVTNMFSEPVRARFIRIRPVSFYGEISMRLEVIGCKQQCDAEIGSFPVIRHISSDNWFVVNTGEPITCAGHVTAWKVIHAREEPLEAWVLRPLKHIPDGFMLIGNTHIPSGPVDKEVEYELLGDQRISVRSGDVVGFLYERNPLYSSEEGEETTDYKWLHIRDISNYETMKPGSSLRFSAGDGKRAFSAVAVLQQSNGVPVPPVLCAGEMGLSMDKMLIPDEAFTASSHVKGHKPIRARLNTLYSHRGMKSGWTPRRRDRKPYLQVDLGTQQHLSGIITQGRHSKADLETFKKGNRRQRRRMRRRKRRARRRHAWVTAYFVKYSLDCEHWEYIKSPDGLRKRFEGNVNPSSPKTNYLDVPVTAKCIRIYPKKQRGAKIGLRLELLGCSADPCTSNPCEQGGTCKQASGLNPDGYVCQCPEGWTGPRCDMVEGMCRSAGDSHYHTFDGRHYYFPGECTYTLAKDCRNSDEPTFDILTNNDAGGREIYIYTNNMMFEFKQEGVVHVDGEACKLPVKRSGVSVVHNAYTGVLLQTTYGLTVEWDGHHRVVVNLPATYAGGVCGLCGDFNGNEDDDIPQDVSEMQFGETFAPEPENCAVCEKCMLDKPYDRNPSKQIEAQEACRPIKDPLGPFARCHGVVSPEETYDDCLQDVSDSDSLSSIPRCTQFAEYADMCAVNGVVITSWRKKNMCGITCPAGMIYTHCGSACPATCGDPHAPNTCTKPCEETCQCPEGLLKEGDKLCVPPSECGCTDNGCYFERFTTFYRFGCTERGLCGLKGEVTYGKSQCGQDATCGSKDGAYGCFCNDGFSGNGHQCTNVQDDKALLTCESEVLNIDCGSGQFIDIVEAVYGRIEDFEKCPTEKQPKGECKSQSAMSVLIAKCQGKENCRLEVSSEVFGDPCYGVNKYLEVDFECTATPKPKTVSGEVMKRVCQGDSMEIDCGNLLIEVTDAVYGRVTDGQVCPGGHIESVDCMAPTSLAVIQQLCHGETKCTGLQAASHLFGGNPCGRTFKYLEVKYRCSSEVVPKANLPASPCAENPCLHGGQCVTVGTSRGYKCTCPHDWTGPNCEFEEVSCRASGVSHIMDFNEQDFEFLGDSEYDLAKSCLENEHDFRIIIKKARMPTENSVSTIEAVHVHYDGKEIELKQEYKVLMDGKKVSDTMNLNYGKIQLCRVGNYLLLKTDFEMIVAWDCLHRVQVRMPDNVARQTCGLCGTYHGLGNENEGFIDRDGNKVEDINAFGSSWRVASDAPAFVHTNLITTHACTMWSSRAHDAANLCAELKNERGVFRSCFAKVNPDTYYRNCMYDMCATLPSQELVCQAMAEYADICLDEGIVIDNWRSAFRDGQCEMACPKGQVYSACVQSCPNSCGDPHAGKEPLDRCYEGCTCRESGHLQDGDQCLTSDNCGCQRLGIYYQPEERVVNDQCTGQYVCLPGGGWDENPLTCDANAHCGVVDHRQGCVCNDNYAGSGKQCFDAKLVTAKSASQGESLHIDCGDDYVDIISADYSYVDPSSAGATTDSDCRASNVMDVLANHISQDGKVLEAKASAYHFGDTCQQTGNVLTVRYLCSVRPIVREVELGKVVHMRGCQEREISLKCKKGSRIRIMKAEYGRQTGSEVCQSAYNQHIMTTSCRASTKRVEKRVRRRCDNREECRIQIKKRKLRVNPCKETPKYLDVTYKCEDYEPN*
>Agib-Sfp5 (g22444.t1)
MALFGAVDLEGLRDFACHKPGRPLDPKMANLLPWILALSFASLSYSEANDLSCSYRDTDGSGDFTFDDLEITDPEFTIAFKVLANSDVNIILSPLKKEDPAAYVITIGANNNELTTIRRYGGEVLKSYSVTEATPFRESELRCYDSCMNAYYICFENGMIRVGRQGESAPYFSYDVPEGETFNPKNVGFGTGSTKVGLFADFLYDKECKRDCVAVDCTGVTCLFGFKKDARGCDSCECKDSPCETLSCAPCKHGYVKDEFHCDTCECIPGPCDEEPCQNNGYCYGVGTTDYGCICTEGYDGDNCENDVQNPTITCPIDMVTTTDPQSAVATITYEQATGSDNSGVDPSIVCSPNSPTLPVGVKTVQCIATDGSSNTASCTYTITVNDEEDPEFDCPLPMDNTPVDSGQPDAVVNYQIPGVTDNVDEDITVECTPAPGSKFPIGRTDITCTSTDKAGNTKTCPFYIEVVDDEGPTIECPIDMSQPTDSGSPTAVVTYDTPVAVDNNDPNPTVVCDLPSGSKFPVKANEVVCTASDNIGNSEKCTFTITVNESCNFEVTVKDEEKPKIRCPLPMPDVLTDPGKPIAVVPFPDPSSSDNADPDPTVVCNPPANSEFPIGTTRVKCTSTDDAGNFATCPFEITVSDEEKPKPSCREDPLQQNTDPGKDFGTVDYETPSATDNADDSPAVTCQEPSGSEFSLGTTTVTCTAFDNAGNEESCTFDIAVVDEEKPKLECPLNMTEPVDAGEDSAVLDIVAPEASDNADLTPDVVCTPPEGQFDFQLGPNPVTCIATDNSGNFEECTYIVTVEDNEGPTIKCPLPMPQPADLGSTTTAVTYNDPIASDNSDPNPVVSCTSASGSEFGIGETNVTCTATDDAGNSNECSFKVIVTDAEPPSFECPADMIESMEIGKPSAVLTYTLPFAIDNWDSEVAVVCTPASGSTFKGGSTTVVCSASDDSGNKNNCTFTIEVQDTEKPEITCPIDMEEFVDAGKAYATLDFDKPAVTDNAALRPKVSCDKTPEVASAYDIGTTTVTCTAVDDWSNSEECSFTIKVTDNEKPKITCPIPMDSVPTDGGQSSATVTFAPQSVSDNADPAPIVFCEKPSGSEFPIGKSTVQCTATDKYENSQTCQFYIIVKDKEKPKITCPIDMTPATDPGAPDATVTYPAPTVTDNDAVTYTCSKASGSKFSFGPNVVICTAKDTTGNEATCTFQIDVKDEEKPRITCPNSKTMRMDDDQGYSTISYDSPTASDNLDTSPDVLCTPPSSTQIFQIGPTTVTCNAEDDNRNSNQCEFTITVKVGEKTVTCSATDSSTNKESCSFTVTITDDEAPSIDCMKTKISQTTDPGQAYASINYELPTASDNADPSPTVSCDKVPGSQFTPGTYVITCTATDDSQNSASCPITITVTDKEPPKLKDCPVSMLDETDTDQSFATVVYTEPTATDNVDKSPIVSCSPPSNSQFDIGTQMVTCTATDSASNVASCDFNVQVKDKQKPEVMCPIDMSKKADPTKKSTYVSFVDPRGSDNSGLEPSVKCDPPSSSEFFIGDNTVTCTATDAASNHEDCSFTITVTDEEPPTVFCTDNKKRVLDAGKDYASFIFSLPTASDNFDQNLVVTCDLPTESTLKLGLNTIVCRASDTAGNEGTCSFVVRVTDDQPPELECPDAAFMETEPGVSTAAISYTVPTANDNVDGSITASCTPDTGDRLSVGENTITCSASDSAGNTETCLFPITIEDKEQPSFDCPLPMPDVTVDTDKDYATVTYTTPESVEDNVDKDIAALCDKESGAQFPIGTSVVTCSATDAAGNPSSCSFKVGVVDKEDPVVKCPIDMNAKTDPSQDYATVSYPALEATDNTNSNLVITCDKLTGSQFPIGPNAVTCTTEDNAGNVGSCTFNIDVVDEELPTVTCPDKMDGQPTDRRANYGTVDYVIPTGSDNADTSPVVSCDKLPGSKFDVGSNTVTCTVTDKYGNSNQCTFDIEVVDEEKPQITCPLPMPDVTTDDGAATALVGYNYPTATDNVDPSPTVTCTPEPNTQFPIGDTTVRCKAVDSAANKKGCNFIVTVTDDEDPKMTCPVDMGPTTDLDKDFATVNYDIPLATDNVDTNLVVDCQEPSGSEFSLGETTVICSVSDSAGNTVTCPFKITVTDEQQPELDCPHDMTEPVDAGEDFATVTYTTPIAIDNADPAPDVDCQPAAGSQFGVGPNEVTCTADDESGNSNTCKFNIIVEDNEGPTIKCPIPMPEAADLGGTSTTVDYDAPEVSDNTDPNPDVTCTQLSGTVFEIGDNEVTCTATDDAGNSNKCSFSVIVKDAEPPQIECPVDMVSSMDPGESFATVTYDLATAIDNWDANPLVTCFPPPGSVFNAITTTVVCSAVDAAHNKNNCTFSITIEDNEKPKITCPVNMDEFVEPGRNVAVVEFDSPTATDNADPRPTIRCNSKSGAEFEVGTTTVTCRAIDASDNRKVCKFDINVKDNEPPKFKCPASLNSISMDPGKAIATVGYILDTPTDNADPAPTVVCNPAAGSEFPLGTTTVTCTASDVYANSKDCSFQVVVIDDEKPEFDCPVDMDAKTDVGVATGTVTYTTPTANDNVDGEIPVTCTPESGTVFSVGVNIIMCTSTDSNGNTRTCPFNITVKDEEKPKFDCPVDMSNIPVDPNEAFAIVSYPQPDGTDNVDSNIQVYCVPEQKSRFPIGTTEVTCAATDKAKNSERCSFDVTVVDDEGPKFTCPIPMVQKTDPESSTAVVFYDAPIAEDNADGSLPVTCEPASGSTFPFGVTTVQCSVTDSSGNVADSCQVPFTITVEDKEKPKVTCPINMDDIPSAPGDSSATVDYTIQDAQDNVDGIIPLNCNKPPGSKFPIGTTTVLCTATDASTNSASCSFTVQVVDEEKPEFDCPIDMTQNMDKGSSTAKVTYTVPTATDNKDGSVPVECVPASGSAFGIGATTVECTAVDSAGNKKICPFTITVEDKEKPELDCPVDMTDIKVDAGRADARVVYPTPEATDNVGGVFKATCVEPSGSKFPIGNSTVRCSATDQSENSEECTFKIQVKDNELPSFECPVSMTEPTDAGVKDAVVTYPVPTANDNADGSIPVTCMPESGSTFPVGTTSVLCSATDSSGNTHTCPFPITVEDRELPKFDCTDDMHVFTDSGKNYATVDYPEMPVTDNVDSNLEVTCVKPSGSQFGIGDTKVTCSATDSANNKKTCTFTVYVTDKESPEFECPVDMSQPTDAGNPTAAAAYTEPTSTDNVDGIKQAKCLPAPGKVLPVGPNTITCTATDSVGNSATCTFTLTVEDKEPPKVVCPIPMKDVSVDPGQNYATVNYPDPTAEDNVDCSTTFAITCVEPQGSQFPLGESTVTCTTTDMAGNPGSCSFTITVVDDEAPKFTCLDRITQPTDAGMPTASVPYTEPTATDNVDSAVAVSCTPAPSTAFEIGTNTVTCTSQDSSGNKDTCSFEIVVEDKEAPKITCPIDMDNQAPDQGATFATLTYPWPTVTENSPAIPTVTCDVQPGAQFSIGTTTVTCTASDPYGNAADCSFTVEVKDVTPPNVNCPADMTFDTPDDVIFQAKDVTAIDDDGTSRPVTCDNAQIIYSSGANSITCRASDASGNEASCSFNIIIDPPVCAFPTEVNSYNYYAPCATPLKPNHRTKLCFTGSSESYMYVGIWDRQSPMYNVEMLDLMIDGDSLQITLGDNIQMETITGFKTGDTLICVERTADEIILTHDDTPLFTQPTSEPLTQIGFASSLDAYWITQSVFGSPGASRRRRSVDDSDPIRAAVKRRRRRSAADVDLLTRKRR*
>Agib-Sfp7 (short version of g22446.t1)
MATSKFIVLLLAAISATAIAQSDPSNHMCQLYQTEKNTEIQWLPDTLPNPRFQFNFRVIALADVRIVLAESPLPSAKRIIIGLGTARNSKSYILRPSGRQGETRNTPNELKCDRFNEYWLQFEPRSLKVGRVGERFPFIEFDIDPNNPIVPKHVGFGTSPASVGVFSFSDFKEHSPIFHEHVFMTDKGYCYDWTLRPWPISAKVCFQVKTEGIAALALSPEKDPSAGELVYEIELGFSNNQLTVLRRGMHGANIAVESTKDILDCDEFRTFCLEARGPRITLTALGDPKPILDFTDEERPEVIYRYIGFAGGYDFQVWWRWPVDMVPDYEVPKEPEIVPEPQDPCQPNNPCLNGGKCTNLGGGKYSCACINRYSGDNCEVKPDNPSGSDVKVSTAEPPPRPRDPCRPNNPCQNGGICSSSGISQYNCQCMNGYSGTDCEIEPDPCQPNNPCQNGGVCMPAGGMQYNCMCMNGYSGQNCENEPDPCQPNNPCLNGGVCTPTGGMQYACSCSNGYSGENCEIEPDPCEPINPCLNGGSCSSTGGEAYSCECVDGYSGDNCETEPTPTDSITIITEDIDETKFPDIPPLTPDGLYEICIVVNPKKFVFIVIYASREDVGQEPALYDLTFEPGVPAKVESQGQQVGQVVEWSGTLSICIAIGDQIVIYRKDGAPMWTLPKQDVEHIEIGFSSSIETTWTITTEENEEPTEPENPKEPPRDCPQIRCAYPCPKGYKKSEDGCPTCECKGKRNRGGVCRNFEIALPKFAAKLRDCDKRCKADNNCKRPYKCCSTDCGNVCTKACKPVQCRKKCQFGWKTNKRGCEICKCKESPKEIPSPEEPPQEPENPSPEEPENPSPEEPPKGCKPVKCRKKCLFGWKKNKRGCEICKCKEPPKGGEPEAPEPAPPCKPVKCKKKCLFGWKKNKRGCEICKCKEPPKGGEPEVPEPAPPCASPMCIFPCPKGYKKDDNGCDTCDCKGKVEHRGTCPVLEGVAGICSEECAVDNNCQRKEKCCSNGCGHTCMKACRAPKCRRSCEFGFEREDGCETCKCKAGPEPSPPEEQPPREPPAGSEPPKPKPKPEKPRPGPPAGSEPPEPEPEEPTCPELTCDLDCSDGFELGADECEICDCIDIPDETDSGQPEDEVGTFLTTTGGSKEIIITKEVDTTQEQQFTIDKENPVEFVLTSADGELGIVVVKTYVKIVTSSGKTRKTVKLPKWCLGQRDLTFSVSFITTGFKLHIIKTVGGVEEELFLTKYVKTSGRKFTCRAIKLRSKGNKKCTVKYRHRRRRRGRRSRRGKKGKRGLKKSKRKGKKGKKSGSRSKSVGGKRKKGKKSGSRSRSVGGKRRKGKKSGSRSRSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSKSVGGKRKKGKKSGSRSGSKGGKRKKGKKPAPGKETAIVTKEEAETKVITVRPNTFQKIEGIAGYERSLDFSLDPKQGITFRLAERRNGKGKTLLFVIQNEWSYMQFAGQDLGRKIKTEKGILNSGKKSFWIKLPSSQDSEFWFELGFKGESKAYLRWSVSDTSFRPLYLDVSISVTKIVEETTEVFYPQWNVLSVPVSEQQKFEMESNEVALIALQPGKISKKGQIIAEFGSPSKPGCQFQKCMDKEATECAGKARVCRDNDDTDCVVKRADRSACNFAKKRSIWVQLVGGEYRMGVLGSDDAISSYRVSAALESDSGLKLAVGTRGDGKWRLF*
>Agib-Sfp8-like (g22445.t1)
MATSRLTVLLLAAMAATAIARSVPVFTCPTLQTNQDNDVKWHPSPVPSSHFTLHFKVAAVSDAKIVLAESKSDNCDRIVINIGKNRNSKSSIKRYPQAGKVSESTPGELKCEQFNEYWVQFDPSSVQVGRANQRAPFLKLDLDSGSPINPKVLGYGTSRNSVGLFSFEPFDDHYVDPCLNNPCQNGGKCDSSSGNGYECHCADGYIGEHCEDKPDPICPPGVELAYCLVDPCQYATCDAYPEAQCRSNYCGGCNAEFYDSDGNLVECKSPKNRPGICPTPPENMVGLCFNACEGDSDCPGERKCCSNGCGRVCKEPCKEVLCELFCENGFDVDPETGCEVCSCKPKECKPVLCKMACKNGYKKDEDGCQTCECEAPVTRPGLCPPVQEGMFGACANECGNDVDCPGQTKCCSNGCSHVCREPCSEVMCLMFCENGFDVDPKTGCQTCSCKPKECKGLLTCRMACENGFKKDKDGCEICECEAPVTRPGLCPPVQEGMFGACASDCENDADCPGETKKCCSNGCGHVCREPCAEAMCAMFCENGFQIDDETGCEICKCKPKECSPLACRMACENGLKKDDDGCDICECEVSCPLLKCSQNCASYKTDERGCHTCECEDCPLVRCRMACKNGFKKDENGCDTCECEACSPVLCRLGCKNGFKTNEQGCKICACAEWPEPEPEPEEEEEEEEEEEVFECPGDTKEVTIATEVDPSEPQEFEVEKEEPTDVIFHSGSGEIVTVEVEKTHAYILGVFDVKIKTVELPSWCWKIRSLKLIVRFVTEGFNVFVRSGSEDTPLMEYRKPNRGLFTCGRIGFRSRGKRQSKLYYRRKRRGRKGKKGRKRPRDKKGSRPKKNKSRGSRSSRPRNNKPQKNKPKNRSGSSSGLKPKKKNKPKNRSSNSSRAKPKKNKPKKRSSNSSGAKPKKNKPKKRSSNSSGAKPKKNKPKKRSSNSSRSKPKKNKPKKRSSNSSGAKPKKNKPKKRSSNSSRAKPKKNKPKNRSSNSSRAKPKNKNKPKNRSSNSSGLKPKKKNKPKNRSSNSSGAKPKKNKPKKRSSNSSRAKPKKNKPKKRSSNSSRAKPKKNKPKNRSSNSSRGKPKKNKPKKRSSNSSGAKPKKNKPKKRSSNSSGAKPKKNKPKNRSSNSSRAKPKKNKPKKRSSNSSGGKPKKNKPKKRSSNSSGAKPKKNKPKKRSSNSSGAKPKKNKPKKRSSNSSGAKPKKNKPKNRSSNSSRAKPKKKNKPKNRSSNSSRAKPKKNKPKNRSSNSSGLKPKKNKPKKRSSNSSGAKPKKNKPKNRSSNSSRAKPKKKNKPKNRSSNSSRAKPKKNKPKNRSSNSSGLKPKKNKPKKRSSNSSGAKPKKNKPKNRSSNSSRSKPKKNKPKKRSSNSSGAKPKKNKPKNRSSNSSRAKPKKNKPKKRSSNSSGAKPKKNKPKNRSSNSSGAKPKKNKPKNRSSNSSGAKPKKKNKPKNRSGSSRESNERPQRRPKDDDEDVFECTGGSQEVIIAKEVDSSQPQEFEIEKDDPVDIIFHSQGGERIEIEVEKKYIYILGSTGIKLKTKKLPSFCWGLRTLRLVVRFVTNGFDVFIVSSSGELRISEFREPKQRIFRCGSIGFKGRKSSRLYYKKKGRGGPKKNKPKNKSGSSSGAKPKKNKPKKNKSGSSSGAKPKKKNKPKKNKSGSSSGARPKKNKPKKNKSGSSGGSRQRNKPKGSRGPKISKGGFSSRSHKVPVKPKGKASKKKPRQKGSDSNERPQRRPKDDDEDVFECTGGSQEVIIAKEVDSSQPQEFEIEKDDPVDIVFHSQSGERIEIEVEKKYIYILGSTGIKLKTKKLPSFCWGLRTLRLVVRFVTNGFDVFIVSSSGELRISEFREPKQRIFRCGSIGFKGRKSSRLYYKKKGRGGSKKNKPRNRSGSSSGSKPKKNKPKNRSGSSSGLKPKKKPRISSGLKPKKPKNNSGSSSGSKHKKNKPKNRSGSSSGLKHKKKPRISSGLKPKKPRNKSGSSSGSKPKKKNKPKNRSGSSSGSKPKKKNKPRNRSGSSSGNKKPKKPKTRGSSSSSSNSRKRPGKKPGKKPGKKPGKKPKAPEEDEEFESVPGSEVIITEVVDTSEPQEFVVERGDPVDIVLHSTDGQLLKLEIESRYIYILSISGARLQTADLPSWARKLQSLRIVVRFVTYGFNVFLIRSSGEVEVLEYREPDQRVFVCGTIGFEAKGNKKQKIHYKHKGKGGKKSSSKPRIRVEKTHEQETVIEEHEEVQSQTIGIAADTYQRIEGIASFESSLSFSFDPEDGITFRLSEEQNGDGKSLLFVIQSDWSYMQYNGHDLGDRFQTPAGVLDSGSKSFTIKLPGSSSSEFWFELWFQGESSAYLRQMVSDTSFRPKYIDVAIHVMKVYPNWMDMGAVTDSKYQFKLESAEPGLVSIQSSKSGAGQLVAEFGSPSSKGCKIQKCKDKEATDCTDVAHPDDSTACDGLGTSRSIWVQFADGILHMGTWAGDQFTEICSYDASGWLEGAGSSQKLAIGTRGSGEWQAFG*
>Agib-Sfp9 (g820.t1 + Unigene11005) 
MRNSPGVVPVRFCVTLVLFAVVLGVLLPLCSGQQPRGDEPFAPPKESPEIQKVEDQLVDEEAAQEKLKKIRNRAFGAGYLAMAPKILCAGSQEKVFITFVNFSQPVDVMFAVMENEETSLVVTQLKVFKTPCGCVEIDLPVIDKPRMVVSLVMYAKRTLMQCEEFEIVDSIKVYLDACNSETFIETDKPIYKPGQEVQFRVLTLLSDLRPDLSDVSKIWIESPAGIHMAQWLAVKTMDGLIDLSMPMSTDPPMGEWKIKVRHHDREFSQSFTVGEYVLPKFEVLILGPDYVVAPAGKKDVLVCGKYTHGQPVRGSIKLHVSVSTIPDAEIDMFEDTDANGCHVFEVDLAEIPWKTLRYINPSRTKLVIKAEFEEAATRTVIEKTIDDIVITRKPFELKFSVPSTFKPGLPFSGMLLFTDPSGKPLSGESEIIASGGKSEDLYREMVISNEKGIAFFTIEDVPHDVEFINLRAESQGSNSRNSPKAYSNVQPQYSPSKSYIHIDPINERAMINSYQSLTIHMTSQEPEYNGVYLHTVMMARGNILLDVESIIPPEEIDAFRRPGQYGIYPVNTDEMGMKEYTYSMHMVASDVPVHILEKHKVKTTRRRFKISYDMSPSVTVMVYYIRGNGEVVADTVVIPVEEAFQNQVDVNFAEETKQPGEHTTLNILAKPSSLCAYGVVDKSVHLLGGDNRITKEKVFKALEDIQLSAEGGFAEPQSKRCGDGGWGGGGPMPVFGGMRGMPSPSPNLKDASQSFKDLGVVYLTNLQVETAPCPKVHPWLYRRPEVMEDGMVVPLAMPMLEMAEGPPMVAEAEVAVSAVEGGGAPDVRSYFPETWLYDLIRVNSDGSANIPIQVPHTITEWIGHGFCTSTRFGAGVSELTRLTAFQPFFVDMTLPYSVIRNEYVPVTVVVFNYVTKCLVVKLTLQPSDDFEVEEQNRREHICVCGGQSVPSSFYIKASTIGSIPIEVHAVSVEDSDSWCHGQDMDTSQNGFSDAIRKPLLIKPEGVETEQVFSAYFCPDDYEGGKYEEVISLQDLPDNYVNGSERGIVTVTGDMLGPTIDNLDHLLRIPTGCGEQNMIGFVPNIYILHYLKGINKLNPDIEAKAKENMEIGYQRELNYRHPDGSYSAFGDRDPSGSTWLTAFVVRSFSQARHHIYVDQQDLDKSTDWLLRQQRESDGCFESHGRVIHKDMMGSVNDVTTLTAYVVISLIEAEVPYDDPIIQRAVGCLDAKIDISSADMYTLAIAGYAFILSGFPHKDDLMNRLAMLAVDSDDGLRHWEGRPEPVPAGDRRPYLHHQASSQHIEITSYILLTYTRAYAKTQALLYGNPVARWIIGQRNANGGFASTQDTVMALQALAEYGMMAYVGGHQNVKLQIKFSCEPRTHWKYVRDHNRLLLQTLPIPQVPVQVKMSAEGPGCAMTQVIVTYNVIPEEPEEPEEPPFEISFDYDENKDNNPSPCSTYNMHVCARYNGEDEFSNMAVVQVRMVSGFEADSNAIRMLRSLPSPNLKRIEEEGKDIFFYFEQLGHEDTCVDFIARRDIFVKAPRDGVITVFDYYEKALSSSRLYNFKCQGIA*
>Agib-Sfp10like (g1515.t1)
MQRRSVHHYSCGNNNESCDHNHSDVHVHDGRILYGANGRRPSTTQTFRNVLDSSGQPLVQETTLNGDRPVTLILASPVTGIKELRLEILSIGDSNEGSLRVDFLGCKEEVSTTTPAATTTKVVTTTTQTSTSTTAGYCMEPMDGDQGLEGGRSKSPDSEEIRFILSVRDSTTQTFRDVLDSSGQPLVQETTLNGDRPVTLILASPVTGIKELRLEILSIGDSNEGSLRVDFLGCKEEVSTTTPAATTTKVVTTTTQTSTSTTAGYCMEPMDGDQGLEGGRSKSPDSEGQSSDINAEEPWTFKLQDNPEDNRQENPTLDVQFNTRVELHALRLQGNTDDSPEIRFILSVRDSTTQTFRDVLDSSGQPLVQETTLNGDRPVTLILASPVTGIKELRLEILSIGDSNEGSLRVDFLGCKEEVSTTTPAATTTKVVTTTTQTSTSTTAGYCMEPMDGDQGLEGGRSKSPDSEEIRFILSVRDSTTQTFRDVLDSSGQPLVQETTLNGDRPVTLILASPVTGIKELRLEILSIGDSNEGSLRVDFLGCKEEVSTTTPAATTTKVVTTTTQTSTSTTAGYCMEPMDGDQGLEGGRSKSPDSEGRTRPPSTTTPQCEEGTTMELDECRSCDCFNGTYSCYYDCHKRPDSCAVGEQLVSFQNKCCECVSITTTLTSMLTTLECLDPFVVGEPTCCQYMDKCEIDPIFSGAENCNACRTPLVFNGTDCVFPNECLCKDKEGFHKPGDNWENPSKNCSYCTCFRNQIDCHETLCNNKLDCSEDDYIYLPGDCCATCKGEQKITTTKKPLELPCYHEHSGRWYNRGEHFAQGACEECICLDEVICTISKCHLTEDDCAEGEIVMATEDMCCECRAVQTTTVIPTTTLPACTDPYVYRESCECHVMCSTLGEDCTDVKCEKGCFCPEGKLMNDKECIPEHQCPCTDILGIKRQFGEMWSQSDCERCICEEDMAINCTKICTLDCQEDEVLIEPDGSMCCYCEKIPTTTVYPTTMLLPSTSTASPSGCLGCYDEKSETCHEPETSWRDDPCTTCECQYKNEFALTCKETQCGEDLECKEGHVLIKDDGDCCYHCVPDICVGDFNCNSTHCIPNKWQCDGSVDCDNGYDEENCPLPTTPPPPPPSCASSEEVTVCKDCRERACQDFACYEMPQDLCCECKQGTVFNGTTCVKPKECKCLDENGNIRLPFETWETEECEECKCQFNRITCYPAATCQTTTPEPRTMPPQPRYCDETCLCQLDCDGEFVDEKCSFVVPNECNDTCLCGPGSEKDKVTGRSCVIRPTPEECEKTTTAEVSTTTPAATTRRKYFSPFNV*
>Agib-Sfp12like (g1518.t1) 
MASREQPVYECDNSTCVPGCICPVGMLEQNTKCVQPEECPCYYNGTFYANEKVWTQDNCTMCKWKDVDNCLVDCHEFCEIKDACGEEMDLVNEDPDDMICCHCVPKERCKHDEDPVDVYRSVGEVWMPNVCEECECSQSGNVICRETVCQDPPCQLGYEPHQVEGECCAQCKHIPQPTTPEPATTTVSLDCPETCYIGEPLSCEQQEAFTSRANTAPFVEQSECSPMFSDMFNVQPNCTCKEAFIRDVTGSEVEEQLGYTFNSGMCILLDPCEEDCEDICHVNCNKSRAEYELFYNTTTCKSEFAKFFNASTFCLCKEGYVKDEEGEAVEQLGFQYNTSMCIEVESCKPDCVHDNHFLYEGESVMQDCQICECRRSSTIPPESTAPSTIAEYSMVCYPLNECTTEYCLEPIDSKSGLLSDITGGGSVSPDKANGYVQLTDLPITSKPGEEPSMLDARFSRAIDIKAIRFRLLSTVSSTTQTSTEEKYTLLTSNLALHGKKRGNEKFSPLLEAGTAQDQIKIFEVTVDTNLPEKLLFPGDDRALQGIEELRIHFRSVTGGESAKLQVDILGCANDYCLEPMDGERGLEPEVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIGEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPINVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQGYCLDPMDNDSGLLSDVTGRGSVLTDESRRDIQLTDLPITPGAGQSSTLDSEFNRRVNVRAIRFRLQPTVSSTTPAGAAEEITPLRADLVLSVLKPGDTDFTPVLDGETNQEKVFSVTLDSNLPERLLLPIDDPALQGVEQLRIEFRSVTGGESARLQVDILGCAEEYTTTEMTTKVTTVTTPTTVSEETTSSQTTTSIMSTTPGYCLEPMDGEKGLEPDVKAVGDLTVDSQTSYLTITKLPIDPSSSDIPSVEFLFRQPIKLTAVVLTSRSPQATSAPTGQPAASTTTPISAAGEQTTDVVFSVSTKKPGDENLTPLIDDNTNQPKLITVRLEGSNPEIKYLPIDEATLEGVTEVAVQIQSVSDDEATTFELHILGCTEEYTTQPTTRTTRVTTTVTTTTPPSSTTQG
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>Agib-trypsin Sfp (g20573.t1)
MKVLIFLACLSLACAYHFKGMPADRLIVGGSEVNPPHSRPWQVALFSSSSGGFNSQYCGGTLVHSKWVVSAAHCAGGSVYAGLGFHDLNESGNQIIKGSWIKHSSYNSGTLDNDIALIKLSSSASLNSNVKTIGIASANSDVSSGTSLLVSGWGSTSSGGAYPTKLREVVVKAVSRSSCNSDYGGSITNNMICAAASGKDSCQGDSGGPIVSNYGSVSSTTLSGIVSWGYGCADSRYPGVYTRVANYCSWIASKSSNAVRC*

List of Agib-Sfp coding DNA sequences 
List of coding DNA sequences of A-gib Sfps, primers are underlined, ISH probes are indicated in blue. PCRs confirmed with Sanger sequencing indicated in bold. 
>Agib-Sfp1 (g23502.t1)
ATGAAGGCGACAGGGTTTGTCGCGCTGTTGGTCGTGTGCTTCTTACGCGATGCCGTTTGCAGCGATGTCCCTTGCTCCTGTGCTGATGTCAAGGCGAGAGGTTCTTCAGACAGTGGTGACTACGACATCGACCCTGGCAATGGAGTCATATCAGTCTACTGCGACATGTCGGGACGCGATCCGATAACCATCGTCCACCACGATCACGAGTTTGAGAATCGTGAAGATCGCAGGGTGGACAACTGCGAAGAACCCGGCAGCTTCTCCGCTCGAATCGGCTACAAAGCCGCAATAGAACGAGTTATTGCCCTGGCAGACCTTTCCGACTACTGTGAGCAGTACATCAGTTACATTGCCCACGGTAGCGTGCTCCGGTGGAAACCGGAGAAACAGGCCTACGGCTGGTGGGAGGACAGATGGGGATTCAAAATGATGAACTGGGGCGGTGCTCCCTCAGGCACCGATGGATGCGGCTGTAGCGTCAGTCCTGGAGGCTGCAAAGAAGGCTGGCGGTGCAATGCGGATTGCAACATTCACGATGACATTGAGGACGCAGGCTTCTTGAGAGACAAGTCTCATTTGCCTGTGGCGACTCTGCGCTTTGGTGACACCGGTACACTGGATGACGACGAATATGGCTTCTACGAGCTGGGACCACTTAGATGTACAGGAGGGCCGGTTCAACGTGAAATAGAAATCCCTATCTTTGAGACCAACACTGAGTACCGTTACCGCTACACCCTTCCCGCCCTGGATGCTGGCGATTGCCGTGTGGAGTTTGAGGTCAATGCCAACAATGACGTATTCCTGGGATTCTCAGAAACTGAGGGCGAACAGAGCAACTTGATTGAACTGAATATGGGTGGATGGGGCAACAGCAAGACTGTGTTCCGTCAGTGTAAGCAGTGCACCCCACAAGCCTCTTGGCGTGAGAATGGTGTTGTCACCTGGGGTGAAAGAAGAGGATTCTGGGTGGACTGGAGTGATGGTTGTTTCCGCCTTGGCCGTTCTGGCAAAAGCCATTCCCTCTCCTGGTGTCCGCCAAGAGTCAAGAACTGGAAGTATGTGGCTTTCACAACCGGCTACGGCAGTAGTGGGCAGTTCAAATTCAACAGCTTCTACTCCAAAGTTCAATACACCTGTGAGCACGACACTGCCTTCATTAACTGCGGCAGTAACTATATCAACATCCTTGACGCCAACTATGGCCGCAGCCGTGGAGACATCTGCCCCGATGGACCCATCACCTCAACTGAGTGCATCTCCATCACGTCCCGTAGTATCATCGGTAAGCTTTGCCATGGGGAACATGATTGCCGCGTGGAGGTCAACAATGGTGTCTTCGGCGATACTTGCTCTGGAACCTACAAATACTTGAAGGTGAAATACCAGTGTGTGCCACAGCGGGAGGAGAAGTACTTCATCCCTGAGGCCTGCCTGGAGCATAAGTGCAACCCCCGGGGTGGAGAATGCATCCCTGTCAGCAGCTCTGAGTACCGATGCGCATGCAAGTCTGCCTTCCATGGCGAATTCTGTGAACACGAGTATGCCCTGTGCCGTGCTTGGGGAGATCCACATTACACTCAGTTCAACGGCCGCAACTTCAACTACCAGGGCAAGTGCAAGTACATCCTGGCCCAGCCCTGTGTGGAAGAAGCCGACAGGACCTTCAAGATCGTTGGCGTTAACGTGGCCCCTGACTGGAACAAGAAAGTCTCTTTCAACCGACAGCTGGAAGTCCAGATAGGCGGAGTGGAAATTTCCCTCCTGCAAAAGAAACAAGTTGTcatcaacaacaacatcaacaacGTGCCCTGCTCCGTAGGTGAAGATGTCAGTATTGACTTTGACGGCAAATATGTGGTGGTCAGCAGTGAAAAGTACGGCATGAAGGTCATGTGGGACGGATGCCAAGTCTACAAGATCTTTGTGGACCGCGACCTGTACGGCGAGAACATGTGTGGACTCTGTGGTGGCTTAAAAGTCACTGAAAAGGGCGTCTTCATCATGAGGAACGGAACAGAGACGTCCAAAATCAACCACTTTGGTGACTCCTGGACCGCCAACCCATTTGAATGCGCCAGTTGCGACGATTGTGTGGATCTGGACTACTGCAACACTGACGACGGACTCATGCAAAACGTCAAGGATGCTTGCGAGCCTATCCGAGACCCTAATGGTGTATTTGCTGTGGGTCACGAGCAGTTTGACCCTCAGGAGATGTACAGGACTTGCATCTATGACTTGTGCTCCAGGAAGTCCTTTAACGACGAGATCCGCTGCGACATGCTGACAGAGTACGCCAACCGCATCCTGGTGGAGAACAGGCTCCGCTACTTCCAAACGGGAAACGCAATCATCCATTGGAGAGCGCAACTCGCATGCCCAATTGAGTGTCCTACCGGCTCCATCTACACCATCTGTGCCAGTGCTTGCCAGCCTACCTGCTTCCAGCGTATGGCTCCTACAAGCTGTTCCTCCAACTGCGTCGAGGGCTGCGAAGCTGCTCCCTCCTACGTCATGGAGAACGGCGTTCCCATTCCTGAGTGGAAGTGCGGATGTCGCTACGGTGACCTCTACTACAATGTTGAGCAGCAGTGGCTCAACCACGATTGCACATTGTCCTGCATCTGCGAGGCTGGAGGTCAAACCAAATGCCACGAGGTGAAGTGTGCTGAGCATGCCATGTGTGGCTCCATGAACCAGGTCCATGGCTGTCACTGTGAGGCCAACTACATCGGTGAAGGCACCTCCAGATGTCTGCCGATCTGCCCCTCCAACATGGGCAACGAGATCAAGCTGCGAGCCTTTGTGGATGAGGGCCAGCATGCCATCATCGACTTCAGCCGGCCCATCGCCTGCGAGGGCTACATCCGGGGCTTCACCATCAAGCGTAACGCCGACTCCATGGAGCCCGTCACGCTCATCGTCTGGCGCCCTCACACAAACGAGGAGGGCAAGTTCCTCATTGTGGGCAGTGCTCGTCTGAACATCGCTGACGACAGCGTGGACCTGTGCCAGTGTGACAGCTCCAAGATCCCCGTCCGGGCTGGGGACTACATCGGTTTCATCTCCTCCGGCGGCACTGTGTACTACGATGATGAAAATGACCCTGAAGCAGGCGAAGTCTACGTGGCGGATTACTTTGACTCTACCGAGCCCATGACCGAGGTCCAGTTTGCTCCTCTAGGGAAGAGGACGTACTCCATCAATGTCGTTCTAGAATCATCTGAGGGCAAACACGTGGAAGCATTCATGTTCAACAGTTACCTTGGCGTGCAGTCCCGCACTATCCCAGACTCTGCCATGACCGCCTCCTCCTCCCACGGAAAATACGAGGCTCACCAAGGCCGTCTGGACAACAGCAAATACGGCGCTTGCTCCTGGACGGCCGGCTCTGCAGACAAAGACCAGTGGTTGCAGGTGGACCTTGGCCAGGAGACGCTGGTCATTGGTGTGGTCTCCCAGGGGCATTGTGGGATTGCCGACAAGGACGGATCCCCCATGGGCTGCGTCAAGCAGTTCCACGTGCAGTACAGCAGTGACGGCCAGACATTTGAGTACGTAACTGACGACCACGGCGAAGCTGATATCTTTGAGAGCAGATGCAGATGCCAGAAGCACATCAAGAACTTTTTCAGAAGTGCCTTGATGACCCGATTCATTCGAGTTGAGCCCGTGCTCTGGAAAAACGCAATCAGCATGCGAGTGGATTTCATTGGACGAGACATTGAAGTGGACGAACCTGACGTGGCCGGAACTGACGCACCCGTGGACGAAGCAGAAGTGGACATGGCTGTGGTGCTCAAGGGCAGGCCATTCAAGCGCTGTGGTTTCCTGAAGGGAATCAAATACCGACCATTCAATGCCGAGTCCTTCACCGTCGCCGTTGTGCGCCAAATTAAAGACAGTGAAGACACCTTTGAGCTCATTGGAAGCACCTATGTCACTACCTCCGGCAAAGACAGATTGCAACGCTTCGAGGTCGCTGAAGAGAATGACCGCATCCCGGTCAAGAAGGGGGATTACCTGTGCCTGATCTTCCCGAAGGCTGTCATAGGCTACTCCGCTAGTGATGACCCGAAGGACGTTGTCTTGACCGCCTCCCTCGGGTTTGATGAGTACAAGGCCATTACCATGAACGGCCAAATCAATTTCCCCAACAAGGACGGGAGGAAATACAGTGGGGTCAGACCCATCTTCCAAGTTGCCACGACGAAAACCATTCCACCAGTCATGTCGACGGGCAGTCTGGGTGTGGAGGAAGGTCAGGTCAAAGATGAGCAGATCACGGCCTCCAGCTTCTGTGACGCCCACAGCAAGGCAGAGCGTGCCCGTCTGGGCCTGAAGGACCAGCAGGGTATGACTGGCGGATGGTGCGGCAGGGAGCTGGACCAGAGCGCTTTCATCCAGGTTGACTTCAAGAAAGTTCGTCGCTGTGGTGGGGTGGTGACTCAGGGCCTTAGCAGTGCCACCAGATTCTGGTTTGTGCGGCTTTACATCGTCCAGTGCAGCTTAGACCTGACAGCCTGGGAGGATATTTTAGACGACGATGGCAATATCATGATGTTCGATGGAAACTCCGACCAGGATACTGAAAAACCCAACTTCTTTGCTGAAGTTAAGAATTGTCGTGCCCTCCGCATCAGACCTATGGTATGGAGCGGCCCCTACCCAGCCTTGAGATTCGACATTTTGGGCTTGCCAGATATTGTCAGCACTGAACCCAAAGTTGGGTTTTCCTGCAGACATCGAGATTACCGTGGCTCCGGCGGCTTCACCTTTGTCATGCCCGCTAAGAAGTTCGACTCGGACGGCTTTGTGACTGGTGTGCGCTTCATGGCAGTCAGGCGTGGCTCCTTCAGGGTCATCATCTTCCGACCGGTGGACGAGGCAACCATGACCTACAAGGTGGTCGGAAAGAGGCACATCAAAGTCAAGAAGGCTGATGTGGAGGTTGTGGTCAACTTCAAGAGGGGCAAAAAGAACAGGAAACGCAAGAAGTGGATCTCGGTGAAGGAAGGAGACATGCTGGGCCTGTCCTTCACTCGCTCTGTCCTGTACAAGTCCAAGGAAGGCGCAGACCTCACTGACGTTGTCTTCTCCAGGAACATTGACATCCCCAAGTTCCGCAAGCTGAGATGTGGCCGCGTCATCACCTTCAATGGAGTGGCACCTCGCAGCTACTCCGTGGTCGCCCTCTTCAAAGCCAAGGATCCCAGTGAATGTGCCCCACCAGTCGATGCTTACAAATCCCTGGGTGTGGAGAACGGCCAGTTCCCCGTGGATTCCATCAGCGTGTCATCCTTCCACGAAACCGACAACCCCGACCAGGACTTCGGGCCCAGCTCCTCTCGGCTCAACTACGTTGGCATCCACGATGGGGCCTGGGCGTCGGCGGCCAGCGACACCGAGCCCTGGATCCAGGTGGACACCGGTGCCCAGTCAGTCTTCACCGGCCTGATCACCCAGGGACGCCACAGCCTGATCAACTGGTGGACCACCAAGTACCGTGTGGCTTACTCCGACGATGGGGACGACTGGAAGGACGTTAAGGATTGCAATGGCCGAACGGAGTTTGATGCCAACAAGGACAGTGACACTCCAGTGACGAGGTTCTTTGGCAGCGCCGTCAGCGGTCGCTACCTGCGCATCATCATTGTGGCAGCCATGGACCGACCGGCCCTGCGTTTTGAAGTCCTTGGTGAATTCGAGACCGCTGCCACCGAGTACGGCCCCTCATGCATCATGAGGGAATTCATTGACAGCAAGAACTACATCCTGCTAGCGGCTGGATCCTCGTTCGAGAGTGATGGCTACGTCACAGAGTGGAGATATTTCCCGAAGAGCGACAAGCCTTTCAAGGCTGGGGTGTGGCGGCCAGACCCCGATGACCCGACCCGATACAAGCACATCGGAAGCAGTGACATCCCAGGCCAGACCCCCAACGAATTGGCCACCTACAGATTGGACAGCATGGCTCGCATTCCATTCAGGAAAGGCGATGTTTATGGATGGTCCTTCGGCGAACCCGTCATCTGTTACGACGAGGGAGAAGAGAGCGTAGAGCTCCTGTACTCAGGCAATGGCGGCAATCTGGAGCCTACCCCAGTCGGCCAATACAGGAAGTTTGTATCCAGCGGAAAGCAGGCTTACTCCATTGGTGCCTCAGTCCAAATTGTAAGCACGGGGACTGTACCAGCACTTGCTTGCATGAACGGCCTGGGCATGGATGACGACACTATTCCGGACAAGAGCATCGAGACATCCTCTGTCCTGGGGCTAGCTTACGGCAACAGCCAGTCCAGGCTGAACGCTGAGGCTACGGCTACCCTGAAGGGCTGCTGGGCACCAGCACAGAACAAGAAGGACGAGTATGTACAGGTTGACCTGGGCAAGCCCACTGTTGTGACAGGGGTGAGCATTCAAGGCTGCAACGGCGAGGAGAGATGGGTGACCAAGTTCAAGGTGGAACTCAGCATGGACAAGAAGAACTGGAAGGAGGCTAGAAATAAGCAAGGCGGCACGATCTTCTACGGCAACAGTGACTCCGATTCAGTGGTCCAGGTCTTCTTTAAGAAAGAAGTGAAGGCCCGACTGTTCAGGATTTCTGTGGAGGAATGGAAGAAGGACATCGGTCTTCGATTTGACATCCTGGGCTGTCCCGCTGCATGTGAGACTGAGTGGGGTTGCAAGCCGCTGGTCAGGAGATGGCAGTACTCCATGTGTGACAAGACGTTTGTGGTCAACACTCAGCACCCACTGACTTGCAACAGCTACATCAAAGGCTGGAGGATGATCCCCAGGAACAAGGCACCCGTCACTTTCTATGTCCTGAAGCCCATCAACTTGAAGCGGGGCAAATTCAAGGTTGTTGGGAAGACCTTCGTGCCACGGCGCAAGAAACTGCAGAAGGGAGAGGTGTACGAGATTTTGCTGGAGCCCAAGGACTGGATCGAGGCACGCTCTGGTCACATGATCGGCTTCACTTCCCGCTACCGCAGCCCTATCCACAGAGACAAGAAGGCCCACGACAGATCCAAACACATGATGACTCGCAACAAGAAGATCAAAGGTTACAAGAGGTTGGACATTGGTGATAAGTTCCACATGAGGAATCACCGCCACAGAAAGGCAGCGTTCTCCTTCACTGCCATCCTGACCCAAGAAGGAATGGGTGGAGGCAAGGAGGTACCGCCAGTGGCCTGTGTGGGAGGTATAGGCATGGAGAACGGAGCCATCCCAGATGAATCTATCCTGGTCACGAGTTCCATGGATCCACTGAATAACGGAGGCGCAGCTGCTCGCTTGTTGGGCGACAATGCCTGGATAGCCTCACCAGATGACCCCACACCCTACATCCAGATTAACTTTGGCTACAGAGCGAAAGTGACCGGCATTTCCACCCAGGGCGATCCGACCATCGACAGTTGGGTGACCAGCTACTCCGTGGAGTACTCCGACTCCTGCCACTACCTGACCAAAGAACCCCAGAACTTCCAGTGGGTCAAGTTCACCAACACACTCAAAGATATCTTCGCTGGTAACTCTGATCAGAACACCGTTGAGACTCGCTTCTTCAAGGAAGTGATTGAAGCCCAAGTAGTCCGCGTCTGGCCCCTGGACTTCCACAACCATGCTGCCATGAGATTGGACTTCCTAGGTTGTTCAGATGAGGATCCCTGCAGCCCCAACCCGTGCAAGAACGGCGCCATCTGTCGCAAGACTCAGGCCAGCTTTGGCTACACCTGCATCTGTCCAGTGGAATGGGGCGGCAAGAACTGTGACATCAAGGCTCACAAGTGCTGTGCCTACGGTGACCCCCATTACTGCAACTTTGAAGGCAAGAAGTTCAACTTCCAGGGTCACTGCGAGTATATCCTGGCCCGGACCCTGACCACTACCACCCTGGAGCACTTCACTATCACCGCTGATAATGTCAAGAGCCAGCGCCGTCCCTCCGTGTCCACCACTAAAGAAGTCTACGTGAAAATCGGCGACAAGAAATTTGACTTCAAGAGGAATCGGGCCGTGTACGTGAACGGCGAGCTTATCACTTGCCCCTACGAGATTGATGGAGTTACAGTTAGCGATGGTGGCAACAAGCGTGTGATCCTGCGAACCGATTTTGGTCTGACTGTCAGCTGGGATGGTAGAAGCAAGGTGGACATTTTTCTGACTGAGGACTACATGAATCAGGTGGAAGGATTGTGTGGTAACTACAATGGCGATAATTCCGACGATTTCATCCTGAGATCTACAGGAGAACTGACCACTGACCGCGAGCAGTTTGGAGAGAGCTGGGGCGCCGACCCGACCTGCGAGAAATGTACAGACTGTCAGGAGACTGATATCTGTCGCTTGACCGAACGTCTTGAAGAAGCACAGGATGCTTGCAAATTGCTGAATAACCGCAACGGTCCATTCACCATGTGCATCGCTGCCATCAAACCCGTGGATTACTTTGAGAACTGCCTGTACGATTTCTGCGCCCTATACCCGACTCAGGACAACCTGTGTGAAGACATCCAGAAGTATGCCGATGAGTGCATCGACGCCGGGCTACAGGTCGGCAACTGGAGAAGACGCGGTTTCTGCTATGTGGAATGCCCAGTGAACATGGTCTTCTCCCAGATTGGGACCATGTGCCCGGATACCTGTGGTGACATGGACGCATCCAAGGACTGCACAGGACAGGCTGGCCCCATGTGCGTCTGCATGCCAGGCTTGTACTTGGAAGACGGAAATCGGTGTGTGGAAGACGCACAGTGCGGCTGTACCTACCAAGGCGTCTACCACAAGAACGGCCTGCGGTTCATGGCCGACGATTGCAGCGAGATTTGCACTTGTAATGCTGACCACGAAGCCGAGTGTGAAGAGGTCACCTGCAACGCTCACGCAACATGCCAGGTTGAGGATGGGGTCCGTGGCTGCTACTGCAATGATGGATGGTCGGGAGACGGCATGGAGACATGCGAGGAAATCCTGGAGCCAGCGGATGTGGTAGTGTGCGAGGACGACACGCTGACCATTGACTGTTCAGCATCCGGCGAGCTCATCGACATCCTGACAGCCATTTACAGCACAGAGCCACGAGCTGAATGCCCCAACACGGCCGACAACGCTGAATCCGAGGAGTTCCGGTACGCCAAGGCCATCATCCGCGACCGCTGCCACAAGCACGCCAGCTGCACTGTCCCAGTCAGTTCCCTGGTCTTCGGGAATTTCGGCGAGAATGCCCCCAAATCACTCTACGTCCGCTACCAGTGCCGTGAGGTGGTACCGGATTCTATCTGCCACCCCGACGTCGAGCTGATTTCCTGCCAGGGCAGCGACTTGGAGATCCAGTGTGGCGACGAGAAGATTGACATCATCAGCGCCAACTTTGGCCGCCGACAAGGGGATCATATGTGCTCGACCGACGACAACGAGGTTCTGACACAAGACTGCTTCGCACCCTCAGCCTTGAACAAGATGGTGGAAGCCTGCCATCTCAGCCCCATGTGCACAATTAACACCATCCCGGAGACCTTTGGCAGCGACCCTTGCCCAAACACCAACAAGTATCTCAGGATTCACTACCAATGTAACCCGAGTCCCGACCCCAGAGAGTTGGAAGAAGACAAATGTGAACCCAACCCCTGTGTGAACGGAGTCTGTGAAGCCATCAGCATCGAACCCAAGTACAACTGCAAGTGCAACCCAGGTTTCACTGGCCAGCACTGCGACATTGGCACGGCCACATGCAAAGCCCACGGCGATCCCCACTACATCACCTTTGACGGCAAAATTTACAGCTACATGGGCCACTGCAAGTACACCCTGGTCAAGAACGCCGATGGTGACGTGCCCGACTTTGAAGTTGTGGTCTACAATCAGGCGGCGAGGCGCAACCCAGCCATGTCCTCCACTGTGCATGTCCAGTTCAACTACGTTGGCAAAGAGGTGCACATGTATTACCTGGGAAAAACATTCATCAACGGCATCCAGATAGAGGGCATGGACACCCCAGAAATGAAAATCAGTGTGAACTATCCCGACGTGGTAATTGAGACCCAAATTGGTGTCACCCTTCGCTGGGACGGTAAATACATGATAGAAGTGGACGTGACCGGCGAGTACTACGGACACACTGAGGGCTTGTGTGGCACGTACAACGGCAACCCTGAAGATGACTTCCTTACACCCTTCGGAGAAACGTTGGATCCGCTGGTTGACGGCAATATCGATGTCTTTGGAGATTCCTGGCTGATTCCCGACCCGGCCATCACCAGTTGCGATAAGTGTGAGGACTGTGATCGCCTTGAGCCGTGCAGTGATGCTGCAGTCAAGGATGCTGCCCAGGAGATCTGTAACAACATTCTCAGCGATTCTGGTCCTTTCCAATCCTGCCACGACACCGTGCCTCCTATCGAATATTTCAAGAACTGCGTGGTCGATCGCTGCACCATGCCGGACGGCCTGGCTCACTGTGATGACTACCAGGCCTACGCTGAAGCTTGCAGGGATGCGGGTATCATCATCAACTGGAGACGACAGGACTTCTGCTTCATCGACTGTTTGGCCAAGAACATGGTGTACAGCCCAGTGAGTCCAGCTTGTCCCGCAACCTGTGCCAACCCGATGGCCAGCTCTACCTGCAACCGGGCCGATCGGGAGGATTGCGTCTGCCCCTCGGGCATGATCAAGGAAGGCGAGACCTGTATCGATGAGGAGAAATGTGGATGTGTTGACCAGGAAACCGGCTTCTACTACAGGCAAGGGGAAACTTTCATGACTCCAGACTGCTCCAGAGTCTGTTCCTGCGCAGCTGCCCATGATCTCCAATGTGTGCAGTTCCAGTGTCCCCCTCACGAAGTCTGCGGCACCAGAGATGCTTCCCCGGCGTGCATATGCGATGAAGGCTACTTCCGTGACACAGATTCCAACACCTGCGAGGCTATACCCGTTCCACAAGTCTTGCTCCGGTCCCAGAAAGAATTGGAGTGCACTACCATCACCTGCGGGAAGGGCTTCATCGATGTCCTCGATGCCAACTTTGGTCCTCGTGTTGACGAGGTCTGCCTAGAGGGTGATGCCCCTACTGACTGCAATGCTGCTGAATCCAGAGCTATTATGCGCAACCTGTGCCAGGGCCGAGGCACATGCCAACTGGACCCCACTACCGTGCAAGCCTTCGGCGAGCCCTGCTTCGGCGCCCTCAACTACATCTTTGTAAACTTCGCCTGCACCCACAAGCCCATTGCGCACGGCGAGCCACGTTCGCTGCCCTTCGAGCTCCGTGTCTGCCAGGACAGCTCCTTGTATCTGGCATGCAGGGAAGAGGAAGCCATATCCATCAAGAGCGTCTTCTTTGGCCGCCGCGCCAACGACGGCTACTGCCTGGATGATGGCTCAGCAGCCCCAGCTGAAGAGTACTCTGACGATACCGCCATGAACAGAGCTCTGGAGCTTTGCGCAGCCCAGTCATCCTCCTGCATTCTCCGAGGAAACGACTTCGGCGACCCTTGCAAGACAACCAAGGAATACTTGGAAGTGAGCTACAGCTGCGTCCCAAAAGTTGACGGAGAATAA
>Agib-Sfp2 (g17182.t1)
ATGGCCCGTATGAAACCCAGCGGTTGGTTGGCGCTGCTGGCCATGCTGGTTGCCGTTACCCGGACTGCGGCATCCGTCAACATGCAAACCAAGTACGCTTGCGAAGGTGAGATTCTCCGTCTTGACTGCGGAGACGAGTACATCAAGATGTGGAGCGCCCTTTACGGTCGCGCCAATCCAACCATCTGTCAGGATGACGTGATGGCACCCCTCTCTCACGCCTGCCGGGCCGACAAGTCTAACTTCGAGACCCTACGTCACTGTGACGGCAACCACACCTGCGAGATACAGGCGGAGAATTCCGTCTTCGGAGATGTGTGCGGCAGTATCAAGAAGTATCTCCAAGTCGAGTTCTACTGCAGGACTGAGAAATCATCGGAATGTAACCCAAGAGTTGCACCTGAGTACAAAACCAAGTATGCCTGTGACAACACGGACTTGGTTCTGGAATGTCCCAACCCCGGAGAAGTCATCAAAATCCTTGATGCTAACTACGGCCGACAAGGCTCCAATGTCAACTGCACGTATAGGCCCGGCATCGACGACGTTTTCTGTGACGACGGCACCGGGGAGTCCTTTGAGCATGTGTGTTTGGAATGCCGTGGAAAAACCGAGTGTACCGTTCCCGTCAGCCCGCAAGAATTCAAGGATCGCTGTGTGAATACCAACAAGTACCTGTCCGTGCAGTATGTGTGCATCTCAACagaagaagaagaagaagaagaggaagAGGAAGATGAAAGAGACACTCCAATGGGGAGTGAAATAGGAACCACCCAACGGCCAGAGAGACCCCGACCTCGCCCTGAACGAGGGACTACCCCGGCACCGAAAGGCCCAACATTTATATTCCTTCCCAAGCCAGGACAAGCTGCTTCTGGAAGCATTGGATCTGCTTCTGGACCCTCTAGCAGTAAAACATTCACCTGGAATGGAGGATTCGCAGCCCCCCAGCCAGGGTCTGGCAATGCCGGTGGAAGTATAGGAACGGATACAGAGGAAGAAACTCCAAAATTCTTCACCTTCCCCAAACCTGGCCAAGGGAAAAATGTAATCCAGGGCAGCATCGGTGAATCCCAAGCTGATGGTTCTGAGGGAAGCTTCACTTGGGGAGGAGAGCCATTTAAAGGATTCACGTCCCTCTTTGCACCTGTTGGAGCTGCTCCTGGTTCGACTGAGATGGTCATGAAGATCATTGTGAAGACGGACTCCAATGGACAGAAGTACTTCACCTGGCAGTCACAGCCAACAGGAGCAACGCCGGGTGATAATGAATACCTGATGAAGATTGACCTGACCAAGCTGTCACAGTACACACAGCAGTTCACCTTTGCTCAGCTGATCAAAGAGTTCAACAGGGGCATCACGTTCTACAACATGTACAACAAACCATCTGATGTCAGTTCACCCTTCCAGTTCAGCATCGGCAATGGCCTCACAGCCTTCTTCCCATCGGTATTTCAACTGATAACTGAAGTCGATGCCACAACAGGAAAGACAATCACAGctccatcctcctcctcctcctcctTCCAAGTTGTTCTTGATGGAGGCAACAGGCAAATCATCGAGTACCTCATGTCATTCACCAACATGAACCAAGAGTTACGTTCTGAGCTGCTTGATCACAATCTGAGGATACCATTGAGGTACTACGATGACAAGACCAAAAAGATTGAGGACATCAAAATCCCTTTCTTCATTAACTACAATGGCCTGAAGGAATTACTCTCAACTATATTCAACGCAATGCCAAAACCGACAAGCCAGTTTGGACTGAAGTTCCAGGTTGTTGGGGAGGATGGCCGGAGTGAGATGGTCACCTTACCGTTCACCATCATCGAGTACCAAGGAAAGAAGATGCTGTTCTTGACTCTGTCGACCTGTGCTGCCTATAAGTTGTATGGGTTTGTTGATGACAAGGAATATCTCATTGACCCTGATGGTATCAACAAAGGAGAGCAGCCGTTTGTTGTCAACTGTAACATGGAAAAGGGCGAGACAATCATCGACCACAATCGTGAGGAGTCAACGGTGGCCTCCTACCCTGCCGGCCAGAGCAGACTGAACATTGACGTCACATACAAGGGAGCCTCAGCCGCGCAGCTTGCTGCCCTAAAAACCGTCTCAGAAACCTGCGAGCAGGAGCTGTCACATGAATGCGTCAAGACATCAGCCCACTTTGTGGGCGGAGACGCCAAGATCTGGTGGCAGAGCTTTGACGGGAAGAAGAGGGAGAACTGGGGCGGTGTGGAAACGGATGTCAAGAAGTGTCACTGTGGAACCACTGACACATGCGTGATCAAGGGAAGCCTTTGCAATTGTGACAATGCAGAAGGAACAAGTGACTGGGGTGCCGTGACTGATAAAGACACCCTTCCTGTCAGCAGGGTCGTCTTTGAGAAACCTGCTGCTGCACAGGGTCAAGACAAACTCAAAGTTGGTGCTCTGAAATGCAGCGGAGATCAAAGTTCCAATACCTTGAAGTTTTTCATCACGTTGATGCAGATGCTTGCTCGTGGCACTGGAGGTAAAGTTCTGAGAACATGTGATGAATACAAGAATGTGGGTTATGAGCTTGATGGCGTCTACCTGATTGATCCGGATGGCAAAGGGGGCGAGACACCTTTCACTGTTGTCTGCAACATGGAGAAACAGGAACATGGTGTAACCATTGTCCATCATCAGGTCAGCAACCAGCGCACGATTGTCAGCAACTTTAAGGAACCAGGCAGTTACAGTAAGGACATCATGTATGGAGCCACCTTGAGACAAATCGAGAATCTAAAGCAAGTGTCTGGAGTCTGTGAGCAGTCCGTCACCTATGAGTGTCAGGGATCTGCATTCCGCGTTGGTGGTGTCCAGTATCACTGGTGGATGTCGTTTGATAACGAGAAGATAAATCCAACATGTCTGGAAAACTCCAACTGCAATTGTGACAAGAATGACAACGTCTTACGCAAAGATGTTGACGTCTTGAAAGACAAGGACAAACTGCCCGTCATGCAGCTGCGTTTTGGTGACACAGGAAGCAACAATGAGTTTGGCTACTATACACTCGGCCCTCTCAGATGCTGGGATAATTCTGGGAAAGATGTGGCTACCCGTGCGGACCTCAGCTCTTGTGATGCCATCAAGAAGGCTGATCCAGCAGCTCGGAGTGGAAACTATTACATAAAGGTGAACAACATCTTGGAGAGGTTTCTCGTTTACTGTGACATGTCTGGATCCGACGGAATCACCCTTGTGTACCCTGATAGTGTAAGAACGCTAGAAATTGATGGCTTCTACGAAGAGCCCGGTACCTGGGCCCGTTCCATCCGCTATGGACCATCCGATAGACAGCTCCAAGCTTTGACGACACTCTCAGCTTCATGTAAGCAGTTCATCAGCCATGGTTGCCATGGTTCCCTGCACCATGACGATGAGACGGGCAAGATGTACACTTGGTGGCAGTCCAGGACAGGAGCAAAGATGACGTACTGGGGGGATACCAAGGAAGGATGCCAGTGCTTTGCTGATAAATCCTGCCAGGGAGCCAACAAGAAGTGCAACTGTGATGTCAACTCTCAGAGTTTGACTTCTGATGAGGGGTTCTTGACTGACAAGTCTGTGCTGCCAGTGTCTGGCATCCGGTCAGGAGACGTCAGCGACAACAACGGCTGGGAGTATGGAACAGCCAGGCTGGGTCCCTTGATGTGCCAAGGAGCGCCTGGTGGCCGTGAACTGGATTCAGAACCAGATTGTGAGGCCATCATAACAGAGGCCGGAGGACAGTTTCGGGAAATGGCCGAAGAACAGGCATTTGCTGACTTTGATTTCAGCGTGAAAACTGCAGGGGTTGCCATTCTCAAACTGGCTGTGTACAGCGGGCCTGACAGCGACTACTACCAAATCGAAATTGAGCCGGGAAGCAATGTCAACTTCTACCATTGCAACCACAATGCCAGAGGGGAAGATTGCAAGGACAAACAGACACAGTCATTTACATCGGCTCCACCGAGCACCGCCGGGGAATCCAAGGAGCGAAAGTTCATCCTCAAGTTTGCAGTTTCCACACTTGAGTTGACTGAAGGAGGGGAAACTTTGACATTCCAAGACAAAAGACAGCCCATGGCTGTCAAGTTTTTCGCTTACAAGACAGAGGGCGATGATGGGCACTGGTTGTTTGACAGCGTCTGTACAGGAGCTGTTCAAGTTATCTGTGTTGGAATGGGCAAGTTGAGTTGCACTCCGCCGTTGAAGCCTTACATTGTCAAAGCCTTGTATGGTCGGACGGAAAAGGACGTCTGCAAGATAGAGAATGATCCCACAGATTATCCCGACTGCCAGATCGACGTGACACAGAATTTACGGAAGAAGCACTTGCAGAACTTCTGCATCAATCAGGGCAGTTCTTGCTTGTTCCATGCCTCGGACAATTCATACCTCGCTGCTCTGCTCCAGGAAGGGTGCAGGCCCAAGCAGGGATACCTTCACCTTGTGTACTCTTGTCGGAAGGAGTTACCAGAAGAGAGGAATCTGGGACCGTGCAGCTCCAACCCCTGCCAACATGGCGGCACTTGCACAGAGTCAGAAGATGAAGCGTCTTATTCTTGCTTGTGCCACCCAAAGTTTTCTGGAGATAACTGTGAGacagAAATGGTCACCTGCTCTGCCCTCGGCGATCCCCACTACAAGAATTTTGCAGGACACAGGTTTGACTTCCAAGGCAACTGCATGTATGTCATTGCGCGGGACTGCAACAAGGAATTTGAAGTCCTTGTGGTGAATCAGTCTCCGCAGTTTAACCCTGCAGTGTCCAGTACTGCAGAAGTCATTGTACTAATCAACAACATAAAAATCCATCTGAAGAGGGACAATGAAATTCTCGTCGATAACGAGAGGATTGACTTGCTTCCATTGGTAGAAGACAATTTCAGCATCAAGGATCGACTGGCCCATGTGGAGGTGCATGTTCCAGAGTATAGCTTGACAGTGACATGGAACCGCAACGACATTGCCAAAGTTATCCTTCCCAAGAACGATGGTTCCAGGGACATCTGCGGACTTTGTGGACACACCCGGGCATTTCAACCCATCGGTAGCTACAAGATGAGTACAGGAACGATTGTGACAGACCCAGTCATCTTCGGCAATAGCTGGCAAGTGGACACTGAATCCTGTGTGGCCAACACAGATCCCCGTAATGCCAATCAGCTTAGTCAGACTATTAGTAGTGGCAAGCTTGAGATTGCTCAAAGATACTGCAAGGCCATCTCGACTGCTGAGGTCACACAATGCCCAAATACGGCAGCTACTGCTGATGCAGTCAAGCAGGCCTGTGAGTTTGATCATGCAAGTGGCCTCGCAGAAAAGGCCTGTAATATCATCAAGGATTTTCAAGAGGACTGCGTGGAAGAAGGAGGAAGCGTACCGCAAGGAATCATCCAGTGTGGTGCTGCATGTGCAAGCCATCTGAGTCCAGTTGAGTGTGTCACCCCATGTGGCACCTGTATGGCGTTCCGTCTTTTAATTGGCAACTGTAACGAGCCGTGCATCGCGGGATGTTCCTGCGCAGACGGGAAGTACGATGACGGCGATGCTTGTGTGGAGGAAGACAAGTGCGGATGCGCACATGAAGGCAGATACTACAAGCTGGGATCAACTTTCCTGGATGACACCTGCACCGAAGAATGCACCTGTCTACCAGACAATGTTGTAGAATGTGGGCCACCCTCAAACAAGCTGTGTCCAGTGCATCAGACTGAGATGCATACCATGTGTATGCTCAACGACGGTGTCTATGAGTGTGTGTGCATTAATGGGTACGAACCAAACGCTGATAAGACAGCCTGTCAAGCAATGCAGTTGAATGATATGGTGTTTCCATCAGGTCGTCGTCGACGCAGGAGAGACATCAGTGAGGATGAATGCAATGTGGATTTGGGCATGGCCTCTGGCCGCATTGCTGACAACGAGATCTCCTCCTCCTCAAGCAAGAATAGGAAGAGTCTAGCCTACCATGCGCGGCCAAATCTGGCCGGATGGACGGCAAAGCGGAGAGACACTGAGCAGTGGCTCATGGTGGACATCATAATCCCCACAGAGATTACTGGTGTGAGGACCCTTGGTGATCGTCACAGAATCGGGACGAGGTACAAGCAGGCATGGGTAGGTGTCTATAAAGTCGAGGTAAAGCTGGACAGCACGGATCCATGGATTGCAGTGACAGATTCCAGCCGCCGCGAACAGTTTTATGGAAATACTGATGCAAACACTCCAGTCACTAACATGTTTTCTGAGCCGGTACGTGCACGCTTCATACGCATCAGGCCTGTGTCATTCTATGGTGAAATCAGCATGCGGCTGGAGGTGATAGGCTGCAAACAACAATGTGATGCAGAAATTGGCTCCTTCCCTGTCATCCGCCACATCTCCTCTGACAACTGGTTTGTCGTCAACACTGGTGAACCAATCACCTGCGCAGGTCACGTCACGGCTTGGAAAGTAATCCATGCCAGAGAAGAACCTCTTGAGGCTTGGGTCCTTAGACCTTTGAAACACATCCCGGACGGATTCATGCTTATCGGGAACACCCACATACCCTCTGGTCCCGTCGACAAAGAAGTGGAGTACGAACTGCTGGGTGATCAGCGCATATCTGTGCGCTCTGGGGACGTTGTCGGGTTCTTGTACGAGCGGAATCCTCTCTACTCCAGCGAGGAGGGGGAAGAGACGACAGATTACAAGTGGCTTCATATCCGTGACATCAGCAACTATGAAACCATGAAGCCAGGGTCCTCTCTCCGATTCTCTGCTGGAGATGGCAAACGTGCTTTCTCAGCAGTTGCTGTTCTTCAACAATCTAATGGAGTACCAGTTCCCCCAGTCCTGTGTGCTGGTGAAATGGGACTGAGCATGGACAAGATGTTGATACCAGACGAAGCGTTTACTGCAAGTAGCCATGTGAAGGGTCACAAGCCTATACGTGCCCGTCTGAACACACTCTACAGTCACAGGGGGATGAAGAGTGGATGGACTCCAAGACGGAGGGACAGGAAGCCTTACTTACAGGTTGATCTTGGGACTCAGCAGCATCTGTCAGGCATCATCACCCAGGGCAGGCATTCCAAGGCAGACTTGGAGACCTTTAAGAAGGGCAATCGACGACAGAGGAGAAGAATGCGACGACGAAAGAGACGGGCCCGAAGAAGACATGCCTGGGTGACTGCTTACTTTGTGAAATACAGCTTGGATTGTGAGCACTGGGAGTACATCAAGTCACCTGATGGTCTACGCAAGCGATTTGAGGGGAATGTGAACCCAAGCAGTCCCAAGACAAACTACCTGGATGTACCTGTCACAGCAAAATGCATCCGCATTTATCCAAAGAAACAGCGGGGAGCAAAGATTGGATTGAGATTGGAGCTTCTTGGGTGTTCAGCTGATCCATGCACCAGCAACCCTTGTGAACAAGGAGGGACTTGTAAGCAGGCATCGGGCCTGAATCCTGATGGCTACGTCTGCCAGTGTCCTGAAGGATGGACAGGACCCAGATGTGACATGGTTGAGGGGATGTGCCGCAGTGCAGGGGACTCCCACTACCACACCTTTGATGGACGGCATTACTACTTCCCTGGAGAGTGTACTTACACTCTAGCTAAAGATTGCAGGAATAGCGATGAACCAACGTTTGACATCCTCACTAACAATGATGCAGGTGGTCGTGAGATCTACATCTACACTAATAATATGATGTTTGAATTCAAGCAGGAAGGTGTTGTACATGTCGATGGAGAAGCCTGCAAGTTACCAGTCAAACGGAGTGGCGTTTCCGTCGTCCATAATGCCTACACAGGAGTGTTGTTACAAACAACTTACGGCCTGACTGTAGAGTGGGATGGTCACCATCGCGTCGTCGTGAATCTGCCAGCGACTTATGCAGGTGGAGTTTGTGGGCTGTGTGGCGACTTCAACGGTAACGAAGATGATGACATTCCGCAGGATGTCTCTGAGATGCAGTTTGGAGAAACGTTTGCCCCGGAGCCGGAGAACTGCGCAGTCTGTGAGAAGTGTATGCTTGACAAACCATACGACCGCAACCCTAGCAAGCAGATTGAAGCTCAGGAAGCATGCCGTCCCATCAAAGATCCTCTCGGTCCCTTTGCACGCTGCCATGGTGTAGTCAGCCCGGAGGAGACCTACGACGACTGTCTTCAAGATGTCAGCGACTCAGACTCACTGAGCAGTATTCCACGCTGTACCCAGTTTGCTGAGTATGCCGATATGTGTGCAGTGAATGGTGTGGTCATTACATCATGGAGAAAGAAGAATATGTGTGGTATCACATGTCCAGCAGGAATGATTTACACCCACTGTGGAAGTGCCTGCCCTGCAACCTGTGGTGATCCCCATGCTCCAAACACCTGCACCAAACCCTGCGAGGAAACCTGTCAGTGTCCGGAGGGGCTGCTCAAGGAGGGGGACAAGCTTTGTGTGCCACCGTCTGAGTGCGGATGCACAGATAAtggatgttactttgagCGTTTCACCACGTTCTACCGCTTTGGATGCACTGAGAGAGGCTTATGTGGGTTGAAGGGAGAGGTGACCTATGGCAAGAGCCAGTGTGGACAAGACGCGACCTGCGGGTCAAAAGACGGTGCATACGGTTGCTTCTGCAACGATGGATTCTCTGGGAACGGCCACCAGTGCACCAATGTTCAAGATGACAAAGCCTTGCTTACATGTGAAAGTGAAGTCTTGAACATCGACTGCGGGTCAGGACAGTTCATCGATATAGTGGAAGCAGTCTACGGCCGAATAGAGGACTTTGAGAAATGCCCCACCGAGAAACAACCCAAAGGAGAGTGCAAATCACAATCTGCAATGAGTGTTCTCATCGCCAAGTGTCAAGGCAAGGAGAACTGCAGGTTGGAGGTCTCCTCAGAAGTCTTTGGAGATCCTTGCTATGGTGTCAACAAGTATCTAGAGGTGGACTTTGAGTGCACGGCGACTCCCAAGCCTAAGACTGTATCTGGGGAGGTGATGAAGAGGGTGTGTCAGGGTGACTCCATGGAGATTGACTGCGGAAACTTGCTCATAGAGGTCACCGATGCAGTGTATGGACGGGTGACTGATGGTCAAGTCTGTCCTGGTGGCCACATCGAGAGTGTGGACTGTATGGCCCCCACCTCACTAGCGGTCATCCAGCAGTTGTGTCACGGAGAGACTAAATGCACAGGACTTCAAGCAGCTAGTCATCTGTTTGGTGGGAATCCATGTGGCAGGACCTTCAAATATCTGGAGGTGAAGTACAGGTGTAGTTCTGAAGTCGTACCAAAAGCCAATCTACCTGCCAGCCCATGTGCTGAGAATCCCTGTCTGCACGGTGGGCAGTGTGTGACGGTGGGGACCTCCAGGGGCTACAAGTGCACCTGTCCTCATGACTGGACGGGACCAAACTGCGAATTTGAGGAAGTCAGCTGTCGCGCATCAGGAGTCTCCCACATCATGGACTTCAACGAGCAAGACTTTGAGTTCTTAGGTGACTCTGAGTATGACCTAGCCAAGAGTTGCCTCGAGAATGAACACGACTTCCGAATCATAATTAAGAAGGCCAGAATGCCGACTGAGAACAGTGTGTCAACAATTGAAGCTGTTCACGTCCATTATGATGGCAAGGAGATTGAGCTCAAGCAAGAATACAAGGTCCTCATGGATGGCAAGAAGGTGTCGGACACGATGAACCTCAACTATGGAAAGATCCAGTTGTGTCGAGTTGGCAACTACCTGCTCCTTAAAACTGACTTTGAGATGATAGTGGCCTGGGATTGTCTTCACCGTGTGCAAGTGAGGATGCCAGACAATGTGGCCAGACAGACCTGTGGGCTGTGTGGTACCTACCATGGGCTCGGTAACGAAAACGAAGGATTCATCGACAGAGATGGAAACAAGGTTGAGGATATTAATGCCTTTGGCTCCAGCTGGCGCGTTGCTTCTGATGCTCCAGCTTTTGTCCACACTAATCTCATCACCACGCATGCCTGTACAATGTGGTCATCGCGGGCACATGATGCAGCAAACTTGTGCGCAGAACTCAAGAATGAACGAGGTGTATTCAGAAGCTGCTTTGCCAAGGTTAACCCAGACACTTACTACCGCAATTGCATGTATGACATGTGTGCGACACTACCCAGTCAGGAGCTGGTGTGCCAAGCCATGGCTGAATATGCAGATATCTGTCTGGATGAGGGAATCGTCATCGACAACTGGAGGTCTGCTTTCAGAGATGGACAGTGTGAAATGGCGTGCCCCAAAGGACAGGTGTACAGTGCTTGTGTTCAGTCCTGCCCCAATTCCTGTGGTGATCCACATGCTGGAAAGGAACCTTTGGACAGGTGTTATGAAGGGTGTACGTGCCGAGAGAGTGGACACTTACAAGACGGCGACCAGTGCCTGACATCTGACAACTGCGGCTGTCAACGATTGGGTATCTATTACCAGCCTGAGGAGAGGGTCGTCAATGACCAGTGCACCGGGCAGTACGTTTGCCTTCCAGGAGGTGGGTGGGATGAGAATCCGTTGACCTGCGATGCTAACGCTCACTGCGGAGTGGTGGATCACAGACAGGGCTGTGTCTGCAACGACAACTATGCAGGAAGTGGGAAACAGTGCTTTGATGCTAAGCTTGTCACTGCCAAGTCTGCCTCCCAGGGCGAGAGCCTCCACATTGATTGCGGAGATGATTATGTTGACATCATCTCAGCCGACTACAGCTACGTTGATCCAAGCAGTGCTGGTGCCACCACAGATTCTGATTGCCGCGCCTCCAATGTCATGGACGTCTTGGCCAACCACATCTCCCAAGACGGCAAAGTTCTTGAAGCCAAGGCATCCGCCTACCACTTTGGTGACACCTGTCAGCAGACTGGCAACGTCTTGACGGTCAGGTACTTGTGCTCCGTGCGGCCTATTGTCCGAGAAGTAGAGCTTGGCAAGGTGGTGCACATGAGGGGATGCCAAGAAAGGGAGATCTCCTTGAAGTGCAAAAAGGGGTCACGGATAAGGATCATGAAGGCTGAATATGGACGGCAGACTGGGAGCGAGGTGTGCCAGAGTGCTTACAACCAGCATATAATGACCACAAGTTGCCGAGCCTCAACAAAGCGAGTTGAGAAGAGGGTGCGAAGACGTTGTGACAACCGTGAGGAGTGCCGCATACAGATCAAGAAGCGTAAACTGCGAGTGAACCCTTGTAAGGAGACGCCAAAGTATCTTGACGTCACCTACAAGTGTGAGGATTATGAGCCTAACTAA
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ATGGCTCTGTTCGGAGCGGTTGATCTGGAGGGGCTACGAGATTTTGCGTGCCACAAACCGGGGCGCCCTCTGGACCCCAAGATGGCCAACCTCCTACCATGGATTCTGGCCCTATCCTTCGCCTCGCTATCCTACTCGGAAGCCAATGACTTGAGCTGTTCGTATCGCGACACCGATGGCTCGGGAGATTTCACATTCGATGATCTAGAGATCACAGATCCCGAGTTTACCATCGCCTTCAAGGTGTTGGCCAACAGTGATGTCAACATCATACTCTCCCCCTTGAAGAAGGAGGATCCTGCGGCCTACGTCATCACCATCGGGGCAAACAATAACGAGCTGACCACAATCAGACGTTATGGCGGCGAAGTGCTGAAGTCGTACAGCGTCACTGAGGCCACTCCTTTCCGCGAGAGTGAGCTGCGATGCTACGACAGTTGCATGAACGCCTACTACATCTGCTTCGAGAATGGCATGATCCGGGTCGGACGCCAAGGTGAAAGCGCCCCTTATTTCTCGTACGATGTACCCGAGGGTGAGACCTTCAACCCGAAGAATGTGGGCTTCGGCACCGGCAGCACCAAAGTTGGGCTTTTTGCAGACTTCCTTTACGATAAGGAATGCAAAAGAGATTGTGTGGCTGTCGACTGCACCGGAGTTACTTGCCTCTTCGGCTTCAAGAAGGACGCTCGGGGTTGCGACTCCTGCGAATGCAAAGATTCTCCCTGCGAGACTCTGTCTTGCGCGCCATGCAAGCATGGTTACGTGAAGGACGAATTCCATTGTGACACTTGCGAATGCATACCAGGACCTTGTGATGAAGAACCTTGCCAGAACAACGGATACTGCTATGGTGTGGGCACCACCGACTATGGCTGTATATGCACAGAGGGCTATGACGGGGACAACTGCGAGAATGATGTACAGAACCCGACCATCACCTGCCCGATCGACATGGTAACCACAACAGATCCTCAGTCTGCCGTGGCCACCATCACCTATGAACAAGCTACAGGGTCTGATAACTCTGGCGTGGATCCGTCCATCGTATGCTCACCAAACTCGCCCACGTTGCCAGTAGGCGTCAAAACTGTCCAGTGCATTGCGACAGACGGAAGTAGCAACACTGCCTCTTGTACCTACACGATTACCGTAAACGATGAAGAGGATCCCGAGTTTGACTGTCCGCTCCCCATGGACAACACTCCAGTCGACAGCGGGCAGCCCGACGCAGTAGTCAACTACCAGATTCCGGGAGTTACAGACAACGTGGATGAAGACATCACGGTTGAGTGCACCCCAGCACCAGGCTCCAAGTTTCCGATCGGACGCACGGATATCACTTGCACCTCCACTGACAAAGCCGGCAATACAAAGACCTGTCCGTTTTACATTGAAGTTGTGGATGACGAGGGCCCAACGATTGAGTGCCCTATCGACATGAGCCAGCCAACAGACAGTGGGTCACCTACTGCCGTTGTGACCTATGACACGCCCGTTGCAGTGGACAACAACGACCCCAATCCCACAGTCGTCTGTGATCTTCCATCCGGGTCGAAATTCCCCGTCAAGGCTAACGAGGTCGTCTGCACTGCATCCGACAACATTGGGAATTCGGAGAAATGCACGTTCACTATCACTGTCAACGagtcctgcaactttgaggtgacagtcaaagatgaggaaaagccaaagatcagatgcccgctgcccatgcccgacgtcttgaccgacccgggcaagccgattgccgtggtccccttcccagacccatcatcaagtgataacgccgaccctgacccaacggttgtctgcaacccaccagccaattccgagtttcccatcggcaccactcgagtcaaatgcacatcaacggatgatgccggcaacttcgccacttgcccgtttgaaatcacggtATCAGATGAGGAGAAACCGAAGCCTTCGTGTAGAGAGGATCCTCTGCAGCAAAATActgatcctggcaaggattttggaactgttgactacgagactccatctgccacggataacgcagacgactctccagcggtgacatgccaagaaccatctgggtctgagttttcgctgggcacaaccactgtcacgtgcacggctttcgacaatgcgggcaacgaagagtcctgcacattcgatatcgctgttgtagatgaggaaaagcctaagctggaatgtccactgaacatgaccgagcctgttgacgctggggaagactctgctgtactcgacattgtggcgccggaagcgagcgacaacgccgacctgaccccagatgttgtctgcacacccccagagggacagtttgatttccaattgggcccaaacccagtcacctgcattgccactgataactcaggcaacttcgaagagtgcacatacatagtaaccgtcgaagATAACGAGGGGCCAACCATCAAGTGCCCGCTGCCCATGCCGCAACCAGCCGATCTTGGCTCTACCACAACGGCCGTCACCTACAACGATCCGATTGCCTCGGACAACTCTGACCCTAACCCAGTAGTGTCTTGCACATCAGCGTCTGGGTCTGAATTCGGAATCGGGGAAACCAACGTCACATGCACTGCTACCGACGATGCGGGCAACAGTAACGAGTGCTCCTTCAAAGTCATCGTTACGGATGCTGAACCGCCCAGTTTTGAATGCCCAGCCGACATGATTGAATCCATGGAAATTGGCAAACCGTCGGCTGTCCTAACCTACACTCTCCCTTTTGCCATTGACAACTGGGATTCCGAGGTTGCTGTGGTTTGCACACCAGCGTCTGGCTCAACGTTCAAGGGTGGGTCAACTACCGTCGTCTGTTCGGCCTCGGACGATTCCGGCAACAAAAACAACTGCACGTTCACTATTGAAGTTCAAGATACGGAGAAGCCGGAGATAACATGCCCAATCGACATGGAGGAGTTTGTCGATGCCGGTAAAGCGTACGCCACTCTTGACTTTGATAAGCCTGCTGTGACAGACAACGCCGCCCTTCGACCCAAGGTCTCTTGTGACAAAACCCCAGAGGTCGCGTCCGCGTATGACATCGGGACCACGACAGTGACGTGCACCGCCGTCGATGATTGGAGCAACTCCGAGGAATGCTCCTTCACTATCAAAGTGACTGacaacgaaaaacccaagatcacctgccctatcccaatggattctgttcccactgacggtggacaatcgtccgccactgtcacctttgcccctcagtccgtgtctgataatgccgatcctgccccgatcgtcttctgcgagaaaccctcgggctcagagttcccaattgggaagtccacggtccagtgtacagctactgacaagtacgaaaactctcagacgtgccagttttacatcatcgtcaaagacaaggaaaagcccaagatcacatgccccatcgacatgacccctgcgactgacccgggtgcgccggatgccacggtcacctacccagctcccacagtgaccgataacgacgcggtcacgtacacctgcagcaaggcctctgggtcgaagttctccttcgggccaaatgttgtcatctgcactgccaaggataccaccggcaacgaagcaacgtgtactttccaaattgacgtgaaagATGAGGAGAAGCCACGCATCACTTGCCCAAATAGCAAGACCATGCGAATGGATGACGATCAGGGCTACTCTACCATCTCTTACGACAGTCCAACTGCATCTGATAACCTTGACACTTCACCAGACGTTCTCTGCACTCCACCATCGTCCACACAGATCTTCCAGATTGGGCCGACCACTGTCACGTGCAATGCCGAAGATGACAACAGAAACAGCAACCAGTGCGAATTCACCATTACAGTGAAGGtcggagagaagacagtgacttgctctgctactgacagcagcaccaacaaggaaagctgctcattcactgtgacgatcacagATGATGAAGCGCCCTCTATTGATTGCATGAAGACAAAGATCTCGCAGACCACGGATCCTGGTCAGGCCTACGCATCGATCAACTACGAGTTGCCGACTGCCTCGGACAATGCGGATCCCAGTCCAACTGTTAGCTGTGACAAGGTACCGGGCTCCCAGTTCACGCCCGGCACGTACGTGATTACGTGCACTGCCACAGATGACAGCCAAAACTCAGCGAGTTGCCCAATCACAATCACGGTCACAGataaggagcctcctaagctgaaagactgcccagtgtccatgctggacgaaacagacactgaccagagctttgccaccgttgtgtacactgagccgacagctaccgacaacgtcgacaaatctcccattgtgagctgcagtccgccatccaactcacaatttgacattggcactcagatggtgacatgcacagccaccgactctgccagcaacgtggcctcgtgcgacttcaatgttcaagtcaaagataagcaaaaaccagaggtcatgtgtcccattgacatgtcgaaaaaagccgacccaactaaaaagtctacctatgtgagcttcgtcgacccccgcggcagtgacaactctggcttggagccttcagtcaaatgtgatcccccctccagctccgagtttttcatcggcgataacactgtcacttgtacagcgacggatgcggctagcaaccatgaagattgctcgttcaccattacagtAACTGATGAAGAGCCACCTACTGTCTTTTGCACGGACAACAAGAAGAGAGTTCTGGATGCCGGCAAGGACTATGCCTCTTTCATTTTCTCCCTTCCGACGGCATCCGACAATTTTGACCAGAACCTAGTGGTGACTTGCGATCTCCCGACAGAATCGACTCTGAAATTGGGATTGAACACGATTGTATGCAGAGCCAGCGACACTGCTGGCAATGAAGGAACCTGCTCTTTCGTCGTGAGAGTCACCGatgaccagccacccgagttggaatgcccagacgctgcgttcatggagacagaaccaggggtgtcgacagctgctatctcctacacggtccccactgccaacgataacgtggacggtagcattacagcgtcttgcactccagatacaggtgatcggctgagcgtcggtgagaacaccatcacatgctcagcctccgattctgctgggaacactgagacctgcttgttccctatcacgattgaagacaaggaacagcccagcttcgactgcccccttcccatgcccgatgtgactgtggacacggacaaggactatgcgaccgtcacttacacaacacccgagtcagtggaggacaacgttgacaaggacattgcagcgttgtgtgacaaggaatcgggcgcacaattccccatcggaacttctgtggtgacgtgcagcgctaccgacgctgccggcaacccaagttcatgctcgttcaaagttggagttgtagacaaggaagacccggttgtgaagtgcccaatagacatgaacgccaagacggatcccagccaagactacgccactgtctcctacccggctttagaggccaccgacaataccaacagcaacctggtgataacctgcgataagctcacgggctcacaattcccaatcggacccaatgcggtaacgtgcaccaccgaagacaatgccggcaatgtgggctcgtgcacgttcaacattgacgtAGTCGatgaggaattACCGACAGTCACCTGCCCAGACAAGATGGACGGTCAACCCACGGATCGTCGGGCCAATTATGGCACAGTAGACTATGTGATACCCACAGGAAGTGACAATGCCGACACTAGCCCAGTCGTGTCTTGCGACAAGCTGCCTGGCTCCAAATTTGACGTTGGCAGTAATACAGTCACATGCACGGTCACCGACAAGTACGGCAATAGCAATCAGTGCACCTTTGACATTGAAGTTGTCGATGAAGAGAAGCCACAGATCACATGCCCTCTACCCATGCCCGACGTGACAACTGACGACGGCGCAGCCACAGCACTGGTCGGCTACAATTACCCAACGGCAACTGATAACGTGGACCCCAGTCCGACTGTCACATGCACGCCCGAGCCCAATACGCAGTTCCCCATTGGCGACACTACCGTCAGATGCAAGGCCGTGGACAGTGCCGCCAACAAGAAGGGCTGTAACTTCATCGTGACTGTGACAGatgatgaggatcccaaaatgacatgtccagttgacatgggcccaaccactgacctcgacaaagactttgccactgtcaactacgacattccgcttgccactgacaacgtagacaccaatctggtagtggactgtcaggagccatccggttcggagttttcgttgggcgaaaccactgtcatttgctcagtttccgacagcgcaggcaataccgtgacctgcccgttcaagatcaccgtcacagATGAGCAACAACCAGAGTTGGACTGCCCTCACGATATGACCGAGCCCGTTGATGCTGGGGAAGACTTTGCGACCGTCACTTACACGACGCCGATTGCAATCGACAATGCTGACCCAGCACCGGACGTGGATTGCCAGCCAGCTGCGGGCTCCCAGTTTGGCGTTGGCCCCAACGAGGTCACCTGTACGGCTGATGATGAGTCCGGCAACAGCAACACTTGCAAGTTCAATATCATAGTGGAAGataacgaggggccgacgatcaaatgcccgatccccatgcctgaggccgctgatttgggaggcacctctaccactgtggactacgatgcccccgaggtgtctgacaacaccgatcccaatccggacgtgacttgcacacagctgtccggtacggtgttcgagatcggagacaacgaggtgacatgcacggccaccgacgatgccggcaatagcaacaagtgttccttctcagtcatcgttaaagATGCTGAACCGCCCCAGATAGAATGCCCAGTGGACATGGTGTCGAGTATGGACCCTGGAGAATCGTTTGCCACCGTAACCTACGACCTTGCCACTGCAATTGACAACTGGGATGCCAATCCACTGGTGACGTGCTTCCCGCCCCCGGGCTCGGTATTCAACGCCATTACCACCACCGTGGTTTGCTCGGCCGTCGACGCAGCGCATAACAAGAACAACTGCACCTTCTCCATTACAATCGAAGATAACGAGAAGCCGAAGATTACCTGCCCTGTCAATATGGATGAGTTCGTTGAACCCGGGAGGAACGTGGCCGTCGTGGAATTCGACAGCCCGACTGCGACAGACAACGCAGACCCACGGCCTACCATTCGTTGCAACTCAAAATCGGGTGCTGAGTTTGAGGTTGGGACCACGACTGTCACCTGCAGAGCCATAGATGCTTCTGACAACAGGAAGGTTTGCAAATTTGACATCAATGTCAAAGacaacgagccacccaagttcaagtgcccggcctccctcaacagcatttcaatggatcccggcaaagccattgccactgtgggctacattcttgatactccaactgacaacgccgaccctgcgccgactgtcgtgtgcaacccagcagctggctcagagttcccgctgggaacaacaacggtcacgtgcacagcgagcgatgtcTATGCCAACTCCAAGGATTGCAGTTTCCAAGTTGTGGTCATCGatgacgaaaagcccgagtttgactgcccagttgacatggacgcgaaaactgacgtgggtgtggcaacaggcacggtaacctacaccacgccaacagccaacgataacgtagacggcgagataccagtgacctgcactccagagtccggtaccgtgtttagcgtcggagtgaacatcatcatgtgcacctctactgactccaatgggaatacgcggacatgcccgttcaacatcacagtcaaagATGAGGAAAAACCGAAGTTTGACTGTCCTGTGGACATGAGTAACATACCTGTCGACCCCAATGAGGCCTTCGCTATTGTGTCGTACCCCCAGCCCGATGGGACAGACAACGTGGATTCCAACATCCAAGTGTATTGTGTGCCAGAGCAGAAATCTAGGTTCCCCATTGGCACTACTGAAGTCACTTGTGCCGCCACTGACAAAGCCAAAAACTCTGAGCGTTGTTCCTTCGACGTTACGGTCGTAGATGATGAAGGACCCAAGTTCACGTGCCCCATCCCCATGGTGCAAAAAACCGATCCTGAGTCTTCAACTGCCGTGGTGTTCTACGACGCACCGATAGCGGAGGATAACGCAGATGGGTCCTTACCAGTGACGTGCGAACCAGCAAGTGGCTCTACGTTTCCGTTTGGAGTCACCACTGTCCAGTGCAGTGTCACAGACTCGAGTGGCAATGTCGCTGATTCTTGCCAAGTCCCGTTCACTATCACAGTAGAAGacaaagaaaaacccaaggttacctgcccgatcaacatggatgacattcccagtgcccccggtgacagttctgccactgtggattacaccattcaagacgcacaggacaatgtggatgggatcattcctctcaattgtaacaagcccccaggctcaaagttccccatcggcaccacaacggtactttgtactgcaacagatgcatctaccaactcagcatcttgctcattcactgtTCAAGTCGTGGatgaggaaaaaccggaattcgactgtccaatcgacatgacccaaaacatggacaaggggtcttcgactgccaaggtaacctataccgtacccacagcaaccgacaacaaggatggcagcgtaccagttgaatgtgtcccggcttccggctcggcatttggcatcggggcaaccactgtcgagtgcaccgctgttgattctgccggcaataaaaagatttgcccattcactatcaccgttgaagATAAGGAGAAGCCTGAGCTGGATTGTCCGGTGGACATGACAGACATCAAAGTGGACGCAGGACGGGCAGATGCCAGAGTGGTCTACCCAACACCAGAAGCCACCGACAACGTCGGTGGTGTGTTCAAAGCCACATGCGTCGAGCCATCGGGGTCCAAATTCCCCATCGGCAATTCCACTGTGAGGTGCAGTGCTACCGACCAAAGCGAAAACTCTGAGGAATGCACATTCAAAATCCAAGTCAAGGacaacgagcttccatcatttgaatgcccagtctcaatgactgagcccactgacgccggcgtgaaggatgccgttgtgacgtaccccgtaccaacggccaacgataacgcagatggctctatcccagtgacctgcatgccggagtccggctccacgtttccggtcggaacaacctcggtgttgtgctcagccacggattcatccggcaatacccatacatgcccgttcccaattactgtcgaagatcgcgaactgcccaaatttgattgcactgatgacatgcatgtcttcactgacagcggcaaaaactacgccactgtagactacccagaaatgccggtaaccgacaatgtggacagtaatctggaggtcacttgcgtcaaaccatctggatcgcaatttggcattggagacaccaaggtcacgtgctcagccaccgactctgctaacaacaagaagacatgcaccttcactgtttacgtcacggataaggagtcaccagaatttgaatgtccagtggacatgagccaacccacggatgcaggcaaccccacggccgcggcagcgtacactgaacccacatccacagacaatgttgacggaatcaagcaagccaagtgcctccctgcaccagggaaggttcttcctgtcggccccaacacaatcacttgcacggccactgatagtgtcggcaattcagcaacttgtacattcacgctcactgttgaagataaggagcctccaaaggttgtgtgccctattccgatgaaagatgtctcggtggatcccggtcagaactacgccactgtcaactaccccgatccgacagctgaagacaacgttgactgcagcacaaccttcgccatcacctgcgttgagccacaaggctcacagttccctctcggagagagcacggtcacgtgtacaaccactgacatggccggcaacccaggaagctgcagtttcaccatcaccgttgTCGATGATGAAGCACCCAAGTTTACATGTCTGGACAGAATAACTCAACCCACTGATGCTGGTATGCCCACTGCAAGTGTACCCTACACAGAACCCACAGCTACCGATAATGTGGACAGTGCCGTAGCTGTGTCTTGTACTCCGGCGCCCTCAACCGCATTTGAGATCGGAACGAACACTGTCACATGCACTTCTCAAGACTCCAGTGGCAATAAAGACACCTGCTCCTTTGAAATCGTCGTGGAAGacaaggaagcgcccaagatcacctgtcccatcgatatggacaatcaggccccagatcagggggcaacctttgcaaccctcacctacccatggcccacagttacagaaaacagccccgccattcctacagtgacctgcgatgtacagccaggggcccagttctccattggtaccaccaccgtcacgtgcacggcctcagacccttatggaaacgctgcagattgctcattcactgtggaggttaaagACGTCACACCACCAAATGTCAACTGCCCAGCCGATATGACCTTTGACACGCCAGATGATGTCATATTCCAGGCCAAGGATGTCACTGCCATAGATGACGATGGCACAAGCCGACCAGTCACGTGTGACAACGCCCAGATAATATATTCTAGCGGCGCCAACTCTATCACCTGCCGCGCTTCAGATGCGAGCGGAAATGAAGCCTCGTGCTCATTTAATATCATCATTGACCCGCCAGTGTGTGCATTCCCAACTGAGGTCAACAGCTACAACTACTACGCCCCGTGCGCGACCCCGCTCAAGCCTAACCATCGCACCAAGCTGTGCTTCACTGGGTCCAGTGAGAGCTACATGTACGTGGGCATTTGGGATAGACAGTCTCCAATGTACAACGTTGAAATGCTTGATCTGATGATCGACGGAGACTCGCTCCAGATTACTCTCGGAGACAACATCCAAATGGAAACCATTACTGGTTTCAAAACCGGAGACACCCTAATCTGCGTCGAACGCACTGCCGATGAAATCATTCTGACACACGACGACACCCCGCTCTTCACGCAACCGACCAGCGAACCCTTGACACAAATTGGCTTTGCTTCCAGCTTAGATGCCTACTGGATTACCCAGTCGGTTTTTGGATCACCAGGAGCTAGTCGTCGCCGTCGGTCTGTTGATGATTCTGATCCCATCAGGGCAGCTGTCAAGAGACGTCGCCGACGATCAGCCGCTGACGTTGATCTATTGACCAGGAAACGCCGTTAA
>Agib-Sfp7 (g22446.t1 but 1344 bp shorter)
ATGGCGACATCTAAGTTCATAGTCCTCCTTCTGGCCGCAATATCAGCCACTGCCATCGCTCAGTCTGATCCATCCAACCACATGTGTCAACTGTACCAAACTGAAAAGAACACTGAGATACAGTGGCTGCCGGACACTCTACCAAACCCGCGTTTTCAATTCAACTTCAGAGTGATTGCGCTTGCTGATGTGCGCATTGTGCTGGCGGAGAGCCCACTTCCTAGCGCAAAAAGAATCATTATCGGACTTGGAACGGCCAGGAACAGCAAGTCTTACATTTTGCGTCCTTCCGGTCGCCAGGGTGAGACCAGAAACACTCCGAATGAATTGAAATGTGACCGATTCAATGAGTACTGGTTGCAGTTCGAGCCAAGATCGTTGAAGGTTGGAAGGGTTGGGGAAAGGTTTCCCTTCATTGAGTTCGACATTGATCCCAACAACCCGATTGTCCCTAAGCACGTGGGCTTCGGTACCAGCCCCGCCAGCGTGGGGGTCTTTAGCTTCAGTGATTTCAAGGAGCACTCACCAATCTTCCACGAACATGTGTTTATGACTGACAAGGGTTACTGCTACGACTGGACTCTGCGCCCGTGGCCTATATCCGCCAAGGTCTGCTTCCAAGTCAAGACTGAGGGGATCGCAGCACTTGCCCTCTCGCCAGAGAAGGATCCATCGGCTGGTGAACTAGTCTACGAAATTGAACTCGGATTCTCGAACAACCAGCTGACCGTTCTCCGCCGAGGAATGCACGGGGCTAACATCGCGGTGGAATCCACTAAAGACATCTTGGACTGCGATGAGTTCCGGACCTTCTGTCTGGAGGCTCGCGGGCCTCGGATAACCCTGACGGCCCTGGGCGATCCCAAACCCATCCTGGACTTCACCGACGAGGAGCGGCCCGAGGTTATTTACCGGTACATCGGCTTCGCTGGCGGGTATGACTTCCAGGTATGGTGGAGATGGCCGGTAGACATGGTGCCAGATTACGAGGTACCCAAAGAACCAGAAATTGTTCCCGAACCACAAGATCCATGCCAACCCAATAACCCGTGTCTGAATGGGGGGAAGTGCACCAATTTGGGAGGTGGGAAGTACTCCTGTGCATGCATAAACAGATACAGCGGGGACAACTGCGAAGTAAAACCAGACAATCCAAGCGGCAGTGACGTCAAAGTATCGACAGCAGAACCGCCGCCCAGACCACGAGATCCGTGTCGTCCAAATAATCCATGCCAAAATGGAGGAATTTGTAGCAGTTCTGGGATCTCTCAGTACAACTGCCAATGCATGAATGGATACAGCGGAACCGACTGCGAAATAGAACCTGATCCGTGCCAACCCAACAACCCTTGTCAGAATGGCGGCGTTTGCATGCCTGCTGGCGGTATGCAGTACAACTGCATGTGCATGAACGGGTACAGCGGACAGAACTGTGAGAACGAACCAGatccttgccaacccaacaacccatgtctgaatggcggagtttgcacACCTACAGGCGGTATGCAGtacgcctgcagttgctcaaacggatacagtggagaaaactgtgagatcgAGCCAGATCCATGTGAACCCATTAACCCTTGCCTAAATGGTGGAAGCTGCAGCAGTACTGGAGGTGAAGCATACTCCTGTGAATGTGTGGACGGCTACAGTGGAGACAACTGCGAGACAGAGCCAACCCCAACAGACTCGATCACCATCATTACCGAGGACATTGATGAGACCAAGTTCCCGGACATTCCTCCACTTACCCCTGACGGCTTGTACGAAATCTGCATCGTGGTAAACCCTAAAAAATTCGTCTTTATCGTCATCTATGCGTCCAGAGAGGACGTCGGACAGGAGCCTGCGCTCTACGATTTGACGTTTGAGCCAGGAGTACCGGCGAAGGTCGAGTCGCAGGGTCAGCAGGTAGGCCAGGTAGTGGAGTGGAGCGGAACTCTGTCGATCTGCATCGCGATCGGCGACCAAATCGTCATCTACCGAAAGGACGGTGCTCCAATGTGGACACTACCCAAGCAGGACGTCGAGCACATTGAAATCGGCTTCAGCTCCAGTATCGAGACAACGTGGACAATCACCACTGAAGAAAACGAGGAACCAACCGAGCCGGAAAACCCTAAAGAGCCGCCAAGGGATTGTCCTCAAATACGCTGTGCATATCCCTGCCCCAAAGGTTACAAGAAGAGTGAAGATGGATGTCCCACATGCGAATGCAAAGGGAAACGCAACCGTGGTGGGGTCTGCCGAAACTTCGAAATTGCCCTACCCAAATTTGCCGCCAAATTGAGAGACTGCGACAAACGCTGCAAAGCTGACAACAACTGCAAGCGACCGTATAAATGTTGCTCTACCGATTGCGGCAATGTTTGCACGAAAGCCTGCAAACCCGTCCAATGCAGGAAGAAATGCCAATTCGGTTGGAAGACTAATAAGAGAGGGTGTGAAATCTGCAAATGTAAAGAATCGCCGAAGGAGATTCCATCCCCTGAAGAACCACCACAAGagccggaaaacccatctcctgaagagccggaaaacccatctcctgaagagccgCCAAAGGGCTGCAAACCCGTCAAATGTAGGAAGAAATGTCTGTTCGGTTGGAAGAAAAATAAGAGAGGGTGTGAAATCTGCAAATGTAAAGAACCACCAAAAGGAGGTGAGCCAGAAGCGCCCGAACCAGCACCGCCCTGCAAACCCGTCAAATGTAAGAAGAAATGTCTGTTCGGTTGGAAGAAAAATAAGAGAGGGTGTGAAATCTGCAAATGTAAAGAACCACCAAAAGGAGGTGAGCCTGAAGTGCCCGAACCAGCACCGCCGTGTGCTTCGCCAATGTGTATATTCCCCTGTCCAAAAGGCTACAAGAAGGATGATAATGGTTGTGATACTTGCGACTGCAAAGGCAAAGTTGAACATCGAGGTACAtgcccggtcctcgagggggtagctgggatatgttcagaggagtgtgccgttgacaacaactgtcagagaaaggaaaaatgttgcagcaacggttgcggccatacttgcatgaaagCATGCAGAGCCCCGAAATGCAGGAGATCCTGCGAATTTGGTTTCGAGAGAGAAGACGGATGTGAAACCTGCAAATGTAAAGCGGGACCTGAGCCGAGTCCCCCAGAGGAACAACCTCCAAGAGAACCACCTGCAGGGAGTGAACCTCCAAAGCCTAAGCCAAAACCAGAGAAACCCAGGCCAGGACCACCAGCAGGAAGTGAACCCCCGGAGCCTGAACCAGAGGAACCTACGTGCCCAGAGCTTACATGTGATCTAGATTGTTCAGATGGTTTTGAATTGGGTGCAGACGAATGTGAGATATGCGACTGCATAGACATCCCGGACGAAACGGACAGCGGGCAACCGGAAGACGAGGTCGGCACGTTTCTGACCACCACTGGGGGCTCTAAGGAGATCATCATCACCAAGGAGGTGGACACCACGCAGGAGCAACAGTTCACCATTGACAAAGAGAACCCAGTGGAGTTCGTGCTGACCTCCGCTGACGGAGAGCTGGGAATTGTTGTGGTCAAGACGTACGTGAAGATCGTCACATCTAGCGGCAAGACACGTAAGACCGTGAAGCTGCCAAAATGGTGTCTTGGGCAACGAGACTTGACGTTCTCCGTCAGTTTCATCACGACCGGCTTCAAGCTGCACATCATCAAGACGGTCGGAGGTGTTGAAGAGGAGCTGTTCTTGACGAAGTATGTCAAGACGAGTGGGAGGAAGTTCACCTGCCGAGCAATCAAGCTGCGATCGAAGGGTAACAAGAAGTGTACGGTCAAGTACAGGCACAGGCGCAGACGCAGAGGACGCAGAAGCAGGCGAGGAAAAAAAGGAAAGCGAGGCTTGAAAAAGAGCAAACGAAAAGGAAAGAAGGgcaagaagtctggaagccgttcaaagagtgtaggaggaaaacgaaagaagggcaagaaatctggaagccgttcaaggagtgttggaggaaaacgaaggaagggcaagaagtctggaagccgttctaggagtgtaggaggaaaacgaaagaagggcaagaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaaggGCAAAAAGTCAGGAAGCCGTTCTAAGAGTGTAGGAGGAAAGCGAAAGAAAGGCAAGAAGTCTGGAAGCCGTTCTAAGAGTGTAGGAGGAAAGCGAAAGAAGGGCAAGAAGTCAGGAAGCCGTTCTAAGAGTGTAGGAGGAAAGCGAAAGAAGGgcaaaaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaaaggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaaaaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaaaggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaaaaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaaaaagtcaggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtccggaagccgttctaagagtgtaggaggaaagcgaaagaagggcaagaagtccggaagccgttctaagagtgtaggcggaaaacgaaaaaagggcaagaagtctggaagccgttctaagagtgtaggaggaaagagaaagaagggcaagaagtctggaagccgttctgggagtaaaggaggaaaacgaaagaaggGTAAAAAACCAGCCCCAGGAAAAGAGACCGCGATCGTGACAAAGGAAGAGGCGGAAACCAAAGTCATCACCGTGAGGCCGAACACCTTCCAGAAGATTGAGGGAATCGCAGGTTACGAGAGGAGTTTAGACTTCTCCTTGGATCCCAAACAGGGCATCACTTTCCGCTTAGCTGAGAGGAGGAACGGAAAGGGCAAGACGCTGCTATTCGTGATACAAAACGAATGGAGTTACATGCAATTTGCCGGACAAGACCTCGGCCGCAAAATCAAGACGGAGAAGGGCATCCTAAACAGCGGCAAGAAGTCGTTCTGGATCAAGCTACCGAGCTCTCAGGACAGTGAGTTCTGGTTCGAGCTCGGCTTCAAGGGCGAGAGCAAGGCCTACCTCCGATGGAGTGTGTCTGACACCAGCTTCCGCCCGCTGTACCTCGATGTGTCCATCAGCGTGACGAAGATTGTTGAAGAAACGACGGAGGTATTCTATCCACAGTGGAATGTTCTCAGTGTACCAGTAAGCGAGCAACAGAAGTTTGAGATGGAATCGAACGAAGTGGCTCTGATAGCTCTGCAGCCTGGGAAAATAAGCAAGAAGGGACAGATCATTGCAGAGTTTGGCAGTCCCAGCAAGCCAGGCTGTCAGTTCCAGAAATGCATGGACAAGGAGGCCACTGAGTGCGCCGGTAAGGCTCGGGTGTGCCGGGACAACGACGACACGGACTGCGTGGTCAAGCGCGCCGACAGATCCGCCTGCAACTTTGCCAAGAAACGCTCGATTTGGGTACAGCTGGTCGGCGGGGAGTACCGCATGGGCGTGTTGGGCAGTGACGACGCCATCAGCAGCTACCGAGTGAGCGCCGCCTTGGAGAGCGACTCTGGCCTGAAGTTGGCGGTTGGAACGCGAGGGGATGGCAAGTGGAGGCTGTTTTGA
>Agib-Sfp8-like (g22445.t1)
ATGGCGACATCGAGGCTAACGGTCCTCTTGTTGGCCGCAATGGCGGCTACTGCCATCGCCAGATCCGTTCCTGTGTTCACATGTCCAACGCTCCAGACGAACCAGGACAACGACGTGAAGTGGCATCCAAGCCCGGTACCATCGTCACACTTCACGCTCCACTTCAAAGTCGCTGCTGTTTCAGATGCGAAGATTGTACTGGCAGAATCCAAATCTGATAACTGCGATAGAATCGTCATCAACATCGGCAAAAACAGGAACTCCAAGTCTTCCATAAAGCGCTATCCGCAGGCGGGCAAGGTCAGTGAGTCCACTCCAGGTGAACTCAAGTGCGAACAGTTCAACGAGTATTGGGTGCAGTTTGACCCAAGCTCCGTACAAGTTGGACGAGCAAACCAGAGGGCTCCGTTCCTGAAGCTAGACTTGGATTCCGGCAGTCCCATCAACCCCAAAGTCTTGGGGTATGGAACGAGCAGGAACAGCGTGGGCCTTTTCTCCTTTGAACCCTTCGACGATCATTATGTTGATCCTTGCCTCAACAACCCGTGCCAGAATGGCGGCAAATGCGACTCGTCTTCTGGAAACGGTTACGAGTGCCACTGCGCAGACGGGTACATTGGAGAACACTGCGAAGACAAACCTGACCCGATCTGCCCTCCAGGGGTCGAGCTGGCCTACTGTCTTGTCGACCCATGCCAGTACGCTACCTGCGATGCTTACCCAGAGGCACAGTGTAGATCCAACTACTGCGGCGGCTGCAATGCTGAATTCTACGACAGCGACGGAAATCTCGTTGAATGCAAATCCCCCAAAAATCGGccaggcatatgtccaacgccaccagagaacatggtagggctatgctttaatgcatgtgaaggtgacagtgattgccctggcgaacgcaaatgctgctccaacggctgtggccgcgtctgcaaggaacCTTGTAAAGAGGTTTTGTGTGAACTGTTCTGTGAAAATGGATTTGACGTCGACCCAGAAACCGGATGTGAAGTTTGCTCATGCAAACCAAAAGAATGCAAACCAGTCCTTTGTAAGATGGCATGTAAAAATGGCTACAAGAAGGACGAAGATGGATGTCAGACCTGCGAATGCGAAGCGCCCGTAACTCGCcctggcctgtgcccacctgtgcaagagggcatgtttggggcttgcgctaatgagtgtggcaatgacgttgactgccccggccagaccaaatgctgctccaacggttgcagccacgtctgcagggaacCTTGCAGTGAAGTCATGTGTCTCATGTTCTGTGAAAACGGATTTGATGTCGACCCGAAAACTGGTTGCCAGACTTGCTCATGCAAACCAAAAGAATGTAAAGGACTACTCACTTGTAGGATGGCATGTGAAAATGGCTTCAAGAAGGACAAAGACGGCTGTGAAATCTGCGAATGCGAAGCTCCCGTAACTCGCcctggcctgtgcccacctgtgcaagagggcatgtttggggcttgcgctagtgattgtgaaaatgacgctgactgccccggcgaaaccaagaaatgctgctccaacggttgcggccacgtctgcagggaacCTTGCGCAGAAGCCATGTGTGCCATGTTCTGTGAAAATGGGTTTCAGATCGATGACGAAACCGGATGCGAGATTTGCAAGTGCAAGCCTAAGGAATGCAGTCCACTCGCTTGTAGAATGGCATGTGAGAACGGGCTCAAGAAGGACGATGACGGATGCGACATCTGCGAATGCGAAGTGTCATGCCCATTACTCAAGTGCAGCCAGAATTGTGCTTCTTACAAGACGGACGAGCGTGGGTGCCATACCTGCGAATGTGAAGACTGCCCACTAGTCCGCTGTAGAATGGCTTGCAAGAACGGCTTCAAGAAAGACGAAAACGGTTGTGACACCTGCGAATGTGAAGCTTGCTCACCAGTCCTCTGCCGATTGGGCTGCAAGAATGGCTTTAAGACGAACGAGCAAGGATGCAAGATCTGCGCCTGCGCAGAATGGCCTGAACCCGAGCCAGAACCTgaagaagaagaggaagaagaagaagaggaggaagTCTTTGAGTGCCCGGGAGACACCAAAGAAGTGACAATCGCGACGGAAGTTGACCCCTCTGAACCTCAGGAATTCGAGGTCGAAAAGGAGGAGCCCACAGATGTCATCTTCCATTCTGGAAGCGGGGAGATTGTCACCGTCGAGGTGGAAAAGACACACGCGTACATTCTTGGCGTCTTCGACGTCAAGATCAAGACCGTGGAGCTCCCAAGCTGGTGCTGGAAGATCCGCTCGCTGAAACTGATCGTTCGCTTCGTCACGGAGGGCTTCAACGTCTTCGTGCGGTCTGGCTCAGAGGATACCCCGCTCATGGAGTACAGGAAGCCCAACCGCGGCCTGTTCACCTGCGGCCGTATTGGATTCAGATCCAGGGGCAAGAGGCAATCCAAACTCTACTACCGACGCAAACGGCGCGGAAGAAAGGGCAAAAAAGGTCGCAAGAGGCCAAGAGACAAGAAAGGATCACGGCCTAAGAAAAACAAGTCCAGGGGTTCCAGAAGTTCACGGCCTAGAAATAACAAGCCTCAAAAGAACAAGCCGAAGAACAGGTCCGGGAGTTCCAGTGgtttaaagcctaagaagaagaacaagccgaagaacaggtccagcaattccagtagagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtagatcaaagcccaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtagagcaaagcctaagaagaacaagccaaagaacaggtccagcaattccagtagagcaaagcctaagaacaagaacaagccgaagaacaggtccagcaattccagtggattaaagcctaagaagaagaacaagccgaagaacaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtagagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtagagcaaagcctaagaagaacaagccaaagaacaggtccagcaattccagtagaggaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagtagagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggaggaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccgaagaacaggtccagcaattctagcagagcaaagcctaagaagaagaacaagccgaagaacaggtccagcaattccagcagagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagtggattaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagcagagcaaagcctaagaagaagaacaagccgaagaacaggtccagcaattccagcagagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagtggattaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagcagatcaaagcctaagaagaacaagccaaagaagaggtccagcaattccagtggggcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagtagagcaaagcctaagaagaacaaaccaaagaagaggtccagcaattccagtggagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagtggagcaaagcctaagaagaacaagccgaagaacaggtccagcaattccagtggagcaaagcctaagaagaagaacaagccgaagaacaggtccgggagttccagggAATCCAACGAAAGACCCCAAAGAAGACCAAAGGACGATGATGAGGATGTTTTCGAATGTACCGGAGGCAGCCAGGAGGTGATCATTGCCAAGGAAGTCGACAGCTCTCAACCCCAGGAATTCGAGATTGAAAAGGATGACCCCGTGGACATCATCTTCCATTCCCAGGGTGGAGAAAGGATCGAAATCGAGGTGGAGAAAAAATACATCTACATCCTTGGCTCCACCGGTATCAAACTGAAAACCAAGAAACTGCCGTCCTTCTGCTGGGGACTTCGAACCCTGAGACTGGTGGTGAGATTCGTCACCAACGGCTTCGACGTCTTCATCGTATCTTCCTCCGGAGAACTTCGAATCAGTGAGTTCAGAGAGCCCAAACAACGCATCTTCCGCTGCGGCTCCATCGGATTCAAGGGGAGGAAGAGTTCCAGGCTTTACTACAAAAAAAAGGGACGAGGAGGACCAAAAaagaacaagccgaagaacaagtctgggagttccagtggagcaaagcctaagaagaacaagcctaagaaaaacaagtctgggagttccagtggggcaaagcctaagaagaagaacaagcctaagaagaacaagtccgggagttccagtggagcaaggcctaagaagaacaagcctaagaagaacaagtccgggagttccggtgGCTCTAGACAGAGGAACAAGCCCAAAGGGTCACGTGGACCCAAAATCAGCAAGGGCGGTTTCAGCTCAAGATCTCATAAGGTTCCAGTCAAACCCAAAGGAAAGGCCTCAAAGAAGAAGCCCAGACAAAAAGGCTCAGATTCCAACGAAAGACCCCAAAGAAGACCAAAGGACGATGATGAGGATGTTTTCGAATGTACCGGAGGCAGCCAGGAGGTGATCATCGCCAAGGAAGTCGACAGCTCTCAACCCCAGGAATTCGAGATTGAAAAGGATGATCCCGTGGACATCGTCTTCCATTCCCAGAGTGGAGAAAGGATCGAAATCGAGGTGGAGAAAAAATACATCTACATCCTTGGCTCCACCGGTATCAAACTGAAAACCAAGAAACTGCCGTCCTTCTGCTGGGGACTTCGAACCCTGAGGCTGGTGGTGAGATTCGTCACCAACGGCTTCGACGTCTTCATAGTGTCCTCCTCAGGAGAACTTCGAATCAGTGAGTTCAGAGAGCCCAAGCAACGCATCTTCCGCTGCGGCTCCATCGGATTCAAGGGGAGGAAGAGTTCCAGGCTTTACTACAAAAAAAAGGGACGAGGAGGATCAAAGAAGAACAAGCCGAGGAACAGGTCGGGGAGTTCCAGTGGGTCAAAGCCTAAGAAGAACAAGCCGAAGAACAGGTCCGGGAGTTCCAGTGGACTGAAGCCCAAGAAGAAACCCAGAATTTCAAGTGGACTGAAGCCAAAAAAGCCGAAGAACAATTCGGGGAGTTCTAGTGGATCAAAGCATAAGAAGAACAAGCCGAAGAACAGGTCCGGGAGTTCCAGTGGATTGAAGCACAAGAAGAAACCCAGGATTTCAAGTGGACTGAAGCCAAAAAAGCCGAGGAACAAGTCGGGGAGTTCTAGTGGATCAAAGCCTAAGAAGAAGAACAAACCGAAGAACAGGTCCGGGAGTTCCAGTGGATCAAAGCCTAAGAAGAAGAACAAGCCGAGGAACAGGTCCGGGAGTTCCAGTGGAAATAAGAAACCGAAAAAGCCCAAAACTAGAGGATCATCCAGCAGTTCCAGCAATTCAAGAaagaggcctgggaagaagcctggcaagaaacctggcaagaaacctggcaagaagccGAAAGCTCCAGAAGAAGATGAGGAATTCGAGAGTGTTCCCGGCTCCGAGGTGATCATCACCGAAGTGGTTGACACCAGCGAGCCCCAAGAGTTTGTCGTCGAAAGAGGAGATCCTGTGGATATTGTGCTCCATTCCACAGATGGACAACTTCTCAAGCTTGAGATTGAAAGCCGCTACATCTACATCCTGAGCATCTCTGGCGCCCGACTACAGACAGCCGATCTCCCGTCCTGGGCACGCAAGCTGCAATCCTTGCGAATCGTCGTCCGCTTTGTCACCTACGGCTTCAACGTCTTCCTGATACGGTCCTCCGGTGAGGTAGAAGTCCTGGAATACAGGGAGCCGGACCAGCGCGTGTTCGTCTGCGGCACCATCGGATTCGAGGCCAAGGGGAACAAGAAACAGAAGATACACTACAAGCACAAAGGAAAGGGAGGCAAGAAGTCAAGTTCTAAGCCCAGAATCCGCGTGGAAAAGACACATGAGCAGGAAACGGTAATTGAGGAACATGAAGAGGTACAGAGTCAGACCATTGGCATCGCAGCAGACACATACCAGAGGATTGAAGGAATCGCTAGCTTTGAGAGCAGTCTGAGTTTCTCCTTCGATCCAGAAGACGGCATCACTTTCCGCTTGTCTGAAGAGCAGAACGGCGATGGCAAGTCGCTGCTGTTCGTCATCCAGAGCGATTGGAGCTACATGCAGTACAACGGCCATGACCTGGGTGACAGATTCCAGACGCCAGCGGGCGTCCTAGACAGCGGCTCGAAATCTTTCACCATCAAGCTGCCGGGCTCCTCCAGCAGTGAGTTCTGGTTTGAGCTCTGGTTCCAAGGAGAGAGCAGCGCCTACCTGAGGCAAATGGTTTCTGACACATCCTTCCGGCCCAAATACATCGATGTAGCCATCCACGTGATGAAAGTCTACCCAAATTGGATGGATATGGGGGCAGTGACGGACAGTAAGTACCAGTTCAAGCTGGAATCAGCCGAACCAGGTCTGGTGTCTATACAATCGAGCAAATCAGGAGCTGGACAGCTAGTTGCAGAGTTTGGAAGTCCGAGCAGCAAGGGTTGCAAGATCCAGAAATGCAAGGACAAGGAAGCGACTGACTGCACGGACGTGGCGCACCCGGACGACTCGACCGCCTGCGACGGACTCGGCACCTCCCGCTCCATTTGGGTCCAGTTCGCGGACGGGATCCTCCACATGGGTACGTGGGCGGGCGATCAGTTCACCGAGATCTGCAGCTACGACGCCAGCGGATGGTTGGAAGGCGCCGGCAGCTCCCAGAAACTGGCCATCGGAACGCGTGGTAGCGGCGAATGGCAGGCATTCGGATAA
>Sfp9 (g820.t1 + unigene11005)
ATGAGGAACAGCCCGGGCGTGGTCCCGGTGCGTTTTTGCGTCACTCTGGTACTGTTTGCAGTGGTTCTCGGGGTCCTCTTGCCTCTATGTAGTGGTCAGCAACCGCGCGGTGACGAACCGTTTGCCCCTCCAAAGGAATCACCAGAAATCCAGAAAGTGGAAGATCAGTTAGTAGACGAGGAAGCAGCACAGGAAAAACTGAAGAAAATCCGAAATCGTGCCTTTGGTGCCGGCTACCTGGCCATGGCACCCAAGATCTTGTGTGCCGGCAGCCAGGAGAAAGTCTTCATCACATTTGTCAACTTCTCGCAGCCAGTGGACGTCATGTTTGCCGTCATGGAGAATGAAGAGACTTCTCTGGTCGTCACTCAGCTTAAGGTTTTCAAAACTCCTTGTGGCTGTGTAGAGATCGATCTTCCAGTCATTGACAAGCCCAGGATGGTTGTCTCACTGGTCATGTATGCCAAGCGGACCCTGATGCAGTGTGAGGAGTTTGAGATAGTGGACAGTATCAAGGTCTACCTGGATGCCTGCAACTCCGAGACCTTCATTGAGACGGACAAACCCATCTATAAACCAGGACAAGAAGTGCAATTCCGAGTCCTGACATTGCTGTCTGATCTGAGGCCTGACCTGAgtgatGTGTCCAAAATTTGGATTGAGTCTCCAGCTGGTATCCACATGGCCCAGTGGCTAGCGGTCAAGACGATGGACGGTCTGATTGACTTGTCCATGCCCATGTCTACAGACCCACCAATGGGAGAATGGAAGATAAAGGTCCGCCATCACGATCGCGAATTCTCGCAGAGCTTCACGGTTGGAGAATACGTGCTTCCCAAGTTTGAAGTCTTGATCCTAGGACCAGACTATGTGGTGGCCCCTGCTGGAAAGAAAGATGTCCTTGTTTGTGGCAAATACACTCATGGCCAGCCTGTTCGTGGCTCCATCAAGTTGCATGTCTCTGTTTCAACCATTCCAGATGCAGAAATTGATATGTTTGAGGATACAGATGCCAATGGCTGTCATGTCTTTGAGGTTGACTTGGCAGAAATTCCTTGGAAAACACTCCGCTACATCAACCCCAGCAGAACTAAACTGGTCATCAAAGCAGAATTTGAAGAAGCTGCAACACGTACTGTGATTGAGAAAACTATCGATGATATCGTGATTACTAGGAAGCCGTTTGAGCTGAAGTTTTCCGTTCCGTCAACCTTCAAGCCTGGTCTTCCATTCTCAGGAATGCTTCTCTTTACTGACCCTAGTGGTAAGCCGTTGTCTGGAGAGAGTGAGATCATAGCCTCAGGAGGCAAGTCTGAGGATCTGTACAGGGAGATGGTCATTAGTAACGAGAAAGGGATAGCTTTCTTCACCATCGAGGACGTGCCTCATGATGTCGAATTCATCAATCTTAGGGCTGAGTCACAGGGTTCCAACTCAAGAAACAGCCCCAAGGCCTACAGCAACGTTCAGCCTCAATACTCCCCCTCCAAGAGCTACATCCACATTGACCCGATCAACGAGAGAGCAATGATCAATTCCTACCAGAGCCTTACCATCCACATGACCAGTCAGGAGCCTGAATACAACGGGGTCTACCTCCACACTGTGATGATGGCCCGAGGCAATATTCTGCTGGATGTGGAGTCCATAATTCCACCTGAGGAGATTGACGCATTCCGTCGACCTGGCCAGTATGGGATCTATCCTGTCAACACAGACGAAATGGGCATGAAAGAATACACTTACAGCATGCATATGGTCGCCAGCGATGTCCCTGTTCATATCCTGGAGAAACACAAAGTAAAGACGACGCGCCGTCGGTTCAAGATTTCCTACGACATGTCCCCGTCAGTCACGGTGATGGTGTACTACATCAGAGGCAATGGGGAAGTGGTGGCCGATACCGTGGTTATACCCGTAGAGGAGGCCTTCCAAAACCAGGTTGATGTTAACTTTGCTGAGGAAACCAAACAACCTGGTGAGCACACTACTCTCAACATTCTGGCCAAGCCCTCGTCTCTTTGTGCCTACGGGGTCGTGGACAAAAGCGTGCATCTGCTGGGGGGCGATAACCGTATCACAAAAGAAAAGGTTTTCAAGGCTCTTGAAGACATCCAGTTGTCCGCCGAGGGGGGTTTCGCTGAGCCTCAGAGCAAGAGGTGTGGGGATGGGGGTTGGGGTGGTGGTGGACCCATGCCGGTGTTTGGCGGCATGCGAGGGATGCCTAGTCCAAGTCCCAACCTCAAGGATGCCTCGCAGTCTTTCAAGGATCTGGGTGTAGTGTACTTGACAAATCTTCAAGTTGAAACAGCACCTTGCCCAAAAGTGCATCCCTGGCTTTATCGTAGACCTGAAGTGATGGAAGATGGAATGGTGGTTCCCTTGGCAATGCCCATGTTAGAGATGGCGGAGGGACCACCCATGGTTGCTGAGGCTGAAGTGGCAGTGAGTGCTGTGGAGGGGGGCGGGGCACCAGACGTCCGTTCCTACTTCCCAGAAACCTGGTTGTACGACCTGATACGAGTCAACTCTGATGGTTCAGCCAATATACCCATCCAAGTGCCCCACACCATCACCGAGTGGATTGGCCATGGGTTCTGCACCTCCACACGATTCGGTGCTGGGGTCTCAGAGCTGACTAGACTCACTGCATTTCAGCCATTCTTTGTGGATATGACGCTGCCGTACTCAGTCATTCGCAATGAGTACGTACCCGTGACAGTGGTAGTCTTCAACTATGTCACCAAATGCTTAGTGGTAAAACTGACCCTTCAACCGTCCGATGATTTTGAAGTAGAGGAGCAGAATCGCCGAGAACATATCTGTGTGTGTGGCGGCCAGTCGGTCCCATCGTCTTTCTACATCAAAGCTTCAACCATCGGCTCCATTCCAATAGAAGTGCATGCGGTGTCAGTGGAAGACAGTGATAGTTGGTGCCATGGCCAGGACATGGATACCAGTCAAAATGGATTCTCTGATGCCATCCGAAAGCCGCTACTGATCAAGCCAGAAGGAGTTGAGACTGAGCAGGTTTTCAGTGCCTACTTTTGTCCAGATGATTATGAAGGAGGGAAATATGAAGAGGTTATTTCCCTTCAAGACCTACCAGACAACTACGTGAATGGCTCAGAGAGGGGTATCGTTACAGTCACAGGGGACATGTTGGGCCCTACTATTGACAACCTGGATCACCTTCTACGAATCCCAACCGGTTGCGGTGAACAGAATATGATTGGATTTGTGCCCAATATTTACATCCTACACTACCTCAAAGGGATCAACAAGCTTAATCCAGACATTGAGGCTAAGGCCAAAGAGAACATGGAGATTGGCTACCAGCGTGAGCTGAATTATCGCCACCCCGACGGCTCCTACTCAGCCTTTGGTGATCGCGACCCGTCCGGGAGCACTTGGCTGACAGCGTTTGTCGTGCGTTCCTTCTCCCAAGCTCGGCATCACATCTATGTGGATCAGCAGGATTTGGATAAGAGCACGGATTGGCTGCTTAGACAACAGCGGGAATCCGATGGGTGCTTTGAATCTCACGGCAGGGTCATTCACAAGGATATGATGGGCAGCGTAAACGATGTGACGACATTGACTGCGTATGTGGTGATCTCCCTTATTGAGGCAGAAGTGCCATATGATGACCCAATCATTCAGAGAGCTGTTGGATGCCTGGATGCAAAGATTGACATTTCCTCAGCTGACATGTACACATTAGCCATAGCCGGATATGCCTTCATTCTGTCTGGCTTTCCCCACAAAGATGACCTGATGAATAGGCTAGCAATGCTGGCTGTGGATTCGGATGATGGGCTGAGACATTGGGAGGGTCGTCCTGAGCCAGTACCAGCCGGTGACCGCCGCCCATATCTCCATCATCAAGCATCTTCCCAACACATCGAGATCACATCTTACATCCTCCTCACCTACACCCGAGCTTACGCCAAGACACAGGCCCTGTTGTACGGAAACCCTGTGGCACGGTGGATCATCGGGCAGCGCAACGCCAACGGAGGATTTGCCTCCACACAGGATACAGTAATGGCTCTTCAAGCTCTTGCTGAGTACGGCATGATGGCGTACGTTGGCGGCCATCAAAACGTCAAGCTACAGATCAAGTTCTCCTGTGAGCCCCGTACTCATTGGAAGTATGTCCGTGATCACAACCGTCTCTTGCTGCAGACCCTACCTATACCCCAGGTACCTGTGCAAGTCAAGATGAGTGCTGAGGGTCCAGGGTGTGCCATGACACAGGTGATAGTCACCTACAATGTGATTccagaagagccagaagagccagaagagccaCCATTTGAAATCAGCTTTGACTACGACGAGAATAAAGATAACAACCCATCTCCTTGCTCCACATACAACATGCACGTCTGTGCACGGTACAATGGCGAAGATGAATTTTCCAACATGGCCGTCGTCCAAGTGCGCATGGTGTCAGGCTTTGAGGCTGATTCTAATGCTATCCGTATGCTGAGGTCGTTGCCCTCTCCCAACCTCAAGAGGATCGAGGAAGAAGGCAAAGACATCTTCTTCTACTTTGAACAACTTGGCCATGAGGATACCTGTGTGGATTTTATTGCCAGACGAGACATCTTTGTGAAAGCTCCTCGGGATGGGGTCATCACTGTCTTTGACTACTACGAGAAAGCTTTATCATCCTCCCGTCTGTACAACTTCAAGTGCCAAGGCATTGCCTAG
>Agib-Sfp10like (g1515.t1, 30 bp longer)
atgcaaagaagaagtgtccaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaagcaccactcaaaccttccgtaatgtgctggactcttctggtcagccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtccaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaagaaatccgattcatcctgtcggtacgggatagcaccactcaaaccttccgtgatgtgctggactcttctggtcagccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtctaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaaggtcaatcaagtgatatcaacgccgaagagccctggacattcaagctacaggacaatcccgaggacaaccgccaagaaaaccccacattggacgtccagttcaatacccgggttgaattgcatgctttgaggctgcagggaaataccgacgacagtccagaaatccgattcatcctgtcggtacgggatagcaccactcaaaccttccgtgatgtgctggactcttctggtcagccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtctaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaagaaatccgattcatcctgtcggtacgggatagcaccactcaaaccttccgtgatgtgctggactcttctggtcagccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtctaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaagGACGTACACGGCCGCCCAGCACAACAACTCCACAATGCGAGGAAGGGACGACGATGGAACTGGACGAATGCCGTTCTTGTGACTGCTTCAACGGGACCTACTCTTGCTACTATGATTGCCATAAGCGACCTGATAGCTGTGCAGTGGGTGAACAGTTGGTTTCCTTCCAAAACAAGTGCTGCGAATGCGTGTCGATCACAACAACTCTCACATCGATGTTAACTACCCTTGAATGCTTGGATCCATTCGTGGTTGGTGAGCCTACCTGCTGTCAGTACATGGACAAGTGTGAGATTGACCCCATATTTTCTGGAGCCGAGAACTGCAACGCCTGTAGGACACCGCTCGTGTTCAACGGTACCGACTGCGTGTTCCCGAATGAATGCCTATGCAAAGACAAAGAGGGCTTCCATAAGCCTGGAGACAATTGGGAAAACCCGAGCAAAAATTGCAGCTACTGTACCTGCTTCCGCAACCAAATCGACTGTCACGAGACGCTATGTAACAACAAGCTAGACTGTTCTGAGGATGACTACATTTACCTCCCTGGAGATTGTTGCGCAACGTGCAAAGGTGAACAGAAAATAACAACTACCAAGAAGCCACTGGAGCTGCCCTGCTACCATGAGCACTCTGGCAGGTGGTATAATCGGGGAGAACATTTCGCGCAGGGGGCATGTGAAGAATGTATATGTCTTGACGAAGTTATTTGCACCATCAGCAAATGCCATCTGACCGAAGACGATTGTGCGGAAGGTGAAATCGTGATGGCTACCGAGGACATGTGTTGCGAATGCAGAGCAGTGCAGACAACCACAGTAATTCCAACTACAACTCTACCAGCTTGTACTGATCCCTACGTCTACCGTGAGAGCTGCGAGTGTCATGTCATGTGCTCCACACTGGGAGAGGACTGCACGGATGTTAAATGCGAAAAGGGGTGCTTCTGTCCAGAAGGCAAGCTGATGAACGATAAAGAATGCATTCCAGAACACCAGTGCCCATGCACAGATATACTTGGAATCAAGAGACAGTTTGGCGAAATGTGGTCCCAAAGCGACTGTGAGAGATGTATTTGCGAAGAAGACATGGCCATCAACTGCACAAAGATTTGCACTTTGGACTGCCAGGAGGATGAAGTCCTGATCGAGCCTGATGGAAGCATGTGTTGCTACTGTGAGAAAATCCCAACAACTACTGTTTACCCAACGACGATGCTTCTTCCAAGCACAAGTACTGCCTCCCCAAGCGGATGTCTTGGTTGCTATGACGAGAAATCGGAGACGTGTCACGAGCCCGAAACGTCTTGGCGGGATGACCCTTGCACCACCTGTGAATGTCAGTACAAGAATGAGTTCGCCTTGACCTGCAAGGAAACCCAGTGCGGGGAGGACTTGGAGTGCAAAGAGGGGCATGTCCTGATCAAAGACGACGGCGACTGCTGCTACCACTGCGTGCCCGATATCTGCGTGGGGGATTTCAACTGCAACTCCACCCACTGCATCCCTAATAAGTGGCAGTGCGATGGTTCCGTGGATTGTGACAATGGATATGACGAAGAAAATTGTCCTCTGCCGACGACACCGCCTCCGCCTCCTCCATCTTGTGCTTCGTCCGAGGAAGTAACAGTGTGCAAAGACTGTCGGGAAAGAGCGTGTCAGGACTTCGCATGCTACGAGATGCCACAAGACCTGTGTTGTGAATGCAAACAGGGCACGGTATTCAATGGCACGACATGTGTCAAACCAAAAGAGTGCAAGTGCCTCGACGAGAATGGCAATATTCGCTTGCCGTTTGAAACTTGGGAAACTGAAGAATGCGAAGAGTGTAAGTGCCAGTTCAATAGAATTACTTGCTACCCGGCTGCTACATGTCAAACAACAACGCCTGAGCCCAGGACTATGCCTCCTCAACCTCGATACTGTGATGAGACGTGTCTATGTCAGCTTGACTGTGACGGAGAGTTTGTAGATGAAAAGTGCTCGTTCGTTGTTCCCAATGAGTGCAACGACACGTGCCTATGCGGACCGGGATCTGAGAAAGACAAAGTGACAGGGCGGTCGTGTGTAATTCGACCAACACCAGAGGAATGTGAGAAAACTACTACAGCTGAAGTTTCAACCACTACTCCAGCAGCAACAACCAGACGTAAATATTTCTCCCCTTTTAACGTTTAG
>Agib-Sfp12 (g1518.t1 modified) – orange part according to sanger seq 
AGGAGGAGTCCGGAAGTCTGCGTGTTGATTTCCTGGGTTGCNTGGAAGAGATTACAACCTCNACTGCAGCGNCAACGACAACTGGAGAGATGTGCAATGGCTCTATGGTTTGGACTGACTGTGCCTGTGAGATCAATTGCCAAGCTATGGCTTCAAGGGAACAGCCAGTCTACGAATGTGACAACTCGACCTGCGTGCCCGGATGCATCTGCCCCGTCGGGATGCTGGAACAGAATACGAAATGTGTCCAGCCTGAGGAGTGTCCATGCTACTACAATGGGACTTTCTATGCGTACGGTGACACAGTGGTTATCAACGACTGCTACATTGGCATCTGCGAAAAGACAACAGAAAGAGTGGAAGACCCTCTCAGCATTATTCCTAACTGCAACATTGAAGAATGCTCAGAAGGAACAATGCTTCGAGATGTTCCCGGAGAGTGTTGCTCCTGTGTGCCAGAATGCCAAGACGGAATGGAGTACAACGAATGTGCATGCAATCGTAGCTGTGAGTACCCCGAGATGACATGCTCAGACAACTGCGTGCCTGGGTGCAGCTGTTCCGAAAACATGTTTTGGAATGGAACCCAGTGCGTCGACCACTGCCCTTGTCTGTACATGGATCGCCTGAATGAGAAAGTTTGGACACAGGATAACTGTACAATGTGCAAGTGGAAGGACGTTGATAACTGTCTGGTGGACTGCCATGAATTTTGTGAAATCAAAGATGCTTGTGGCGAAGAGATGGACCTAGTCAACGAGGACCCTGACGATATGATTTGCTGCCACTGCGTTCCAAAAGAACGGTGCAAGCACGACGAAGATCCCGTCGATGTATACAGATCCGTTGGGGAGGTCTGGATGCCCAATGTGTGCGAGGAATGTGAGTGTTCACAAAGTGGCAATGTCATTTGTCGGGAGACTGTGTGTCAAGATCCACCTTGCCAACTTGGATACGAGCCACACCAGGTCGAGGGCGAATGCTGTGCTCAGTGTAAACACATTCCGCAGCCAACAACTCCGGAACCAGCAACGACAACTGTATCACTTGACTGCCCAGAAACGTGCTACATAGGTGAACCGCTGTCCTGTGAGCAACAAGAGGCCTTCACCAGTAGAGCCAACACTGCACCATTTGTGGAGCAGTCCGAGTGCAGTCCAATGTTTAGTGACATGTTCAATGTGCAGCCAAACTGCACCTGCAAGGAGGCATTCATCAGAGATGTCACAGGAAGCGAGGTGGAGGAACAACTTGGCTACACATTCAATTCCGGAATGTGCATTCTACTGGACCCTTGTGAAGAAGACTGTGAGGACATATGTCACGTGAACTGCAACAAGTCACGAGCAGAATATGAACTGTTCTACAATACAACCACATGCAAGTCTGAATTTGCCAAGTTCTTCAATGCTTCCACCTTCTGCCTGTGCAAGGAAGGTTATGTGAAGGACGAAGAGGGTGAAGCTGTTGAACAGCTAGGATTCCAGTACAATACCTCCATGTGCATCGAAGTAGAGAGCTGCAAACCAGACTGTGTGCACGATAACCACTTCTTATACGAGGGGGAATCAGTAATGCAAGATTGTCAAATATGCGAGTGTCGGAGAAGTTCAACCATACCACCAGAGAGTACTGCTCCTTCAACAATTGCTGAATACAGCATGGTTTGCTATCCTCTCAATGAGTGCACAACAGAGTACTGTTTGGAGCCCATCGACAGCAAATCTGGACTCCTCTCCGATATCACAGGCGGCGGCTCAGTTTCACCAGACAAGGCCAATGGTTATGTTCAACTGACAGACCTACCCATTACTTCAAAACCAGGAGAGGAGCCTTCCATGCTGGACGCTAGATTTAGCAGAGCGATTGATATCAAAGCCATCAGGTTCAGGCTACTGTCAACAGTATCTTCCACCACTCAAACAAGCACTGAAGAGAAATACACACTTCTTACAAGCAATCTTGCCTTACATGGTAAGAAACGAGGAAATGAGAAGTTTTCACCCCTTCTGGAAGCAGGCACAGCACAAGACCAAATAAAGATTTTTGAAGTCACCGTAGACACCAATTTGCCTGAAAAGCTGCTGTTTCCGGGTGATGACAGAGCTCTGCAGGGCATTGAGGAGTTGCGTATCCACTTCCGAAGTGTAACTGGTGGTGAATCAGCAAAACTGCAAGTGGACATTCTAGGATGTGCCAATGATtactgtttagagccaatggacggtgaaaggggacttgaACCTGAAGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGGTGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAATGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCAATCATGTCGACTACACCAGgttactgcctagagccaatggacggtgaaaagggacttgaACCTGATGTAAAGGCAGTCGGAGACCTCACAGTCGATAGTCAGACCTCGTACTTGACCATCACCAAGTTGCCGATCGACCCAAGCTCAAGTGATATCCCCAGCGTAGAGTTCCTGTTCCGTCAGCCAATCAAGTTGACGGCAGTAGTCCTGACCTCGCGTTCTCCTCAAGCAACAAGTGCACCCACTGGCCAGCCAGCGGCTAGCACAACCACACCCATATCTGCTGCAGGGGAGCAAACGACTGATGTCGTTTTCAGTGTGTCTACCAAGAAACCTGGCGATGAGAACCTCACACCACTGATAGACGACAACACCAACCAGCCCAAGTTGATAACTGTCCGTCTGGAAGGAAGCAACCCGGAAATCAAATACTTGCCGATAGATGAAGCTACACTTGAAGGGGTTACTGAAGTGGCCGTACAAATCCAGTCCGTCAGTGATGACGAAGCAACAACCTTTGAGTTGCACATCCTGGGTTGCACGGAAGAATACACGACTCAGCCGACGACAAGAACCACCAGAGTCACCACCACTGTGACAACCACGACTCCTCCCTCTTCAACAACTCAAGGGTACTGTCTGGATCCCATGGACAACGACTCCGGACTGCTGTCCGATGTCACTGGCAGAGGTTCCGTGTTGACCGACGAATCCAGACGTGACATCCAACTGACAGACCTACCCATCACTCCGGGAGCAGGCCAGTCTTCCACTCTGGACAGTGAATTCAACAGACGGGTTAATGTCAGAGCTATCAGGTTCAGGTTGCAGCCCACAGTATCTTCCACCACTCCGGCGGGCGCTGCTGAAGAAATCACTCCTCTTCGAGCTGATCTGGTCTTGTCGGTTTTGAAACCGGGAGACACTGACTTCACGCCCGTTTTGGATGGGGAAACTAACCAAGAGAAGGTTTTCTCAGTCACCCTTGACAGCAACTTGCCCGAAAGACTGCTGCTTCCGATCGACGACCCAGCTCTGCAGGGCGTTGAGCAGTTGCGTATCGAGTTCCGAAGTGTAACTGGTGGTGAATCAGCAAGACTGCAAGTGGACATTCTGGGATGTGCCGAAGAGTACACAACAACTGAAATGACCACCAAAGTCACCACAGTTACAACACCGACGACTGTCAGCGAAGAAACAACAAGCTCGCAAACCACGACGTCCAGACACCCTATAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGCCAAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGCCAAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGCCAAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCACAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATATTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCCAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGCCAAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACCGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCCAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGGCGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCGAGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCAGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCTGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTTTAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACCGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAATAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTTTAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACCGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACCACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCTGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTTTAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACCGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAATAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCGCCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCTTACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAACACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTGAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATACTCGCCTTTGCGAGAAGGATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACAAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACATCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGGCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATATTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCATACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCGGACGGGTCAGGATCACAGCACTGCGCACCACATTCCGTTCGTCTAGTCAGACGGGAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACTCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACGTTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCCCAGGGCTTGTCAGTGCTAGACGAAAGTCTGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTCAACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAATACTCGCCTTTGCGAGAAGGATCCTCAGATCAAGAAAAGCTCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACATCCTTGGATGCGAAGAAGAATACACCACAACTGAGAAGACAACGACAGTCACTACTGTAACCACACCAACAACTACTGTCACCGAAGAAACAACCACCTCATGGTCCACAACATCTGAGATTTCAACCACTCCAGGACACCCTATAACTGAGCCAACCACAAGAAGCACTACTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCTCAGGGCTTGTCAGTGCTAGACGAAAGTCAGGGACTCCTCCAATTGGAAGATCTTCCCATCACTGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGATTGTTGCCAACTTCCTCCACAACTCCGGCGGGTACTGGTGCAGAGCCGACATCACGTGAACTTAGCTTCACTGTACAGGTCAAGAAACAGGGAGACCAAGAATATTCGCCTTTGCGAGAAGGATCCTCAGATCAAGAAAAGATCTTCCAGGCCAACCTTCTGGAGGACCAGTCTAAGACAGTGCTGCTTCCAAGTGACGATGCAACTCTCCAAGGTGCACTGCAGCTCCGCATTCAGTTCCGAACTGTGTCCGGTGTTGGATCGGCAAGATTGGAAGTGCACGTCCTTGGATGCGAAGAAGAATACAGCACAACTGAGATGACAACGACAGTCACTACTGTAACCACACCAACAACTGTCACCGAAGAAACAACCACCTCACGGTCCACAACATCTGAGATTTCAACCACTCCAGGATACTGCCAAGAGGAAATGGACGGCGAAGAGGGTCTTGAGTCTGAAGTGACGGCAGATGGAACACTCACAATTGACGATCAGACCTCCTACGTGACCGTACCCGAATTGCCAATCAGCCAGAGCGCAGGCAGTTTCCCAAGTGTGGAGCGCAAATTCCGCCGACGGGTCAGGATCACAGCACTGCGCACCACATTGCGTTCGTCTAGTCAGGCGGAAGAGGGCACAACCACAGCAGTGCCTGCTGCAGGAGAGCAACCCATTGAAATCACTGCCGTAGTGCTGACAAAGAAGCCGGGAGACAACAGCTTTTCTCCACTGATGGACGAATCCACCAACCAGCCCAAGTTGATAACCATTACTCTGAATGGAGATCAACCAGCATCAACTCCCTTGCCCGAAGACGAAGATGCTTTGGATGACGTTACCGAGATGCGCTTGGAGTTCCGCAGTGTCCTCGGTGTTGATGAAATAACATTTGAGCAACACGTACTGGGTTGTATCAAAGAATACACTACAACTGAGCCAACCACAAGAAGCACTATTGTCACGACAACCCGCATGACCACGACTTCTCCGGCACCAACAACCCAAGGCTACTGTTTGGAAACTTTGAACAGTGAATCCGGACTTCTGTCAAATGTAGAACCTCAGGGCTTGTCAGTGCTAGACGAAAGTCAGGGACTCCTCCAATTGCAAGATCTTCCCATCACCGAGGGAGCAGCAGAGAGCCCTAGCCTAGACAGTACATTCAACAGACGTATCATTGCCAGAGCTATCAGCCTGAGGTTGTTGCCAACTTCTTCAATAACTCCGGCGGGTACTGGTGAAGAGCCCATTCCACGTGGACTTAGCTTCACTGTACAGGTCAAGAAACCGGGAGACCAAGAGTTTTCGCCTTTGCGAGAAGCATCCTCAGATCAAGAAAAGATCTTCCAAGCCAATCTTGTTGAGGACCAGTCTATGACAGTGATTCTGCCAAGTGAGGATGAAACTCTGCAAGGTGCACTGCAGCTCCGCATTGAGTTCCGAACTTTTACAGCTGTTGGATCGGCAAGACTAGAAGTGCACATCCTTGGATGCGCAGAAGAATACACCACAACTACAGTAACAACTTCCAGCACAACATTATCAACACCATCTACCACGACTGAAGAAGTTACAACATCAGCAGAGACAACAACTGCAGTAACAACCACCACCGAAGAGATAACTATCGTCAAAAAGACAACACCTGCCAAATCCTCAACACAAGCAACTGAGAGCACAGAAAAGTTGACGACAACCCGAACTCCAAAACCAACAACAACCATGATACCTTCGACTGCACAACCAACGGTTGTCACTACTACCCCAGAGGTTACAACAACTACGCCAGGAGAATGCGATGACGATTTCATTCAAATTGACCAACTTGAAGTTCAGAGGCAAACGTCCAGTGGCGAAATTCTGCAGTCTGGCTCTTCGTGGGAGATAACCTCTCTGCCACTAGCTACACGGCCACTCTCAACAGAAGATGCAGATGACTTAGAGTCACTGATAGTGAAATTCTCGTCACCTGTTCAGTTCTCGAGCATCGTAATAAGTAATCAAGAGGATGATGAATCAATCACTGAGTTTGCACTCAAAGTGAAAGAATCCCCAGATTCACCTTCCGAGTTTCTGATGGACGGAGGGAATGTGCAGATCTTCACAGCCAGTGGAACTGACAAGACACGCTTGCCCGAGTTGCCGCAGTTGAGAGAGATTGAAATAGTTCCAGTAAAGATTGACAGTAGTAGTGATGTGAACAACCTCAATCTTGATCTCTTTGGATGTGCTGAAATAGGTATGTCAAGGTGGAGGTGGTGGTCCAATCTCTCAAAGGACTCCTTCAACACCTGGTCATCAGTTTGTGTTCTCAACTACTCCAACAACTTCAACAATACGTACAacattgccaacgactactctactaccaactaccaccatgcgaccgagtacaacattgccgacaactcgaagtgctccaagtggttctga

>Agib-Sfp13like 
ATGGCTAATTTGCCACCGCAATACATCCTGGTTCTACTCCTATTGACCCATTTCTACCCACAGACCACGAAATGCCAGACAACCGACAGTCACTTCTGCCCCCGGGAGGAGGCCGTTGACGTCATCGTGCAGGAGAAGTACCTGGTCGAGGAATGGCAGACCCTGGATATATCACTGCAGAGTTACAAGGATCGTCTGAGAGCTGGAGATAAGATCCGTCTCGTCAGATGCGACGACAACTCCCCCACGTGCGAAGTCCAGGTTGCTGAGTCTGTTGAGCGTACTCGACCCAGACACCAGACGCGTCTTAAAGAGATCAAAGACTGCTGCGAAGGATGGTCTGGAGACAAATGCAACATACCTGTGTGCGCTCCACCATGTCAGGCCGGAGAATGTGTCGCTCCTGACCAATGTGAATGCTACCCGGGTTACGCTGGACTGACATGCGAAAAAGCTATATGCAAGCCAGAATGTGTCAATGGCGTTTGCATCTCCCCCGACGAATGCCAATGCTACCCTGGTTTCAGCGGGACGTCTTGTGAAAAAGGCGCTGTGGTGGACAAGGAACACAAGTGCACGCTGTGTTGCGGCGGCGCCTTCGTGTCATTCGACGGGTTCTTCTACACTTTCCCCACCTCTGGTCTGATCACCTTGGCCTCGTGCGACGACTGCGGCATTGGAGCTTTCGCCATCAAAGTCCACGCAAGTTACCCGTGCGACGAGCAGCAGTGTCACATCTTCAACATAGTCGTCATCTCGTACAGAATTGGCGATCGTGAATTCGAAGTGGAGCTGCTTCCGGATAATGGTGTACGGTACGAGGATCAAGACGTCACCGAGCTGCCACTCATCGTCAACGACTTTGGAACCGTCTCCAAGGACGGAATGCACACGGTCTTCAAGGGTTTCCAAGGAAATGATGTAACAGTCCGTGTTGACGCCAGTGGTGGCATCGACCTGCAAGTGTCCGACCTGTTCCAAGGCGCCATGACCGGCATGTGCGGCAACTTCAATGGCGATGCCGAGGACGACGACGTCTCAGAAGAGGAAGCTCGCGGGTTTGGCATGGTCTTCGACTTCAAGGAATCCTCCAGTACCTGCTGCCAAGGCGTGGACCCACCCATGGCAGAGGCAGCCAACGATCTCTGCGAGGAGATGATGACTGGGGCTGAGGAGGGCTTCAGAGCCTGCCCGGCTGGCGTGAACCCGGCCAAGTACCGCATGCTCTGCCTGTTCACCATGTGTCATTGCCTCCGTGCGGTCGGGGATGCGGCGCCAGGGCCTTGTTTCTACGAAGGGAGGAAGGCCATACTGTGTGACGTCCTGACGCAGTACTCGCGAGACTGTCTGGCTGAAGGAGTCCTACCCGAATGGCGTCGGGATGACTTGTGTCCCATGCAGTGTGAAAACGGCCAAGTGTATACAGACTGCGGCTCTCCCTGTCCCCGAACCTGTGAGAACTTGGACTTCCAGGAAGAATGTGAACAGTACTGTGTCGAAGGCTGCCACTGCCCCACAGCAACGTTCTGGGACCGAACAAAGTGCGTACCGAGGGAAGAATGCCCGTGCACACGAGGATCGGATCTGTTCCCCGCTGGCCACACCATTACGTCTGGCTGTCAACTCTGCACTTGTCTTGGAGGCAGATGGGACTGCACCACCAACGAGTGCAACGCCACATGCAGCGTGTCTGGCGGGCACCACTTCAGAACCTTCGACGGATCCAACTACCTGTTCCCCGCTAGCAGCTTCTGCGAGTACCTCCTGGCGGAGCTCAGCGACCCACAGTTCAGCATCCTGATTGAGTTCGAGGACTGCACGGCGAGCTTACGGTCGTGTCTTATGGTTGTCAGTGTCGTCACACCTGATCGGTCAATCTTTGAACTGAATGGTCAATCGATAAAAGTCACCAATCAGGCAGGACATACCACAGAAAAGCTGCCCTTCCGGACCACATTTCACGACAACTCCGTCCTAGTCGCCCGGCAGGTGACTTCACTCTTCACCCGCTTGACGATTGCAGAGCACGGCATCGACATACTGCTTGGACGAGACAGTCAGCTGTACCTCACACTCAACCCGAGATGGCAAACAAAGGTTCGGGGCCTCTGCGGCACCTACAACAACAAACAGATCGACGACTTCGTGGCCCAGTCCGGTTTGGACGCCAAGGCCAAGATCAACTCCTTCGGCAACTCCTGGAAGATCGGACGCCACTGCCCGGACGTAGAAGAAGACGTGACCCTCCGGCCCTGCGACCTGCACTCCCAGCGGGTACCCCTGGCTGACGGCATCTGTAAGAAGCTCCGAGAGCCCCCGTTCGATCGATGCAACAAGCTGGTGGCAGTGGATAAGTACGAGGAACAGTGCCGAGAGGCCGTCTGCGGCTGCCATGCGAGTGACTTCCAGTGCCAGTGCCTTGCTTTCGCTACCTACGCCCGTGCATGTGCGGCGGCCGGGGAAACGTTTCTCTGGCGAAGCGAACGCACCTGTCcaatgGTGTGTCCAACTGGAGAGATCTACAGAATGTGCGGTTCCAACTGTGTCTTAAGCTGCGGAGAGCTGTCATCGTATCAGGACTGTCAGGAGGAATGTGTAGAGGGCTGTCAATGTCCTCATGGCAAGCTTCGTGACATTGGTTCTGGCCAGTGCGTGTTTGTCGAGGACTGTTCCTGCGAGGTTGATGGTGTGGTGTACGAATCCAAGCAATCCTGGAAAAGCGGCTGCAACGAATGCTTCTGTTCTGCCGGAACGTACACGTGCACTGAGAGGGACTGTACCGAATACGAGAGCTGCGCTGCGGGCATGGAGTGGCTTGAGTGCCAAGAATGCGAGAGGAACTGTCAGAACGCCTACCTGCCTTGCGTGCAGACTGTTTGCACCCATGGGTGCGGCTGCCCTGAGGGCAAGGTGCTCCACAAGGGCACCTGCATCCAGGTGGACGAGTGCTCCTGCGACTACAACGGCAAGAGTTACAAGGTGTACGAGAAGGTCGCCATTGAGTGCCATGAGTGCATGTGCAACACAGATCACAGGTGGATATGTGATGACGACACCTGTCCATCTACATGCAGCTCATATGGCGAGTCAAACTTCATAACATTCGACATGAGAAGATACAAATTCCAAGGTGACTGTGAGTACACTCTGGTGGAAGACTTCTGCGGAGAATCCGAAGGTTCCTTTCGCGTCCTCATCGAGAACATCCCCTGTGGTGAAGGCGGTGTGACCTGCACCAAGGCGGTCAAGTTCATGCTGTATGACACCACGATACACCTCGTGCGAGGCAGTCCTTACACCGTCACAAGGAACCCTGACATCAGCGTGCAGGCGCGGTTTAAAGTGGAAGAAGCTGGACTCTATCTTATCATCAAAACACCCGATGGTATCACCCTGAAGTGGGACTACGGGACCAGCGTACACGTGACCCTTGACCCGCTGCTGGCTGGCCAAGTCTGCGGTTTGTGCGGCGACTTCAACGGCGACGCCAACGACGACTTCAAGTCCCGCAATCGTGAGATCGAGGCCCTGGCCCACGTCTTCGGCCACAGCTGGCGGTCGGTGCAGAACTGCGCCGTGCCCAAGGAGCTACTGCACACGTGCGAAACCGCGCCTCACCGCAAACCGTGGGCAGAGAATGTCTGCGGCATCATCAAGAAGTCGGTGTTTGCCTCATGCCAAAATCTGGTCGATCCTGAGCCCTACTTCCACGCATGCGTGCAAGATACATGCGCATGTGACCGGGGTGCCGACTGTGAGTGCATGTGCACAGCCATCGCAGCCTACGCCATGGCGTGTAACGAGAACAATGTTGCCGTGGCTTGGCGGTCGGATGGATACTGCGCATTGCAGTGCGAGAACGGGAGGAAGTACCAGGCCTGCGGCAAAGTCTGCCCCGACCAGTGCTACCCGTCCAACGCCGACGAGGACTACGGCTGCGAAACCCACTGCGTGGAGGGCTGCCACTGCCCAGAGGGTCAGGTGCTGTTCCGTGACAGGTGTATCGAGAGACAACTGTGTCCCTGCTTCATCGACAGCGGCCGAGAGGAGATCAAACACGGCGCACTGGTTGTCCACGATTGTATGCAGTGCATGTGCAACGGAGGACATTTGGAATGCTCAGGAACAAACTGCACAGAGAAAGCTATAATGGCCACCAAGAAGCCATGCGGCCACAAGCCTCCCCAGACCTGTACCTGCGCACCAGGTTTCACCTGTTGCACAGACAAGGCCTTCTGCATTGAGGACAGCAAATTCTGCGACGGTGAATACAACTGCAATGACCTCTCAGACGAAATCCACTGTGACTGTGTCTACAAAGGCATCACCTACTCATCTGGAGACACCTGGAGTGGTGAGAGAGCGTGTGAAGTCTGCAAGTGTGAAGCAGGGCGCACGACTTGCCTCAAGGAATGCAGTCTGAAGTGCGACATTGTAAAAGAGTGGCCACTACTACAGCTGGTGGTGCTGGTGGCTCAGATGTTGAAACAACGACACGGGCGACACGGCCGACACGCCCTGGTCCTGGAAGCTCTGATGTTGAAACAACCACACGGCGGACACGGCCGACACGGCCAACTCGCCCTGAACTTTCAACCACTACTCCTGCGCAAACCACAACGAAAGccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtctaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaagaaatccgattcatcctgtcggtacgggatagcaccactcaaaccttccgtgatgtgctggactcttctggtcagccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtctaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaagaaatccgattcatcctgtcggtacgggatagcaccactcaaaccttccgtgatgtgctggactcttctggtcagccactggttcaggagacgaccctgaatggtgatcgacctgtgactctcatcttggcctctcccgtgaccggcattaaagaactgcgacttgagatcctgtccattggggacagcaacgagggaagcttgcgtgttgatttcctgggatgcaaagaagaagtgtctaccactactcctgcggcaacaacaacgaaagttgtgaccacaaccactcagacgtccacgtccacgacggcaggatactgtatggagccaatggacggagaccaaggtcttgagggtggccgctctaagagcccagactctgaagAAGTGCCAACCACTACTCCTGCCGCAACCAGAGGTAAGCTGTGA
>Agib-trypsin Sfp (g20573.t1)
ATGAAAGTTCTCATCTTCCTTGCTTGCCTTTCTCTGGCATGTGCATACCACTTTAAAGGCATGCCGGCTGATCGGCTGATCGTGGGAGGCAGCGAGGTGAATCCTCCCCATAGTCGTCCCTGGCAGGTGGCGCTCTTCAGCAGCTCAAGTGGCGGGTTTAACTCTCAATACTGTGGTGGCACCCTGGTGCACAGCAAATGGGTGGTGTCAGCTGCCCACTGTGCCGGGGGCTCGGTGTATGCTGGACTTGGTTTCCATGACCTCAATGAGAGCGGTAATCAGATTATCAAGGGTTCTTGGATAAAACACAGTAGCTACAACTCGGGCACGCTGGACAACGACATTGCTCTGATCAAATTGAGTTCGTCTGCGTCACTCAACAGCAATGTGAAAACCATCGGCATTGCATCAGCTAACTCTGATGTGTCGTCGGGTACCAGTCTGCTGGTCAGCGGCTGGGGTTCCACGTCATCCGGTGGTGCCTATCCTACTAAACTTCGGGAGGTTGTGGTGAAGGCAGTAAGCCGTAGCAGTTGCAACAGCGACTACGGTGGTAGTATCACCAACAACATGATCTGTGCTGCGGCATCGGGCAAGGACTCCTGCCAGGGTGACAGCGGCGGCCCAATCGTCAGCAACTACGGTAGTGTCAGCAGTACTACACTGTCCGGCATTGTGAGCTGGGGCTATGGTTGTGCTGACTCCAGATATCCCGGAGTTTACACTCGTGTGGCTAACTACTGTTCCTGGATCGCTTCGAAATCGTCGAATGCCGTCAGATGCTAA

List of predicted full length Arub-Sfp protein sequences (formerly partial and/or incomplete) 
>Arub-Sfp4
MGRFCFDIAFCSLVCLFLAIYSVDGYSISRGGSGSQESTKGSGGSSTGGSHEQHAPSPQPCDSHPCQHGGICHNHGTTYECVCPSGCSGARCELENKLLDTIKGATGSGSSQTYPDHVNSKSNSGSNEVPALGDTQNPTKSASKESRPSSSGSSSHTDPDHVNSKPSSESNEVPAPNPQPCDSHPCQHGGVCQNKGQLFECVCPSGCSGRRCENGPVQDPCANNPCEHGGACSPYGSSYRCSCPSAYMGSRCQLGKTQNPTKSASKESGHSSHGSSSHEDPDHVKPKSNSGSNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKSGDESNEVPAPNPQPCDSHPCQHGGVCQNKGQLFECVCPSGCSGRRCENGPVQDPCANNPCEHGGACSPYGSSYRCSCPSAYMGSRCQLGKTQNPTKSASKESGHSSHGSSSHEDPDHVKPKSNSGSNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKPSSESNEVPALGDTHIPTKSASKESRPSSPGSSSHKDPDHVNSKSGDESNEVPAPNPQPCDSHPCQHGGVCQNKGQLFECVCPSGCSGRRCENGPVQDPCANNPCEHGGACSPYGSSYRCSCPSAYMGSRCQLGKTQNPTKSASKESGHSSHGSSSHEDPDHVKPKSNSGSNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKPSSESNEVPALGDTHIPTKSASKESRPSSPGSSSHKDPDHVNSKSGDESNEVPAPNPQPCDSHPCQHGGVCQNKGQLFECVCPSGCSGRRCENGPVQDPCANNPCEHGGACSPYGSSYRCSCPSAYMGSRCQLGKTQNPTKSASKESGHSSHGSSSHEDPDHVKPKSNSGSNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKPSSASNEVPALGDTHIPTKSASKERRPSSPGSSPGSSSHTDPDHANSKSNSGSNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKPSSESNEVPALGDTHIPTKYASKESRPSSPGSSSHKDPDHVNSKPSSASNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKSSDESNEVPGPVQDPCANNPCEHGGACSPYGSSYRCSCPSAYMGSRCQLGKTQNPTKSASKESGPSSHGSSSHEDPDHVEPKSKSGSNEVPALGDTHIPTKSASKERRPSSPGSSPGSSSHKDHDHANSKSNSGSNEVPALGDTQNPTKSASKESRHSSPGSSSHTDPDHVNSKPSSESNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSKSSDESNEVPAPKPQPCDSHPCQHGGVCQNKGQLFECVCPSGCSGRRCENGPVQDPCANNPCEHGGACSPYGSSYRCSCPSAYMGSRCQLGKTQNPTKSASKESGHSSHGSSSHEDPDHVKPKSNSGSNEVPALGDTQNPTKSASKENRPSSPGSSSHTDPDHVNSHASGSKSGSGSGRGSGSNERRGYYRSPCEKNPCKRGSCKEFGKTFKCKCPSGFKGRRCQYTKRPRTTHTHGSKSSGSSSSAEIEAPQPCDYNPCWNGGTCLPEGDPYTCNCAPGYEGRRCEIAPTPHPCEQDPCSGHGKCYSTRDGGYRCECDPNYGGERCNEVIPVNPCDRNPCKNDGRCLTRGDDYQCHCMFPYEGTNCEQVQPGPCEDSPCTNGGTCFPDGQDFFCQCPKQFEGRRCEIALKVGPCQTEPCFNGGTCTPTATDFECACKPSYTGKRCEDSPDVNDHVILESTNGEMEDVDIPLLAFYTHSSYLLRFSVMCYDSVRIGFKSAVYSHVYYYVYLGKTSARIEHCENTCQSVSEVDISGQLSATAFADYYIRFTSTGSLIVGILDASFTELMSFNGEPPTCPLLVFVSSGDGYMATWKIYEAITEQVNTITWRTVNVNLRSDQYTYLGESFQVYDRQLRLGLAIDSEVTVLLSKGYDDANNYEIVFRAAGNTKLQIKKNGEVVKEGDCVVNSSSLDDFEDFWISFAKSTISVGRVGLDMQPAFVSWSDTSSLEVSLAAFKGASSSYLVYYKFEYQTARGIFWTFDCDMAYPLPFEKIKMPQTALEIGLTADCDAHFSIAATDEDSPDAPMYEVVIGAEDNTKCLIRKCKECECMAEVDCPHILDKNKQVDFTFEFEFGHLKLFKGKGASKSAQPIMSCEDPEPLIGLEYLALSTGFESDGESHWRTYNV
>Arub-Sfp5
MAKITLLVVLLVSVLPAIARKDQSYKCNFLESNGDGAYVFDDKQLNGGKFSVSFNVIANRDVRIALSPIKEEHNSMIVISIGGPNNDDSTIGKSDGTILSEYLMTTGSRESELQCLTTCMNNYWICYEDNMLNVGRGGEIEPFLKYSVDAASSFDPGYVGFSTGSGVGMFGNIQAYESCADRQENPTMTSTLQPRSCATIDCGDVTCEWGFKKNAEGCMTCECKTSPCSGLTCSETCANGYEVDDHGCFTCDCKSGPCDSQPCQNDGYCVSEDADEYRCICVNGFTGTNCERDEVPPTIECPANMEFNTDQGSAFATVTYELPEASDNDGEPSIECIPDFLTLGIGANTIKCKAVDAAGNEASCEYTITVKHAQMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKNAYLRTETLNDRSPTNIYEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSAGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDWENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDWENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDWENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDWENPTATDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTITVKDEEPPKMTCPVDMDVPTDEGLPTSSFDLENPTASDNDGGEPSVVCTADNSPMVLGENTITCTATDSGGLSVECSYTVTVKDEEPPTVECQGDMTVSVPSNALWVIPTAVDNDGSNVAVTCNPSNPASMVYTNGANVITCEALDTAGNRGECSFTIIMVPEECRFPTLSNDVNKYVACATPLTADGLSKICYRLAEANDYNVFISIWNEQSETGFMPGMIDLVHHLSKDMVGGDTTASGPVSGTKSTPGFGDGEQSMCITRFPSSVVISFNDEELWTVPFEPEEETEIGFASSDDAEWIVQPSYGPQGASRRRRSVAEEPNSLKKVTTRRRRAAGSLRSGGGPGWGDQSDENGLLRVMFNKVNRRRR
>Arub-Sfp7
MFQLLLLIMVTVPASSLVQSDVADMTCGVIRETGHSEEFMWDLPQLHNDPVVVEFSVYAKSEVYLALTDEPGPNLPAKATVYYIVIGGDGNTASYISRCRGCQPLTPASTEVLQCDRLNNYWLHFEDGFIKLGLRGKLEPITTYEVPEKDFQPRYLGYSSNMLSQGMFTFSFDKFGYHTYSEHVYYTGEAFCLDWFLKEIPVGVKQFCFQAQVEQGPIYVVLSPQRFRNPGEIAYEIVIGEEENSKTFVFDKVRSGEQAIKEVFTPSVLNPNSFVEYCFTFNEKVITFGPASRRDLVVWVRDESIQIKHVGFAGSKKPAQFLFPVDFIPSYYQGVIDLPPESPAGSDKCLEKPCAENGKCYVDHSFSHGYRCECSNGYTGKNCDILPPETVPAVEESAVKSTKAPEKRPTPKPDTTPPTIDCNVELGDNYVTSADSKTMQVPFSFPRAEDNADKNPYVVCVPSSNSEFPLGTSTVKCTATDKSGNEATCDFEVEVRNSCANNPCGLHGTCVVEVFEPSQFNCVCTDDYEGKLCQEAPQVDEEEEFTEEEFGEEDTTPPTIDCNVELDDNYVVSADSQMMQVPFSYPEATDNSGVNPSVVCVPTYNSEFAVGSSTVKCTATDESGNGATCDLIVVVKNSCENNPCGLHGTCVVDVIEPSEFNCVCTDDYEGDLCTTAPEVDDELEIELSDYKTTKAPKRRTTTPLPDTVAPKVTCPVDMSEQIDDGNSRKRLTWDVSAIDDVDGDVDVKCNPRSGSRFKIGTKEVQCYAVDGAGNRGECTFEVKVEDTTPPTIDCSVDMEDNYVTSVDSQTMQVPFSFPRAKDNSRGKPNVVCVPSSNSEFPLGTSTVKCTATDESGNEATCDLVVEVKNSCENNPCGLHGTCVVDVFQPSEFNCVCIDDYEGELCTKAPKVDEEEYFFEEEPLVEESDVKSSTKAPGRSSTTPKPPKPDVDEGETFTTSGDSSQEIKRTLDTKVISAFEISPFDDKVSKEFQIGCEIGEFKLDVNSETFSLKNGKGEVVDSETTPETSGSLKFSIEITESAFIISYILDQDFTTLIEYSPPGREDGMELNCKAFTVKNVDKRRQRGCQIKYTKITQHKWRSYHRKPRRTRTRNIEKGETYVRKTSDEKTRQRRPRTDRTKTRTIEKGVSERKKSSSGSNSGSSSEENKAISVGDTQVLPTNGQTSGQRRRPRTDRSKTRTIEKGVSERKKSSSGSNSGSSSEENKAISVGDTQVLPTNGQTSGQRRRPRTDRSKTRTIEKGVSERKKSSSGSNSGSSSEENKAISVGDTQVLPTNGQTSGQRRRPRTDRSKTRTIEKGVSERKKSSSGSNSGSSSEENKAISVGDTQVLPTNGQTSGQRRRPRTDRSKTRTIEKGVSEHKKSSSGSNSGSSSEENKAISVGDTQVLPTNGQTSGKRRRPRTDRTKTRTIEKGVSGRQKSGSRSSSGSSSEEKNAISVGATVNKNTDVTTRRRTPAAKVKSSSATLVSGDTEQVDWTQKKFEVNFEDRVEDFLDLTFQDGKVLRIDVIRTKMSIKDESGKELNSESLQGKVRDNRLVFTIFLITGGVEIKLEGEQRVFLEYVTQGRKSKCTRVRETYTRTKSTGQSSDRRTRSDTYVKTSSQRLRQRRRGEGSSGRSSGSTSGSSSEEKKAISVGATVNKNTGVTTRRRAPAASSSATLVSGDTEQVDWTLKKFEVNFEDRVEDFLDLTFQDGKVLRIDVIRTKMSIKDESGKELNSESLQGKVRDNRLVFTIFLITGGVQIKLEGEQRVFLEYVTQGRKSKCTRVRETYTRTKSTVQQGSRRRVYSRQRGGEGGSGSRGGSNSGSSSEENKAISVGATVNKNTDVSTRRRTPAATVQSSSATLVPGEMQQVDWTQKKYEVNFVDKIEDILDLTFQDGSVLTIDVTRTRMAIKDQSGKELKSESLRGKVRDNRLVFTIYLITGGVKIKLEGGQQTFLEYVKAGRTSKCNRVRESYKS
>Arub-Sfp12
MDGEEGLQKGFTPTSDLITLQVENGTTYIKFESLPLEVGDNNLPSVDGILTRSASIRAISIRLVPSSSSSTPSPTGNEELVSVTINFFTKKERNDDFKPLLLEDNQEPKVITFTPVSDQPLQKFLKIGNEVIEGVVAFRVTVLEVTGVSSATLELHVLGCAEEFTTTQVTTTAVSVTTPTTTTEESTSTVAVTTPTQTTTERTTTSTTSLVSTTEGYCLQNMDSESGVETKDQTRGNLLTDESGFLTFYELPIEQSVGNSAVLERKFNSNINVRGVLITLKKITSSVTSGQAEGMTTPKTGSTSPQSVKFTFTLLAKRVDETDFKQVVIKNTITEFTLTIEGIQSEVKVFTEDEPSLQGITELQIKFIDVSGVSGASFELTVLGCAEEVSTTTQTTTSSTVSTTTPQLSTTPGYCLENMDGEEGLQEGFTPTSDLITLQVENGTTYIKFESLPLEVGDNNLPSVDGILTRSASIRAISIRLVPSSSSSTPSPTGNEELVSVTINFFTKKERNDDFKPLLLEDNQEPKVITFTPVSDQPLQKFLKIGNEVIEGVVAFRVTVLEVTGVSSATLELHVLGCAEEFTTTQVTTTAVSVTTPTTTTEESTSTVAVTTPTQTTTERTTTSTTSLVSTTEGYCLQNMDSESGVETKDQTRGNLLTDESGFLTFSELPIEQSVGNSAVLERKFNSNINVRGVLITLKKITSSVTSGQAEGMTTPETGSTSPQSVKFTFTLLAKRVDETDFKQVVIKNTITEFTLTIEGIQSEVKVFTEDEPSLQGITELQIKFIDVSGVSGASFELTVLGCAEEVSTTTQTTTSSTVSTTTPQLSTTPGYCLENMDGEEGLQEGFTPTSDLITLQVENGTTYIKFESLPLEVGDNNLPSVDGILTRSASIRAISIRLVPSSSSSTPSPTGNEELVSVTINFFTKKERNDDFKPLLLEDNQEPKVITFTPVSDQPLQKFLKIGNEVIEGVVAFRVTVLEVTGVSSATLELHVLGCAEEFTTTQVTTTAVSVTTPTTTTEESTSTVAVTTPTQTTTERTTTSTTSLVSTTEGYCLQNMDSESGVETKDQTRGNLLTDESGFLTFSELPIEQSVGNSAVLERKFNSNINVRGVLITLKKITSSVTSGQAEGMTTPETGSTSPQSVKFTFTLLAKRVDETDFKQVVIKNTITEFTLTIEGIQSEVKVFTEDEPSLQGITELQIKFIDVSGVSGASFELTVLGCAEEVSTTTQTTTSSTVSTTTPQLSTTPGYCLENMDGEEGLQEGFTPTSDLITLQVENGTTYIKFDSLPLEEGDNNLPSVDGILTRSASIRAISIRLVPSSSSSTPSPTGNEELVSVTINFFTKKETDDDFKPLLLEESKVITFTPVSDQPLQKFLKPGKDTIEGVMAFRVTVLEVTGVSSATLELHVLGCAEVTTMIPSSENPTTETTIPEVTTTTPEVCVEEVALIENLVVVMETSSGDTLSKGTWDIGDLPQTIPTLVSDIEGLPSLKVKFSSPVKLTYLIINGQMESGSTLEFAIKTKYYPGSNSILLSDGENVRTFIIELNGRLNLPLEREVEEVELVPLRYNKSTDTLPPVKVAFLGCAEIVSTTVTATTMTTPTSTEETISITTTTTKPAETTTKQTTITQAMSSTAFIANNTCNNSKTNYNIANDTFNHNCKTNYNNANNTCNHNCKTNYNIANNTCNHNCKTNYNVANNTCNHNCKTNNNVANNTCNHNYKTNYNVANNTCNHNCKTNYNVANNTCNHNCKTNYNVANNTCNHNYKTNYNVANNTCNHNCKTNNNVANHTCNHNCKTNYNVANNTCNHNCKTNYNVANNTCNHNCKTNYNIANNTCNHNCKTNYNIANNTCNHNCKTNNNVANHNCKTNYNIANNTCNHNCKTNYNVANNTCNHNCKTNYNVANNTCNHNCKTNNNVANHNCKTNNNVANNTCNHNCKTNYNVANNTCCHNCKTNYNIANNTCSHNCKTNYNVANNTCNHNCKTNYNIANNTCNHNCKTNYNIANNTCNHNCKTNYNVANNTCSHNYKTNYNVANNTCNHNCKTNYNVANNTCSHNCRTNYNVANNTCNHNCRTNYNIANNTCSHNYKTNYSIANNTCSHNCKTNYNVANNTCNHNCKTNYNIANNTCNHNCKTNYNVANNTCNHNCKTNYNIANNTCNNFRSVEL
>Arub-Sfp13
MEEQVVCMLEFKTSAEVSCAPVLVTKLNAQGSIKVSTGDISQSQKLPFEMKLKDGSTLIARQVSSIFSRMTIADLGIDIQLGLDKRIYVTLNPSLQGKVSGLCGNYNNKQIDDFTTSSGVNAKANINKFGNSWKVSLHCGDVEEKNLRPCDLKSQQRPLAEEICRKLREEPFASCNQEIPVDKYVEQCEQDVCGCPPSDKECQCLAFATYARECSVAGFDFLWRGLHNCPIKCPVGQVYKMCGSNCHVNCKDFLTQQPCHEECVEGCQCPEDKVRDDESGQCVKVDYCPCIVDGIVYQSHQSWKKGCNDCFCSSGTHTCTELDCSTYETCADGMEWIPCLQCERTCQSANKACSIRSGCTPGCGCPKGLVLHKGSCIDVSDCTCEYNDKSYKPFDTTAMDCHTCMCHTDYRWICDEDQCPSTCRSYGESHFQTLDAKWYSFQGNCEYTLVENFCGGSNVEGFFRVTIENVPCGRNGVTCTKAVKFTLHDTTIHLVRGAEYTVAKDPRVTTKARFKMEDAGLFLVIKTAEGILLKWDYGTSVLVTLDPSHAGQVCGLCGNFNGDSSDDFYTRSGAMESSPQLFGRSWRTSENCPDPKELTLPCKSEPHRRAWAESVCSIIKKSIFASCHNLVDSEPFFQACVSDTCFCDRGADCECMCTAVTAYATACNENNVAIAWRAEGYCPLQCESGRVYQACGKICPDKCYPSHAEQNYGCEERCVEGCHCPEGTVLFRDECIERKLCPCFINNGQEEIRHGALVVEDCMQCMCNGGHLECTGRNCTESVVAETTTPCAHKTKQCSCAPNFSCCADKSVCIHDSKFCDGEYNCKDFSDEVHCNCIYNDIVYLTGDNWPGVGACEECKCEAGKTTCYKKCQLTCEFPEILNLYEDDDRKCCSCEGGEDTVRRTTTPPRTRPPRSPPTTTQSTTQECVDPFVVGEPTCCQYLDVCAINTKFSGSENCNACREPLVFNGTDCVRPNECLCKDKVGYHLPGDTWENTEKACSVCTCFNNNIECSDVMCDDTMLDCSKYGEVFAYGACEECTCLDEIVCVKSECKLTLEDCEEGEVVFPIGDSCCECRAIETTTIVPTTTLPACVAPFVYRESCERHVMCETLGDDTNEVNCEEGCFCPEGKLMSEKECIPSHQCPCTDIFGIKREFEEMWAQSDCQQCVCYENMTIHCTKECDLKCDESEEVLVNPDGSMCCYCEPIPETTTMFIPETTTATTTPSGECFGCYDDKSDTCHAVDTSWKDDVCTSCECKYKNEFIMNCEHMQCGKDLECKEGHVLVKDDQECCYHCVPDICVGDFNCNSTFCIPNKWVCDGNMDCANEYDEENCPLPPTLPPPSPACAKTEERAFCKDCRERVCHDMECFEMPQELCCECKQGTVYNGTQCVHPKECQCLDENGNIRLPFDKWETADCQECKCHYNRITCYETGLCHSTTPSTSTLPPRPYYCTETCTCNLDCEGDFIDEKCLFAVPQECNDTCLCLPPMKKDDVAGRSCIYQPSQEECIKATTDATTTRELHPISFIEKQIEIGKEKQGKRLQPGSSTPYHL
image3.png
protein alignment of full-lenght Arub-Sfp7 and Arub-Sfp14 partial

Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial
Arub-Sfp7
Arub-Sfp14partial

MFQLLLL IMV

RRRVYSRQRG
RRRVYSRQRG

DLTFQDGSVL
DLTFQDGSVL

1976
YL 229

TVPASSLVQS

GEGGSGSRGG
GEGGSGSRGG

TIDVTRTRMA
TIDVTRTRMT

DVADMTCGV |

SNSGSSSEEN
SNSGSSSEEN

| KDQSGKELK
| KDQSGKELK

RETGHSEEFM WDLPQLHNDP VVVEFSVYAK SEVYLALTDE

KA1SVGATVN
KA1SVGATVN

SESLRGKVRD
SESLRGKVRD

TIFLITGGVQ
---LITGGVQ

KNTDVSTRRR
KNTDVSTRRR

NRLVFTIYLI
NRLVFTIYLI

| KLEGEQRVF
| KLEGEQRVF

TPAATVQSSS
TPAATVQSSS

TGGVKIKLEG
TGGVKIKLEG

LEYVTQGRKS
LEYVTQGRKS

ATLVPGEMQQ
ATLVPGEMQQ

GQQTFLEYVK
GQQTFLEYVK

PGPNLPAKAT

KCTRVRETYT
KCTRVRETYT

VDWTQKKYEV
VDWTQKKYEV

AGRTSKCNRV
AGRTSKCNRV

VYYIVIGGDG

RTKSTVQQGS
RTKSTVQQGS

NFVDKIEDIL
NFVDKIEDIL

RESYKS - - - -
RESYKSSYRR

90

180

270

360

450

540

630

720

810

900

990

1080

1170

1260

1350

1440

1530

1620

1710

1800

47

1890
137

1976
227




image4.jpeg
91726412





image5.png
a Agib-Sfp7 b Agib-Sfp8 C Agib-Sfp9

>260 kDa | W*f

¥ w
>260 kDa

~240 kDa Kl

~110 kDa
~90 kDa
~70 kDa s




image6.png
NC_047072.1

NC_ 0470711 Asterias rubens

NC_047075.1 NC_047070.1
NC_047069.1

| 3 ~ NC_047068.1
‘ \ \ | I / ~ NC 047067.1
. NC_047066.1

4

a NC_047073.1
NC_047074.1

NC_047076.1

NC_047077.1
NC 0470781
NC_047079.1

NC_047080.1 NC_047065.1

NC_047081.1 NC_047064.1

.

NC_047082.1
C_047083.1
IN( 047062.1
2282472
[0 oz2s2493
0 oz
07282473
g 07282491
07282474
02282490
07282475 N\ 07282489
02282488
02282476
07282487
ozsT ~ Y O onwss
07282478 J (] 07282485
. . 07282484
Asterina gibbosa ozasnsns oz O

02282480
07282481




image7.png
sis
B

o

Ne
~04705,
o
ot
Wl

-1

o9
%%
v
A
g
&
S
(J/
N s
$2es "
EEN
W$$§ /F\
o r)?>
3
(=}
R
)
N
>
E
o
2
¥
o
2
a
g
=
Z S
Z C
‘O
2
g
3
e
®
=

Oz2g 2475

%%S )
g i
282, -
98> )
. . S, 07282486
Asterina gibbosa
Sp1 sfp2
SIS 78 R s ] L a0 ]

Asterias rubens

e

rdis

Sfps
s
Sip7




image8.png
Asterias rubens Asterina gibbosa
e Ago-Sp1 —Hi e i A s

) B Eo Ead

"l o i . N
H—F—tr o b sree  agbsz H————foHre—wiv I 4§ sTesa
/ Stpza stp2b ‘Agib-Sfp2a ‘Agin-Si2p.

4 e

e 170900 AGIoSID5 1 e

AN 2602 aa
A4

HHF b 1o522a Agib-Sfp7 Mm'-/“-m-l— 22102a
¥R 136722 Agib-stp8  Hpff————— 251222
== ) 156222 Agb-Sfp9 = ixA = =y 157222
—— raa Agib-Sfp10 ——ffilfff— 132122

S 5402 A

2165 aa Agib-Sfp12 >19079 aa
i HHH— 155120 Agib-Sfp13 = i ffH f—— 1926aa
A J
"‘H 170 aa
DAC Astacin-like Sfp -’-'- 44532 trypsin-like Sfp 4 2612a

Legend ) e ' § ocaean G | o ' immunoglobulin
| Fomogen gy Fasec [ e Antistasin ) nmTeD @ s = disorder pred
L wFD | e (1 Hyaiin Repeat {} Macroglobuiin | romrcpea @ ssacn

o cs ’ FAMeT | wee || AMBRD [l Ceich ' cuB




image9.png
a Agib-Sfp1alpha b Arub-Sfp1alpha

c Agib-Sfp1beta d Arub-Sfp1beta

Arub-Sfp1gamma

Very high (pIDDT > 90) Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)





image10.png
a Agib-Sfp2alpha b Arub-Sfp2alpha

Very high (pIDDT > 90) Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)





image11.png
a Agib-Sfp9 b Arub-Sfp9

Very high (pIDDT > 90) Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)





image12.png
Arub-Sfp5

Agib-Sfp5

Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)

Very high (pIDDT > 90)





image13.png
Arub-Sfp10 (partial)

b

Agib-Sfp10

Arub-Sfp13

-Sfp13

Agib

Arub-Sfp12

-Sfp12

Agib

Low (70 > pIDDT > 50) Very low (pIDDT < 50)

Confident (90 > pIDDT > 70)

Very high (pIDDT > 90)





image1.png
a beta-tubulin

9728111 ATGCGTGAAA TCGTTCATET GCAAGCCGGC CAGTGTGGCA ACCAGATCGG TGCTAAGTTC TGGGAAGTGA TTTCTGAGGA GCACGGCGTC GACCCAACCG GCACATACCA 110
A ] e

gt728211 CA. C....TA T AT A.© ToA A ¢ 110
gt72rest s c T A c 110
9207011 c. .cA © T.6.¢ A T T 110
91728141 CGGTGACTCC GACTTGCAGT TGGAGAGAAT CAACGTGTAC TACAATGAGG CCACCGGAGG CAAATATGTA CCCCGAGCTG TACTGGTCGA CTTGGAGCCA GGCACCATGG 220
gi728211 A T c 6 T 220
gi7278t A T T 220
2078011 T. A T T c 6. ¢ .6 T.c 220
1728141 ACTCTGTCCG CTCTGGTCCA TTCGGTCAGA TCTTCAGACC GGACAACTTT GTCTTCGGAC AGAGTGGAGC TGGGAACAAC TGGGCCAAGG GECACTACAC AGAGGGGGCT 330
gi728210 A T 330
gt727980 A T 330
92079011 c c.c.c c A A T c A 330
1728141 GAGCTGGTAG ACTCAGTTTT AGAGGTTGTG CGCAAGGAGG CAGAGAGCTG TGATTGTTTG CAGGGATTTC AACTGACECA TTCCCTTGGT GGTGGCACTG GCTCAGGCAT 440
gi728211 T..c T cuA c 6. .a . C c a0
gi7278t TocomoT I T A6 c ce c G..A.¢C c c c 440
207011 s T. .6 T8 .CAG A T AGG.. C. .G ..C c T c A c TR a0
91728111 GGGAACCCTG CTCATCAGCA AGATCCGT i CATGA TGTGTAGCTT CAGTGTTGTA CCTTCTGCGA AGGTATGT TGTCGTT GAGGCTTAGA 550
giT2s2tl .. .G..A..T c. . .AR i c 550
gi7z7sH .G AT c. ..Ac c ..A.c A.c..8 T c 550
207011 6 A A T T o1 c 6 .6 .c.T e A c .6 .6 c 550
91728141 ACGCAACCCT GTCTGTCCAC CAGCTCGTAG AAAACACAGA TGAGACCTAC TGCATCGACA ACGAGGCCCT GTACGACATC TGCTTCCGTA CCCTGAAGTT GACCACCCCA 650
gi728211 c T T A

girzren T.c. T T T T AT ToT 660
92079011 c A T T &80
41728111 ACCTACGGTG ATCTCAACCA TCTCGTGTCC GCCACCATGA GTGGTGTCAC CACTTGCCTG AGGTTCCCTG GTCAGCTCAA CGCTGATCTT CGCAAGCTGG CTGTCAAGAT 770
gi728211 7
gi7278 1 T T 7
207011 T AT c. oA c T c ™
91728111 GETGCCCTTC CCTCGTCTCC ACTTCTTCAT GOCTGGCTTT GCTCCCCTGA CCAGCAGAGG CAGCCAGCAG TACCGTGCCC TCACCGTTCC CGAGCTGACC CAGCAGATGT 880
gi728211 880
gi7z7en A A 880
g2073011 ... € c c. A ] & 880
1728141 TCGACGCCAA GAACATGATG GCTGCTTGCG ACCCTCGTCA TGGCCGCTAC CTGACCETTE CTGCCCTCTT CCGTGGACET ATGTCCATGA AGGAAGTCGA CGAGCAGATS 890
gi728211 T [ AT c. ¢ T 50
gi7279 T A TaG c..c T TOA se0
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41728111 CTGAACGTGC AGAACAAGAA CAGCAGCTAC TTCGTTGAAT GGATCCCGAA CAACGTC cceeTeTeT CATCCC ACCACGAGGE CTTAAGATGT CCGCCACCTT 1100
gi728211 A s c [ A c i 1100
gi727811 s c A c T 1100
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b alpha-tubulin

9207211 ATGCGTGAAT GTATCTCAAT CCATGTCGGG CAGGCCGGAG TCCAGATGGG CAATGCCTGC TGGGAGCTGT ACTGCCTGGA GCACGGCATC CAACCTGATG GTCAGATGCC 110
2337811 G 110

9207211 CAGTGACAAG ACCATCGGAG GTGGTGACGA CTCCTTCAAC ACCTTCTTCA GCGAGACCGG TGCCGGCAAG CACGTCCCCC GTGCTGTCTT TGTCGATCTT GAACCCACCG 220
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0207211 TAGTOGATGA GGTTCGEACC GGCACCTACC GTCAGCTCTT CCAGCCTGAA CAGCTGATCA CAGGCAAGGA GGATGCTGCC AACAACTACG GCAGGGGTCA CTACACCGTG 330
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92307341 G & c A 1A C..T..A 660

9207211 CGTCCGACCT ACACCAACCT GAACCGTCTG ATCGGTCAGA TTGTGTCCTC CATCACTGCT TCTCTTCGCT TCGATGGCGC CCTCAATGTC GACTTGACCG AGTTCCAGAT 770
2337811 e ] 0

9207241 CAACTTGGTG CCCTACCCAC GTATCCACTT CCCCTTGGCC ACCTACGCCC CTGTCATCTC TGCCGAGAAG GCCTACCATG AGCAGCTCAC CGTTGCTGAG ATCACCAACG 880

92307511 T A A T c c A 880
9207211 CTTGCTTCGA GCCAGCCAAC CAGATGGTGA AGTGIGATCC CCGTCACGGC AAGTACATGG CCTGOTGTGT GCTGTACCGT GGTGATGTCG TCCCTAAAGA CGTCAAGGET 990
92397841 C. T G c ] T T 990
9207211 GCCATAGCAA CCATC G TCCAATTCG TCGACTGGTG TCCAACTGGC TTCAAGGTGG GCATCAACTA CCAGCCACCC ACCGTCGTGC CTGGCGGTGA 1100
g2as7en T © T 6 [ 1100
9207211 TCTGGCCAAG GTGCAGCGTG CCGTCTGCAT GCTGAGCAAC ACCACGGCCA TTGCCGAGGC CTGGGCTCGT CTGGATCACA AGTTCGATCT GATGTACGCC AAGCGTGCCT 1210
9230751 Te A [ 1210

9207211 TCGTCCACTG GTACGTGGGA GAGGGTATGG AGGAGGGCGA GTTCTCTGAG GCTCGTGAGG ATCTGGCTGC GCTGGAGAAG GATTACGAGG AGGTCGGTGT CGACTCAGTT 1320
2337811 & T [ G... 1320
9207211 GACGAAGAAG GCGAGGAGGA AGGCGAGGAG TACTAA 1356
923371 AA.CA .. G G AG. .AA.C 1356

C actin

9220741 ATGTGTGACG ACGATGTTGC CGCTCTGGTT GTAGACAATG GCTCCGGTAT GTGCAAGGCC GGATTCGCCG GAGATGACGC CCCAAGGGCC GTCTTCCCTT CCATCGITGE 110
9220811 110
220711
220811
9220711
9220811
9220711
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9220711 TCGTACCACC GGAATCGTGT TCGACTCTGG TGACGGTGTG TCCCACACTG TGCCCATCTA CGAGGGTTAT GCCCTGOCCC AGGCCATCCT COGTCTGGAT TTGECCGGCT 550
9220811 T T 550
92207t1 GTGACTTGAC CGACTACCTG ATGAAGATCC TCACAGAGCG TGGCTACTCT TTCACCACCA CTGCCGAGCG TGAAATCGTT CGTGACATCA AGGAGAAGCT CTGCTACGTT 660

220811 660
9220711 GCTCTGGACT TCGAGCAGGA GATGCAGACC GCTGCTTCCA GCTGTTCCCT GGAGAAGAGC TAGGAGCTGC GTGACGGACA GGTCATCACC ATCGGCAAGG AGCGTTTCCE 770
9220811 T [ 770

9220711 [FTGCGCCGAG GCCCTCTTCE AGCCATCCTT CCTCGGTATG GAATGCGCTG GCATCCAGGA GAGCAGATAC BACAGCATCA TGAAGTGCGA CGTCGACATC CGTAAGGATG 880
220811 TA A [
9220711 TGTACGCCAA CACCGTGCTG TCTGGTGGCT CCAGCATGTT CCCCGGCATC GOCGACAGAA TGCAGAAGGA AATCACAGCC CTTGCCCCAC CCACCATGAA GATCAAGATC 850

9220811 A GG .G & & 50
9220741 ATCGCTCCTC CAGAGAGGAA GTACTCCGTA TGGATCGGTG GCTCCATCCT TGCCTCTCTG TCCACCTTCC AGCAGATGTG GATCAGCAAG CAAGAGTACG ATGAGTCTGG 1100
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220741 CCCCAGCATT GTGCACCGCA AGTGCTTCTA A 1131
9220811 c 1131
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